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LEUKOCYTE EXPRESSION PROFILING 

Field of the Invention # - 

This invention is in the field of expression profiling. In particular, this 
invention is in the field of leukocyte expression profiling. 
Background of the Invention 

Many of the current shortcomings in diagnosis, prognosis, risk stratification 
and treatment of disease can be approached through the identification of the molecular 
mechanisms underlying a disease and through the discovery of nucleotide sequences 
(or sets of nucleotide sequences) whose expression patterns predict the occurrence or 
progression of disease states, or predict a patient's response to a particular therapeutic 
intervention. In particular, identification of nucleotide sequences and sets of 
nucleotide sequences with such predictive value from cells and tissues that are readily 
accessible would be extremely valuable. For example, peripheral blood is attainable 
from all patients and can easily be obtained at multiple time points at low cost. This 
is a desirable contrast to most other cell and tissue types, which are less readily 
accessible, or accessible only through invasive and aversive procedures. In addition, 
the various cell types present in circulating blood are ideal for expression profiling 
experiments as the many cell types in the blood specimen can be easily separated if 
desired prior to analysis of gene expression. While blood provides a very attractive 
substrate for the study of diseases using expression profiling techniques, and for the 
development of diagnostic technologies and the identification of therapeutic targets, 
the value of expression profiling in blood samples rests on the degree to which 
changes in gene expression in these cell types are associated with a predisposition to, 
and pathogenesis and progression of a disease. 

There is an extensive literature supporting the role of leukocytes, e.g., T-and 
B-lymphocytes, monocytes and granulocytes, including neutrophils, in a wide range 
of disease processes, including such broad classes as cardiovascular diseases, 
inflammatory, autoimmune and rheumatic diseases, infectious diseases, transplant 
rejection, cancer and malignancy, and endocrine diseases. For example, among 
cardiovascular diseases, such commonly occurring diseases as atherosclerosis, 
restenosis, transplant vasculopathy and acute coronary syndromes all demonstrate 
significant T cell involvement (Smith-Norowitz et al. (1999) Clin Immunol 93:168- 
175; Jude et al. (1994) Circulation 90:1662-8; Belch et al. (1997) Circulation 
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95:2027-31). These diseases are now recognized as manifestations of chronic 
inflammatory disorders resulting from an ongoing response to an injury process in the 
arterial tree (Ross et al. (1999) Ann Thorac Surg 67:1428-33). Differential expression 
of lymphocyte, monocyte and neutrophil genes and their products has been 
demonstrated clearly in the literature. Particularly interesting are examples of 
differential expression in circulating cells of the immune system that demonstrate 
specificity for a particular disease, such as arteriosclerosis, as opposed to a 
generalized association with other inflammatory diseases, or for example, with 
unstable angina rather than quiescent coronary disease. 

A number of individual genes, e.g., CDllb/CD18 (Kassirer et al. (1999) Am 
Heart J 138:555-9); leukocyte elastase (Amaro et aL (1995) Eur Heart J 16:615-22; 
and CD40L (Aukrust et al. (1999) Circulation 100:614-20) demonstrate some degree 
of sensitivity and specificity as markers of various vascular diseases. In addition, the 
identification of differentially expressed target and fingerprint genes isolated from 
purified populations of monocytes manipulated in various in vitro paradigms has been 
proposed for the diagnosis and monitoring of a range of cardiovascular diseases, see, 
e.g., US Patents Numbers 6,048,709; 6,087,477; 6,099,823; and 6,124,433 
"COMPOSITIONS AND METHODS FOR THE TREATMENT AND DIAGNOSIS 
OF CARDIOVASCULAR DISEASE" to Falb (see also y WO 97/30065). Lockhart, in 
US Patent Number 6,033,860 "EXPRESSION PROFILES IN ADULT AND FETAL 
ORGANS" proposes the use of expression profiles for a subset of identified genes in 
the identification of tissue samples, and the monitoring of drug effects. 

The accuracy of technologies based on expression profiling for the diagnosis, 
prognosis, and monitoring of disease would be dramatically increased if numerous 
differentially expressed nucleotide sequences, each with a measure of specificity for a 
disease in question, could be identified and assayed in a concerted manner. In order 
to achieve this improved accuracy, the appropriate sets of nucleotide sequences need 
to be identified and validated against numerous samples in combination with relevant 
clinical data. The present invention addresses these and other needs, and applies to 
any disease or disease state for which differential regulation of genes, or other 
nucleotide sequences, of peripheral blood can be demonstrated. 
Summary of the Invention - 

The present invention is thus directed to a system for detecting differential 
gene expression. In one format, the system has one or more isolated DNA molecules 
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wherein each isolated DNA molecule detects expression of a gene selected from the 
group of genes corresponding to the oligonucleotides depicted in the Sequence 
Listing. It is understood that the DNA sequences and oligonucleotides of the 
invention may have slightly different sequences that those identified herein. Such 
sequence variations are understood to those of ordinary skill in the art to be variations 
in the sequence which do not significantly affect the ability of the sequences to detect 
gene expression. 

The sequences encompassed by the invention have at least 40-50, 50-60, 70- 
80, 80-85, 85-90, 90-95 % or 95-100% sequence identity to the sequences disclosed 
herein. In some embodiments, DNA molecules are less than about any of the 
following lengths (in bases or base pairs): 10,000; 5,000; 2500; 2000; 1500; 1250; 
1000; 750; 500; 300; 250; 200; 175; 150; 125; 100; 75; 50; 25; 10. In some 
embodiments, DNA molecule is greater than about any of the following lengths (in 
bases or base pairs): 10; 15; 20; 25; 30; 40; 50; 60; 75; 100; 125; 150; 175; 200; 250; 
300; 350; 400; 500; 750; 1000; 2000; 5000; 7500; 10000; 20000; 50000. Alternately, 
a DNA molecule can be any of a range of sizes having an upper limit of 1 0,000; 
5,000; 2500; 2000; 1500; 1250; 1000; 750; 500; 300; 250; 200; 175; 150; 125; 100; 
75; 50; 25; or 10 and an independently selected lower limit of 10; 15; 20; 25; 30; 40; 
50; 60; 75; 100; 125; 150; 175; 200; 250; 300; 350; 400; 500; 750; 1000; 2000; 5000; 
7500 wherein the lower limit is less than the upper limit. 

The gene expression system may be a candidate library, a diagnostic agent, a 
diagnostic oligonucleotide set or a diagnostic probe set. The DNA molecules may be 
genomic DNA, protein nucleic acid (PNA), cDNA or synthetic oligonucleotides. 

In one format, the gene expression system is immobilized on an array. The 
array may be a chip array, a plate array, a bead array, a pin array, a membrane array, a 
solid surface array, a liquid array, an oligonucleotide array, a polynucleotide array, a 
cDNA array, a microfilter plate, a membrane or a chip. 

In one format, the genes detected by the gene expression system are selected 
from the group of genes corresponding to the oligonucleotides depicted in SEQ ID 
NO:2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID NO: 2283, SEQ ID 
NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ ID 
NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ID NO: 1796, SEQ ID 
NO:4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID 
NO:4829 and SEQ ID NO: 809i; 
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The present invention is further directed to a diagnostic agent comprising an 
oligonucleotide wherein the oligonucleotide has a nucleotide sequence selected from 
the Sequence Listing wherein the oligonucleotide detects expression of a gene that is 
differentially expressed in leukocytes in an individual over time. In one format, the 
oligonucleotide has a nucleotide sequence selected from the group consisting of SEQ 
ID NO:2476, SEQ ID NO: 2407, SEQ ID N0:2192, SEQ ID NO: 2283, SEQ ID 
NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ ID 
NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ID NO: 1796,' SEQ ID 
NO:4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID 
NO:4829 and SEQ ID NO: 809 1 

The present invention is futher directed to a system for detecting gene 
expression in leukocytes comprising an isolated DNA molecule wherein the isolated 
DNA molecule detects expression of a gene wherein the gene is selected from the 
group of genes corresponding to the oligonucleotides depicted in the Sequence Listing 
and the gene is differentially expressed in the leukocytes in an individual with at least 
one disease criterion for a disease selected from Table 1 as compared to the 
expression of the gene in leukocytes in an individual without the at least one disease 
criterion. 

The present invention is further directed to a gene expression candidate library 
comprising at least two oligonucleotides wherein the oligonucleotides have a 
sequence selected from those oligonucleotide sequences listed in Table 2, Table 3, 
and the Sequence Listing. Table 3 encompasses Tables 3A, 3B and 3C. The 
oligonucleotides of the candidate library may comprise deoxyribonucleic acid (DNA), 
ribonucleic acid (RNA), protein nucleic acid (PNA), synthetic oligonucleotides, or 
genomic DNA. 

In one embodiment, the candidate library is immobilized on an array. The 
array may comprises one or more of: a chip array, a plate array, a bead array, a pin 
array, a membrane array, a solid surface array, a liquid array, an oligonucleotide 
array, a polynucleotide array or a cDNA array, a microtiter plate, a pin array, a bead 
array, a membrane or a chip. Individual members of the libraries are may be 
separately immobilized. 

The present invention is further directed to a diagnostic oligonucleotide set for 
a disease having at least two oligonucleotides wherein the oligonucleotides have a 
sequence selected from those oligonucleotide sequences listed in Table 2, Table 3, or 
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The diagnostic nucleotide sets of the invention may further include one or 
more Epstein-Barr virus (EBV) nucleotide sequences, wherein expression of the one 
or more EBV nucleotide sequences is correlated with EBV infection. 

In the present invention, expression may be differential expression, wherein 
the differential expression is one or more of a relative increase in expression, a 
relative decrease in expression, presence of expression or absence of expression, 
presence of disease or absence of disease. The differential expression may be RNA 
expression or protein expression. The differential expression may be between two or 
more samples from the same patient taken on separate occasions or between two or 
more separate patients or between two or more genes relative to each other. 

The present invention is further directed to a diagnostic probe set for a disease 
where the probes correspond to at least one oligonucleotide wherein the 
oligonucleotides have a sequence ssuch as those listed in Table 2, Table 3, or the 
Sequence Listing which is differentially expressed in leukocytes in an individual with 
at least one disease criterion for a disease selected from Table 1 as comapared to 
leukocytes in an individual without the at least one disease criterion, wherein 
expression of the oligonucleotide is correlated with at least one disease criterion, and 
further wherein the differential expression of the at least one nucleotide sequence has 
not previously been described. 

The present invention is further directed to a diagnostic probe set wherein the 
probes include one or more of probes useful for proteomics and probes for nucleic 
acids cDNA, or synthetic oligonucleotides. 

The present invention is further directed to an isolated nucleic acid having a 
sequences such as those listed in Table 3B or Table 3C or the Sequence Listing. 

The present invention is further directed to polypeptides wherein the 
polypeptides are encoded by the nucleic acid sequences in Tables 3B, 3C and the _ 
Sequence Listing. 

The present invention is further directed to a polynucleotide expression vector 
containing the polynucleotide of Tables 3B-3C or the Sequence Listing in operative 
association with a regulatory element which controls expression of the polynucleotide 
in a host cell. The present invention is further directed to host cells transformed with 
the expression vectors of the invention. The host cell may be prokaryotic or 
eukaryotic. 
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The present invention is further directed to fusion proteins produced by the 
host cells of the invention. The present invention is further directed to antibodies 
directed to the fusion proteins of the invention. The antibodies may be monoclonal or 
polyclonal antibodies. 

The present invention is further directed to kits comprising the diagnostic 
oligonucleotide sets of the invention. The kits may include instructions for use of the 
kit. 

The present invention is further directed to a method of diagnosing a disease 
by obtaining a leukocyte sample from an individual, hybridizing nucleic acid derived 
from the leukocyte sample with a diagnostic oligonucleotide set, and comparing the 
expression of the diagnostic oligonucleotide set with a molecular signature indicative 
of the presence or absence of the disease. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA and b) hybridizing the RNA to isolated DNA 
molecules wherein the isolated DNA molecules detect expression of a gene wherein 
the gene corresponds to one of the oligonucleotides depicted in the Sequence Listing. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA; b) converting the RNA to nucleic acid derived from 
the RNA and c) hybridizing the nucleic acid derived from the RNA to isolated DNA 
molecules wherein the isolated DNA molecules detect expression of a gene wherein 
the gene corresponds to one of the oligonucleotides depicted in the Sequence Listing. 
In one format, the nucleic acid derived from the RNA is cDNA. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA; b) converting the RNA to cRNA or aRNA and c) 
hvbridiztne the cRNA or aRNA tr» isolated TYMA mnlpnilpo 

J © ~ " " *- -~ ' - i- W -»*-♦«•'»"»-► -■ — a. > .1 luviwvuiw vmiviviii U1V IJV/lUldu X*?x\£~\. 

molecules detect expression of a gene corresponding to one of the oligonucleotides 
depicted in the Sequence Listing. 

The present invention is further directed to a method of monitoring 
progression of a disease by obtaining a leukocyte sample from an individual, 
hybridizing the nucleic acid derived from leukocyte sample with a diagnostic 
oligonucleotide set, and comparing the expression of the diagnostic oligonucleotide 
set with a molecular signature indicative of the presence or absence of disease 
progression. 
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The present invention is further directed to a method of monitoring the rate of 
progression of a disease by obtaining a leukocyte sample from an individual, 
hybridizing the nucleic acid derived from leukocyte sample with a diagnostic 
oligonucleotide set, and comparing the expression of the diagnostic oligonucleotide 
set with a molecular signature indicative of the presence or absence of disease 
progression. 

The present invention is further directed to a method of predicting therapeutic 
outcome by obtaining a leukocyte sample from an individual, hybridizing the nucleic 
acid derived from leukocyte sample with a diagnostic oligonucleotide set, and 
comparing the expression of the diagnostic oligonucleotide set with a molecular 
signature indicative of the predicted therapeutic outcome. 

The present invention is further directed to a method of determining prognosis 
by obtaining a leukocyte sample from an individual, hybridizing the nucleic acid 
derived from leukocyte sample with a diagnostic oligonucleotide set, and comparing 
the expression of the diagnostic oligonucleotide set with a molecular signature 
indicative of the prognosis. 

The present invention is further directed to a method of predicting disease 
complications by obtaining a leukocyte sample from an individual, hybridizing 
nucleic acid derived from the leukocyte sample with a diagnostic oligonucleotide set, 
and comparing the expression of the diagnostic oligonucleotide set with a molecular 
signature indicative of the presence or absence of disease complications. 

The present invention is further directed to a method of monitoring response 
to treatment, by obtaining a leukocyte sample from an individual, hybridizing the 
nucleic acid derived from leukocyte sample with a diagnostic oligonucleotide set, and 
comparing the expression of the diagnostic oligonucleotide set with a molecular 
signature indicative of the presence or absence of response to treatment. 

In the methods of the invention the invention may further include 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. The genotype may be analyzed by one or more 
- methods selected from the group consisting of Southern analysis, RFLP analysis,- 
PCR, single stranded conformation polymorphism and SNP analysis. 

The present invention is further directed to a method of non-invasive imaging 
by providing an imaging probe for a nucleotide sequence that is differentially 
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expressed in leukocytes from an individual with at least one disease criterion for at 
least one leukocyte-implicated disease where leukocytes localize at the site of disease, 
wherein the expression of the at least one nucleotide sequence is correlated with the at 
least one disease criterion by (a) contacting the probe with a population of leukocytes; 
(b) allowing leukocytes to localize to the site of disease or injury and (c) detecting an 
image. 

The present invention is further directed to a control RNA for use in 
expression profile analysis, where the RNA extracted from the buffy coat samples 
isfrom at least four individuals. 

The present invention is further directed to a method of collecting expression 
profiles, comprising comparing the expression profile of an individual with the 
expression profile of buffy coat control RNA, and analyzing the profile. 

The present invention is further directed to a method of RNA preparation 
suitable for diagnostic expression profiling by obtaining a leukocyte sample from a 
subject, adding actinomycin-D to a final concentration of 1 ug/ml, adding 
cycloheximide to a final concentration of 10 ug/ml, and extracting RNA from the 
leukocyte sample. In the method of RNA preparation of the invention the 
actinomycin-D and cycloheximide may be present in a sample tube to which the 
leukocyte sample is added. The method may further include centrifuging the sample 
at 4°C to separate mononuclear cells. 

The present invention is further directed to a leukocyte oligonucleotide set 
including at least two oligonucleotides which are differentially expressed in 
leukocytes undergoing adhesion to an endothelium relative to expression in 
leukocytes not undergoing adhesion to an endothelium, wherein expression of the 
two oligonucleotides is correlated with the at least one indicator of adhesion state. 

The present invention is further directed to a method of identifying at least one 
diagnostic probe set for assessing atherosclerosis by (a) providing a library of 
candidate oligonucleotides, which candidate oligonucleotides are differentially 
expressed in leukocytes which are undergoing adhesion to an endothelium relative to 
their expression in leukocytes that are not undergoing adhesion to an endothelium; (b) 
assessing expression of two or more oligonucleotides, which two or more 
oligonucleotides correspond to components of the library of candidate 
oligonucleotides, in a subject sample of leukocytes; (c) correlating expression of the 
two or more oligonucleotides with at least one criterion, which criterion includes one 
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or more indicators of adhesion to an endothelium; and, (d) recording the molecular 
signature in a database. 

The present invention is further directed to a method of identifying at least one 
diagnostic probe set for assessing atherosclerosis by (a) providing a library of 
candidate oligonucleotides, which candidate oligonucleotides are differentially 
expressed in leukocytes which are undergoing adhesion to an endothelium relative to 
their expression in leukocytes that are not undergoing adhesion to an endothelium; (b) 
assessing expression of two or more oligonucleotides, which two or more 
oligonucleotides correspond to components of the library of candidate nucleotide 
sequences, in a subject sample of epithelial cells; (c) correlating expression of the two 
or more nucleotide sequences with at least one criterion, which criterion comprises 
one or more indicator of adhesion to an endothelium; and(d) recording the molecular 
signature in a database. 

The present invention is further directed to methods of leukocyte expression 
profiling including methods of analyzing longitudinal clinical and expression data. 
The rate of change and/or magnitude and direction of change of gene expression can 
be correlated with disease states and the rate of change of clinical conditions/data 
and/or the magnitude and direction of changes in clinical data. Correlations may be 
discovered by examining these expression or clinical changes that are not found in the 
absence of such changes. 

The present invention is further directed to methods of leukocyte profiling for 
analysis and/or detection of one or more viruses. The virus may be CMV, HIV, 
hepatitis or other viruses. Both viral and human leukocyte genes can be subjected to 
expression profiling for these purposes. 

Brief Description of the Sequence Listing 

The table below gives a description of the sequence listing. There are 8830 
entries. The Sequence Listing presents 50mer oligonucleotide sequences derived 
from human leukocyte, plant and viral genes. These are listed as SEQ IDs 1-8143. 
The 50mer sequences and their sources are also displayed in Table 8. Most of these 
50mers were designed from sequences of genes in Tables 2, 3 A, B and C and the 
Sequence listing. 

SEQ IDs 8144-8766 are the cDNA sequences derived from human leukocytes 
that were not homologous to UniGene sequences or sequences found in dbEST at the 
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time they were searched. Some of these sequences match human genomic sequences 
and are listed in Tables 3B and C. The remaining clones are putative cDNA 
sequences that contained less than 50% masked nucleotides when submitted to 
RepeatMasker, were longer than 147 nucleotides, and did not have significant 
similarity to the UniGene Unique database, dbEST, the NR nucleotide database of 
Genbank or the assembled human genome of Genbank. 

SEQ IDs 8767-8770, 8828-8830 and 8832are sequences that appear in the 
text and examples (primer, masked sequences, exemplary sequences, etc.). 

SEQ IDs 8771-8827 are CMV PCR primers described in Example 17. 

Brief Description of the Figures 

Figure 1: Figure 1 is a schematic flow chart illustrating a schematic 
instruction set for characterization of the nucleotide sequence and/or the predicted 
protein sequence of novel nucleotide sequences. 

Figure 2: Figure 2 depicts the components of an automated RNA preparation 
machine. 

Figure 3: Figure 3 describes kits useful for the practice of the invention. 
Figure 3 A describes the contents of a kit useful for the discovery of diagnostic 
nucleotide sets. Figure 3B describes the contents of a kit useful for the application of 
diagnostic nucleotide sets. 

Figure 4 shows the results of six hybridizations on a mini array graphed (n=6 
for each column). The error bars are the SEM. This experiment shows that the 
average signal from AP prepared RNA is 47% of the average signal from GS prepared 
RNA for both Cy3 and Cy5. 

- &uu "o uiv u.viage uaL.jtvgruunu suuuacieu signal ior eacn ot nme 

leukocyte-specific genes on a mini array. This average is for 3-6 of the above- 
described hybridizations for each gene. The error bars are the SEM. 

Figure 6 shows the ratio of Cy3 to Cy5 signal for a number of genes. After 
normalization, this ratio corrects for variability among hybridizations and allows 
comparison between experiments done at different times. The ratio is calculated as 
the Cy3 background subtracted signal divided by the Cy5 background subtracted 
signal. Each bar is the average for 3-6 hybridizations. The error bars are SEM. 

Figure 7 shows data median Cy3 background subtracted signals for control 
RNAs using mini arrays. 
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Figure 8 shows data from an array hybridization. 

Figure 9 shows a comparison of gene expression in samples obtained from 
cardiac transplant patients wth low rejection grade and high rejection grade. 

Figure 10 shows differential gene expression between samples from patients 
with grade 0 and grade 3A rejection. 
Brief Description of the Tables 

Table 1: Table 1 lists diseases or conditions amenable to study by leukocyte 
profiling. 

Table 2: Table 2 describes genes and other nucleotide sequences identified 
using data mining of publically available publication databases and nucleotide 
sequence databases. Corresponding Unigene (build 133) cluster numbers are listed 
with each gene or other nucleotide sequence. 

Table 3A: Table 3A describes 48 clones whose sequences align to two or 
more non-contiguous sequences on the same assembled human contig of genomic 
sequence. The Accession numbers are from the March 15, 2001 build of the human 
genome. The file date for the downloaded data was 4/ 17/01. The alignments of the 
clone and the contig are indicated in the table. The start and stop offset of each 
matching region is indicated in the table. The sequence of the clones themselves is 
included in the sequence listing. The alignments of these clones strongly suggest that 
they are novel nucleotide sequences. Furthermore, no EST or mRNA aligning to the 
clone was found in the database. These sequences may prove useful for the prediction 
of clinical outcomes. 

Table 3B: Table 3B describes Identified Genomic Regions that code for 
novel mRNAs. The table contains 591 identified genomic regions that are highly 
similar to the cDNA clones. Those regions that are within -100 to 200 Kb of each 
other on the same contig are likely to represent exons of the same gene. The 
indicated clone is exemplary of the cDNA clones that match the indicated genomic 
region. The "number clones" column indicates how many clones were isolated from 
the libraries that are similar to the indicated region of the chromosome. The 
probability number is the likelihood that region of similarity would occur by chancy 
on a random sequence. The Accession numbers are from the March 15, 2001 build 
of the human genome. The file date for the downloaded data was 4/17/01. These 
sequences may prove useful for the prediction of clinical outcomes. 
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Table 3C: Table 3C describes differentially expressed nucleotide sequences 
useful for the prediction of clinical outcomes. This table contains 4517 identified 
cDNAs and cDNA regions of genes that are members of a leukocyte candidate 
library, for use in measuring the expression of nucleotide sequences that could 
subsequently be correlated with human clinical conditions. The regions of similarity 
were found by searching three different databases for pair wise similarity using blastn. 
The three databases were UniGene Unique build 3/30/01, file Hs.seq.uniq.Z; the 
downloadable database at ftp.ncbi.nlm.nih.com/blast/db/est human.Z with date 4/8/01 
which is a section of Genbank version 122; and the non-redundant section of Genbank 
ver 123. The Hs.XXXXX numbers represent UniGene accession numbers from the 
Hs.seq.uniq.Z file of 3/30/01. The clone sequences are not in the sequence listing. 

Table 4: Table 4 describes patient groups and diagnostic gene sets 

Table 5: Table 5 describes the nucleotide sequence databases used in the 
sequence analysis described herein. 

Table 6: Table 6 describes the algorithms and software packages used for 
exon and polypeptide prediction used in the sequence analysis described herein. 

Table 7: Table 7 describes the databases and algorithms used for the protein 
sequence analysis described herein. 

Table 8: Table 8 describes leukocyte probes spotted on the microarrays. 

Table 9: Table 9 describes Cardiac Transplant patient RNA samples and array 
hybridizations. 

Table 10: Table 10 describes differentially expressed probes identified when 
comparing leukocyte expression profiles obtained from high and low grade cardiac 
transplant rejection patients. 

Detailed Description of the Invention 
Definitions 

Unless defined otherwise, all scientific and technical terms are understood to 
have the same meaning as commonly used in the art to which they pertain. For the 
purpose of the present invention, the following terms are defined below. 

In the context of the invention, the term "gene expression system" refers to 
any system, device or means to detect gene expression and includes diagnostic agents, 
candidate libraries, oligonucleotide sets or probe sets. 
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The term "diagnostic oligonucleotide set" generally refers to a set of two or 
more oligonucleotides that, when evaluated for differential expression of their 
products, collectively yields predictive data. Such predictive data typically relates to 
diagnosis, prognosis, monitoring of therapeutic outcomes, and the like. In general, 
the components of a diagnostic oligonucleotide set are distinguished from nucleotide 
sequences that are evaluated by analysis of the DNA to directly determine the 
genotype of an individual as it correlates with a specified trait or phenotype, such as a 
disease, in that it is the pattern of expression of the components of the diagnostic 
nucleotide set, rather than mutation or polymorphism of the DNA sequence that 
provides predictive value. It will be understood that a particular component (or 
member) of a diagnostic nucleotide set can, in some cases, also present one or more 
mutations, or polymorphisms that are amenable to direct genotyping by any of a 
variety of well known analysis methods, e.g., Southern blotting, RFLP, AFLP, SSCP, 
SNP, and the like. 

A "disease specific target oligonucleotide sequence" is a gene, or other 
oligonucleotide that encodes a polypeptide, most typically a protein, or a subunit of a 
multi-subunit protein, that is a therapeutic target for a disease, or group of diseases. 

A "candidate library" or a "candidate oligonucleotide library" refers to a 
collection of oligonucleotide sequences (or gene sequences) that by one or more 
criteria have an increased probability of being associated with a particular disease or 
group of diseases. The criteria can be, for example, a differential expression pattern 
in a disease state or in activated or resting leukocytes in vitro as reported in the 
scientific or technical literature, tissue specific expression as reported in a sequence 
database, differential expression in a tissue or cell type of interest, or the like. 
Typically, a candidate library has at least 2 members or components; more typically, 
the library has in excess of about 10, or about 100, or about 1000, or even more, 
members or components. 

The term "disease criterion" is used herein to designate an indicator of a 
disease, such as a diagnostic factor, a prognostic factor, a factor indicated by a 
medical or family history, a genetic factor, or a symptom, as well as an overt or 
confirmed diagnosis of a disease associated with several indicators such as those 
selected from the above list. A disease criterian includes data describing a patient's 
health status, including retrospective or prospective health data, e.g. in the form of the 
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patient's medical history, laboratory test results, diagnostic test result, clinical events, 
medications, lists, response(s) to treatment and risk factors, etc. 

The terms "molecular signature" or "expression profile" refers to the 
collection of expression values for a plurality (e.g, at least 2, but frequently about 10, 
about 100, about 1000, or more) of members of a candidate library. In many cases, 
the molecular signature represents the expression pattern for all of the nucleotide 
sequences in a library or array of candidate or diagnostic nucleotide sequences or 
genes. Alternatively, the molecular signature represents the expression pattern for 
one or more subsets of the candidate library. The term "oligonucleotide" refers to two 
or more nucleotides. Nucleotides may be DNA or RNA, naturally occurring or 
synthetic. 

The term "healthy individual," as used herein, is relative to a specified disease 
or disease criterion. That is, the individual does not exhibit the specified disease 
criterion or is not diagnosed with the specified disease. It will be understood, that the 
individual in question, can, of course, exhibit symptoms, or possess various indicator 
factors for another disease. 

Similarly, an "individual diagnosed with a disease" refers to an individual 
diagnosed with a specified disease (or disease criterion). Such an individual may, or 
may not, also exhibit a disease criterion associated with, or be diagnosed with another 
(related or unrelated) disease. 

An "array" is a spatially or logically organized collection, e.g., of 
oligonucleotide sequences or nucleotide sequence products such as RNA or proteins 
encoded by an oligonucleotide sequence. In some embodiments, an array includes 
antibodies or other binding reagents specific for products of a candidate library. 

When referring to a pattern of expression, a "qualitative" difference in gene 
expression refers to a difference that is not assigned a relative value. That is, such a 
difference is designated by an "all or nothing" valuation. Such an all or nothing 
variation can be, for example, expression above or below a threshold of detection (an 
on/off pattern of expression). Alternatively, aqualitative difference can refer to 
expression of different types of expression products, e.g., different alleles (e.g., a 
mutant or polymorphic allele), variants (including sequence variants as well as post- 
translationally modified variants), etc. 

In contrast, a "quantitative" difference, when referring to a pattern of gene 
expression, refers to a difference in expression that can be assigned a value on a 
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graduated scale, (e.g., a 0-5 or 1-10 scale, a + - +++ scale, a grade 1- grade 5 scale, or 
the tike; it will be understood that the numbers selected for illustration are entirely 
arbitrary and in no-way are meant to be interpreted to limit the invention). 
Gene Expression Systems of the Invention 

The invention is directed to a gene expression system having one or more 
oligonucleotides wherein the one or more oligonucleotides has a nucleotide sequence 
which detects expression of a gene corresponding to the oligonucleotides depicted in 
the Sequence Listing. In one format, the oligonucleotide detects expression of a gene 
that is differentially expressed in leukocytes. The gene expression system maybe a 
candidate library, a diagnostic agent, a diagnostic oligonucleotide set or a diagnostic 
probe set. The DNA molecules may be genomic DNA, protein nucleic acid (PNA), 
cDNA or synthetic oligonucleotides. Following the procedures taught herein, one can 
identity sequences of interest for analyzing gene expression in leukocytes. Such 
sequences may be predictive of a disease state. 

Diagnostic oligonucleotides of the invention 

The invention relates to diagnostic nucleotide set(s) comprising members of 
the leukocyte candidate library listed in Table 2, Table 3 and in the Sequence Listing, 
for which a correlation exists between the health status of an individual, and the 
individual's expression of RNA or protein products corresponding to the nucleotide 
sequence. In some instances, only one oligonucleotide is necessary for such 
detection. Members of a diagnostic oligonucleotide set may be identified by any 
means capable of detecting expression of RNA or protein products, including but not 
limited to differential expression screening, PCR, RT-PCR, SAGE analysis, high- 
throughput sequencing, microarrays, liquid or other arrays, protein-based methods 
(e.g., western blotting, proteomics, and other methods described herein), and data 
mining methods, as further described herein. 

In one embodiment, a diagnostic oligonucleotide set comprises at least two 
oligonucleotide sequences listed in Table 2 or Table 3 or the Sequence Listing which 
are differentially expressed in leukocytes in an individual with at least one disease 
criterion for at least one leukocyte-implicated disease relative to the expression in 
individual without the at least one disease criterion, wherein expression of the two or 
more nucleotide sequences is correlated with at least one disease criterion, as 
described below. hi another embodiment, a diagnostic nucleotide set comprises 
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at least one oligonucleotide having an oligonucleotide sequence listed in Table 2 or 3 
or the Sequence Listing which is differentially expressed, and further wherein the 
differential expression/correlation has not previously been described. In some 
embodiments, the diagnostic nucleotide set is immobilized on an array. 

The invention also provides diagnostic probe sets. It is understood that a 
probe includes any reagent capable of specifically identifying a nucleotide sequence 
of the diagnostic nucleotide set, including but not limited to a DNA, a RNA, cDNA, 
synthetic oligonucleotide, partial or full-length nucleic acid sequences. In addition, 
the probe may identify the protein product of a diagnostic nucleotide sequence, 
including, for example, antibodies and other affinity reagents. It is also understood 
that each probe can correspond to one gene, or multiple probes can correspond to one 
gene, or both, or one probe can correspond to more than one gene. 

Homologs and variants of the disclosed nucleic acid molecules may be used in 
the present invention. Homologs and variants of these nucleic acid molecules will 
possess a relatively high degree of sequence identity when aligned using standard 
methods. The sequences encompassed by the invention have at least 40-50, 50-60, 
70-80, 80-85, 85-90, 90-95 or 95-100% sequence identity to the sequences disclosed 
herein. 

It is understood that for expression profiling, variations in the disclosed 
sequences will still permit detection of gene expression. The degree of sequence 
identity required to detect gene expression varies depending on the length of the 
oligomer. For a 60 mer, 6-8 random mutations or 6-8 random deletions in a 60 mer 
do not affect gene expression detection. Hughes, TR, et al, "Expression profiling 
using microarrays fabricated by an ink-jet oligonucleotide synthesizer. Nature 
Biotechnology, 19:343-347(2001). As the length of the DNA sequence is increased, 
the number of mutations or deletions permitted while still allowing gene expression 
detection is increased. 

As will be appreciated by those skilled in the art, the sequences of the present 
invention may contain sequencing errors. That is, there may be incorrect nucleotides, 
frameshifts, unknown nucleotides, or other types of sequencing errors in any of the 
sequences; however, the correct sequences will fall within the homology and 
stringency definitions herein. 
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The minimum length of an oligonucleotide probe necessary for specific 
hybridization in the human genome can be estimated using two approaches. The first 
method uses a statistical argument that the probe will be unique in the human genome 
by chance. Briefly, the number of independent perfect matches (Po) expected for an 
oligonucleotide of length L in a genome of complexity C can be calculated from the 
equation (Laird CD, Chromosoma 32:378 (1971): 

Po=(l/4) L * 2C 

In the case of mammalian genomes, 2C = -3.6 X 10 9 , and an oligonucleotide 
of 14-15 nucleotides is expected to be represented only once in the genome. 
However, the distribution of nucleotides in the coding sequence of mammalian 
genomes is nonrandom (Lathe, R. J. Mol. Biol. 183:1 (1985) and longer 
oligonucleotides may be preferred in order to in increase the specificity of 
hybridization. In practical terms, this works out to probes that are 19-40 nucleotides 
long (Sambrook J et al., infra). The second method for estimating the length of a 
specific probe is to use a probe long enough to hybridize under the chosen conditions 
and use a computer to search for that sequence or close matches to the sequence in the 
human genome and choose a unique match. Probe sequences are chosen based on the 
desired hybridization properties as described in Chapter 1 1 of Sambrook et al, infra. 
The PRIMER3 program is useful for designing these probes (S. Rozen and H. 
Skaletsky 1996,1997; Primer3 code available at http://www- 
genome.wi.mit.edu/genome_software/other/primer3.html). The sequences of these 
probes are then compared pair wise against a database of the human genome 
sequences using a program such as BLAST or MEGABLAST (Madden, T.L et 
al.(1996) Meth. Enzymol. 266:131-141). Since most of the human genome is now 
contained in the database, the number of matches will be determined. Probe 
sequences are chosen that are unique to the desired target sequence. 

In some embodiments, a diagnostic probe set is immobilized on an array. The 
array is optionally comprises one or more of: a chip array, a plate array, a bead array, 
a pin array, a membrane array, a solid surface array, a liquid array, an oligonucleotide 
array, a polynucleotide array or a cDNA array, a microtiter plate, a pin array, a bead 
array, a membrane or a chip. 

In some embodiments, the leukocyte-implicated disease is selected from the 
diseases listed in Table 1. In other embodiments, the disease is atherosclerosis or 
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cardiac allograft rejection. In other embodiments, the disease is congestive heart 
failure, angina, myocardial infarction, systemic lupus erythematosis (SLE) and 
rheumatoid arthritis. 

General Molecular Biology References 

In the context of the invention, nucleic acids and/or proteins are manipulated 
according to well known molecular biology techniques. Detailed protocols for 
numerous such procedures are described in, e.g., in Ausubel et al. Current Protocols in 
Molecular Biology (supplemented through 2000) John Wiley & Sons, New York 
("Ausubel"); Sambrook et al. Molecular Cloning - A Laboratory Manual (2nd Ed.), 
Vol. 1-3, Cold Spring Harbor Laboratory, Cold Spring Harbor, New York, 1989 
("Sambrook"), and Berger and Kimmel Guide to Molecular Cloning Techniques, 
Methods in Enzymology volume 152 Academic Press, Inc., San Diego, CA 
("Berger"). 

In addition to the above references, protocols for in vitro amplification 
techniques, such as the polymerase chain reaction (PGR), the ligase chain reaction 
(LCR), Q-replicase amplification, and other RNA polymerase mediated techniques 
(e.g., NASBA), useful e.g., for amplifying cDNA probes of the invention, are found 
in Mullis et al. (1987) U.S. Patent No. 4,683,202; PCR Protocols A Guide to Methods 
and Applications (Innis et al. eds) Academic Press Inc. San Diego, CA (1990) 
("Innis"); Arnheim and Levinson (1990) C&EN 36; The Journal Of NIH Research 
(1991) 3:81; Kwoh et al. (1989) Proc Natl Acad Sci US A 86, 1 173; Guatelli et al. 
(1990) Proc Natl Acad Sci USA 87:1874; Lomell et al. (1989) J Clin Chem 35:1826; 
Landegren et al. (1988) Science 241 :1077; Van Brunt (1990) Biotechnology 8:291; 
Wu and Wallace (1989) Gene 4: 560; Barringer et al. (1990) Gene 89:117, and 
Sooknanan and Malek (1995) Biotechnology 13:563. Additional methods, useful for 
cloning nucleic acids in the context of the present invention, include Wallace et al. 
U.S. Pat. No. 5,426,039. Improved methods of amplifying large nucleic acids by PCR 
are summarized in Cheng et al. (1994) Nature 369:684 and the references therein. 

Certain polynucleotides of the invention, e.g., oligonucleotides can be 
synthesized utilizing various solid-phase strategies involving mononucleotide- and/or 
trinucleotide-based phosphoramidite coupling chemistry. For example, nucleic acid 
sequences can be synthesized by the sequential addition of activated monomers and/or 
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trimers to an elongating polynucleotide chain. See e.g., Caruthers, M.H. et al. (1992) 
Meth Enzvmol 211:3. 

In lieu of synthesizing the desired sequences, essentially any nucleic acid can 
be custom ordered from any of a variety of commercial sources, such as The Midland 
Certified Reagent Company (mcrc@oligos.com), The Great American Gene 
Company (www.genco.com), ExpressGen, Inc. (www.expressgen.com), Operon 
Technologies, Inc. (www.operon.com), and many others. 

Similarly, commercial sources for nucleic acid and protein microarrays are 
available, and include, e.g., Agilent Technologies, Palo Alto, CA 
(http://www.agilent.com/) Affymetrix, Santa Clara,CA (http://www.aflfymetrix.com/); 
and Incyte, Palo Alto, CA (http://www.incyte.com/) and others. 

Identification of diagnostic nucleotide sets 
Candidate library 

Libraries of candidates that are differentially expressed in leukocytes are 
substrates for the identification and evaluation of diagnostic oligonucleotide sets and 
disease specific target nucleotide sequences. 

The term leukocyte is used generically to refer to any nucleated blood cell that 
is not a nucleated erythrocyte. More specifically, leukocytes can be subdivided into 
two broad classes. The first class includes granulocytes, including, most prevalently, 
neutrophils, as well as eosinophils and basophils at low frequency. The second class, 
the non-granular or mononuclear leukocytes, includes monocytes and lymphocytes 
(e.g., T cells and B cells). There is an extensive literature in the art implicating 
leukocytes, e.g., neutrophils, monocytes and lymphocytes in a wide variety of disease 
processes, including inflammatory and rheumatic diseases, neurodegenerative 
diseases (such as Alzheimer's dementia), cardiovascular disease, endocrine diseases, 
transplant rejection, malignancy and infectious diseases, and other diseases listed in 
Table 1. Mononuclear cells are involved in the chronic immune response, while 
granulocytes, which make up approximately 60% of the leukocytes, have a non- 
specific and stereotyped response to acute inflammatory stimuli and often have a life 
span of only 24 hours. 

In addition to their widespread involvement and/or implication in numerous 
disease related processes, leukocytes are particularly attractive substrates for clinical 
and experimental evaluation for a variety of reasons. Most importantly, they are 
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readily accessible at low cost from essentially every potential subject. Collection is 
minimally mvasive and associated with little pain, disability or recovery time 
CollectioncanbeperfonnedbyminimallytramedpersoniieU . 
medical technicians, etc.) in a variety of clinical and non-clinical settings without 
sigmficant technological expenditure. Additionally, leukocytes are renewable and 
thus available at multiple time points for a single subject. 
Assembly of candidate TiWu*, 

At least two conceptually distinct approaches to the assembly of candidate 
imranesexist. Either, or both, or other, approaches can be favorably employed The 
method of assembling, or identifying, candidate libraries is secondary to the criteria 
utilized for selecting appropriate library members. Most importantly, library 
members are assembled based on differential expression ofRNA or protein products 
m leukocyte populations. More specifically, candidate nucleotide sequences are 
mduced or suppressed, or expressed at increased or decreased levels in leukocytes 
fromasubjectwithoneormoi.diseaseor disease state (a disease criterion) relative 
to leukocytes from a subject lacking the specified disease criterion. Alternatively, or 
» addition, library members can be assemb,ed from among nucleotide sequences that 
are differentially expressed in activated or resting leukocytes relative to other cell 
types. 

Firstly, publication and sequence databases can be "mined" using a variety of 
search strategies, -ludrng, e.g., a variety of genomics and proteomics approach^ 
For example, currently available scientific and medical publication databases such as 
Medlme, Current Contents, OMIM (online Mendelian inheritance in man) various 
Biological and Chemical Abstracts, Journal indexes, and the like can be searched 
using term or key-word searches, or by author, title, or other relevant search 
parameters. Many such databases are publicly available, and one of skill is well 
versed m strategies and procedures for identifying publications and their contents 
e.g., gene,, other nucleotide sequences, descriptions, indications, expression pattern 
etc. Numerous databases are available through the internet for free or by subscription 
see, e.g., http://www.ncbi.nlm.nih.gov/PnbMed/; http://www3.infotrieve com/- 
bttp://www.isinet.com/; http://www.sciencemag.org/. Additional or alternative 
publication or citation databases are also available that provide identical or similar 
types of information, any of which are favorable employed in the context of the 
invention. These databases can be searched for publications describing differential 
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gene expression in leukocytes between patient with and without diseases or conditions 
listed in Table 1 . We identified the nucleotide sequences listed in Table 2 and some 
of the sequences listed in Table 8 (Example 20), using data mining methods. 

Alternatively, a variety of publicly available and proprietary sequence 
databases (including GenBank, dbEST, UniGene, and TIGR and SAGE databases) 
including sequences corresponding to expressed nucleotide sequences, such as 
expressed sequence tags (ESTs) are available. For example, Genbank™ 
(http://www.ncbi.nJm.nih.gov/Genbank/) among others can be readily accessed and 
searched via the internet. These and other sequence and clone database resources are 
currently available; however, any number of additional or alternative databases 
comprising nucleotide sequence sequences, EST sequences, clone repositories, PCR 
primer sequences, and the like corresponding to individual nucleotide sequence 
sequences are also suitable for the purposes of the invention. Sequences from 
nucleotide sequences can be identified that are only found in libraries derived from 
leukocytes or sub-populations of leukocytes, for example see Table 2. 

Alternatively, the representation, or relative frequency, of a nucleotide 
sequence may be determined in a leukocyte-derived nucleic acid library and 
compared to the representation of the sequence in non-leukocyte derived libraries. 
The representation of a nucleotide sequence correlates with the relative expression 
level of the nucleotide sequence in leukocytes and non-leukocytes. An 
oligonucleotide sequence which has increased or decreased representation in a 
leukocyte-derived nucleic acid library relative to a non-leukocyte-derived libraries is a 
candidate for a leukocyte-specific gene. 

Nucleotide sequences identified as having specificity to activated or resting 
leukocytes or to leukocytes from patients or patient samples with a variety of disease 
types can be isolated for use in a candidate library for leukocyte expression profiling 
through a variety of mechanisms. These include, but are not limited to, the 
amplification of the nucleotide sequence from RNA or DNA using nucleotide 
sequence specific primers for PCR or RT-PCR, isolation of the nucleotide sequence 
using conventional cloning methods, the purchase of an IMAGE consortium cDNA 
clone (EST) with complimentary sequence or from the same expressed nucleotide 
sequence, design of oligonucleotides, preparation of synthetic nucleic acid sequence, 
or any other nucleic-acid based method. In addition, the protein product of the 
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nucleotide sequence can be isolated or prepared, and represented in a candidate 
library, using standard methods in the art, as described further below. 

While the above discussion related primarily to "genomics" approaches, it is 
appreciated that numerous, analogous "proteomics" approaches are suitable to the 
present invention. For example, a differentially expressed protein product can, for 
example, be detected using western analysis, two-dimensional gel analysis, 
chromatographic separation, mass spectrometric detection, protein-fusion reporter 
constructs, colorometric assays, binding to a protein array, or by characterization of 
polysomal mRNA. The protein is further characterized and the nucleotide sequence 
encoding the protein is identified using standard techniques, e.g. by screening a 
cDNA library using a probe based on protein sequence information. 

The second approach involves the construction of a differential expression 
library by any of a variety of means. Any one or more of differential screening, 
differential display or subtractive hybridization procedures, or other techniques that 
preferentially identify, isolate or amplify differentially expressed nucleotide 
sequences can be employed to produce a library of differentially expressed candidate 
nucleotide sequences, a subset of such a library, a partial library, or the like. Such 
methods are well known in the art. For example, peripheral blood leukocytes, (i.e., a 
mixed population including lymphocytes, monocytes and neutrophils), from multiple 
donor samples are pooled to prevent bias due to a single-donor's unique genotype. 
The pooled leukocytes are cultured in standard medium and stimulated with 
individual cytokines or growth factors e.g., with IL-2, IL-1, MCP1, TNFa, and/or IL8 
according to well known procedures (see, e.g., Tough et al. (1999) ; Winston et al. 
(1999); Hansson et al. (1989) ). Typically, leukocytes are recovered from Buffy coat 
preparations produced by centrifugation of whole blood. Alternatively, mononuclear 
cells (monocytes and lymphocytes) can be obtained by density gradient centrifugation 
of whole blood, or specific cell types (such as a T lymphocyte) can be isolated using 
affinity reagents to cell specific surface markers. Leukocytes may also be stimulated 
by incubation with ionomycin, and phorbol myristate acetate (PMA). This 
stimulation protocol is intended to non-specifically mimic "activation" of numerous 
pathways due to variety of disease conditions rather than to simulate any single 
disease condition or paradigm. 

Using well known subtractive hybridization procedures (as described in, e.g., 
US Patent Numbers 5,958,738; 5589,339; 5,827,658; 5,712,127; 5,643,761) a library 
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is produced that is enriched for RNA species (messages) that are differentially 
expressed between test and control leukocyte populations. In some embodiments, the 
test population of leukocytes are simply stimulated as described above to emulate 
non-specific activation events, while in other embodiments the test population can be 
selected from subjects (or patients) with a specified disease or class of diseases. 
Typically, the control leukocyte population lacks the defining test condition, e.g., 
stimulation, disease state, diagnosis, genotype, etc. Alternatively, the total RNA from 
control and test leukocyte populations are prepared by established techniques, treated 
with DNAsel, and selected for messenger RNA with an intact 3' end (i.e., polyA(+) 
messenger RNA) e.g., using commercially available kits according to the 
manufacturer's instructions e.g. Clontech. Double stranded cDNA is synthesized 
utilizing reverse transcriptase. Double stranded cDNA is then cut with a first 
restriction enzyme (e.g., Nlaffl, that cuts at the recognition site: CATG, and cuts the 
cDNA sequence at approximately 256 bp intervals) that cuts the cDNA molecules into 
conveniently sized fragments. 

The cDNAs prepared from the test population of leukocytes are divided into 
(typically 2) 'tester' 5 pools, while cDNAs prepared from the control population of 
leukocytes are designated the "driver" pool. Typically, pooled populations of cells 
from multiple individual donors are utilized and in the case of stimulated versus 
unstimulated cells, the corresponding tester and driver pools for any single subtraction 
reaction are derived from the same donor pool. 

A unique double-stranded adapter is ligated to each of the tester cDNA 
populations using unphosphorylated primers so that only the sense strand is 
covalently linked to the adapter. An initial hybridization is performed consisting of 
each of the tester pools of cDNA (each with its corresponding adapter) and an excess 
of the driver cDNA. Typically, an excess of about 1 0-1 00 fold driver relative to tester 
is employed, although significantly lower or higher ratios can be empirically 
determined to provide more favorable results. The initial hybridization results in an 
initial normalization of the cDNAs such that high and low abundance messages 
become more equally represented following hybridization due to a failure of 
driver/tester hybrids to amplify. 

A second hybridization involves pooling un-hybridized sequences from initial 
hybridizations together with the addition of supplemental driver cDNA. In this step, 
the expressed sequences enriched in the two tester pools following the initial 
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hybridization can hybridize. Hybrids resulting from the hybridization between 
members of each of the two tester pools are then recovered by amplification in a 
polymerase chain reaction (PCR) using primers specific for the unique adapters. 
Again, sequences originating in a tester pool that form hybrids with components of 
the driver pool are not amplified. Hybrids resulting between members of the same 
tester pool are eliminated by the formation of "panhandles" between their common 5' 
and y ends. For additional details, see, e.g., Lukyanov et al. (1997) Biochem Biophvs 
Res Commun 230:285-8. 

Typically, the tester and driver pools are designated in the alternative, such 
that the hybridization is performed in both directions to ensure recovery of messenger 
RNAs that are differentially expressed in either a positive or negative manner (i.e., 
that are turned on or turned off, up-regulated or down-regulated). Accordingly, it will 
be understood that the designation of test and control populations is to some extent 
arbitrary, and that a test population can just as easily be compared to leukocytes 
derived from a patient with the same of another disease of interest. 

If so desired, the efficacy of the process can be assessed by such techniques as 
semi-quantitative PCR of known (i.e., control) nucleotide sequences, of varying 
abundance such as fi-actin. The resulting PCR products representing partial cDNAs 
of differentially expressed nucleotide sequences are then cloned (i.e., ligated) into an 
appropriate vector (e.g., a commercially available TA cloning vector, such as pGEM 
from Promega) and, optionally, transformed into competent bacteria for selection and 
screening. 

Either of the above approaches, or both in combination, or indeed, any 
procedure, which permits the assembly of a collection of nucleotide sequences that 
are expressed in leukocytes, is favorably employed to produce the libraries of 
candidates useful for the identification of diagnostic nucleotide sets and disease 
specific target nucleotides of the invention. Additionally, any method that permits the 
assembly of a collection of nucleotides that are expressed in leukocytes and 
preferentially associated with one or more disease or condition, whether or not the 
nucleotide sequences are differentially expressed, is favorably employed in the 
context of the invention. Typically, libraries of about 2,000-10,000 members are 
produced (although libraries in excess of 10,000 are not uncommon). Following 
additional evaluation procedures, as described below, the proportion of unique clones 
in the candidate library can approximate 100%. 
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A candidate oligonucleotide sequence may be represented in a candidate 
library by a full-length or partial nucleic acid sequence, deoxyribonucleic acid (DNA) 
sequence, cDNA sequence, RNA sequence, synthetic oligonucleotides, etc. The 
nucleic acid sequence can be at least 19 nucleotides in length, at least 25 nucleotides, 
at least 40 nucleotides, at least 100 nucleotides, or larger. Alternatively, the protein 
product of a candidate nucleotide sequence may be represented in a candidate library 
using standard methods, as further described below. 

Characterization of candidate oligonucleotide sequences 

The sequence of individual members (e.g., clones, partial sequence listing in a 
database such as an EST, etc.) of the candidate oligonucleotide libraries is then 
determined by conventional sequencing methods well known in the art, e.g., by the 
dideoxy-chain termination method of Sanger et al. (1977) Proc Natl Acad Sci USA 
74:5463-7; by chemical procedures, e.g., Maxam and Gilbert (1977) Proc Natl Acad 
Sci USA 74:560-4; or by polymerase chain reaction cycle sequencing methods, e.g., 
Olsen and Eckstein (1989) Nuc Acid Res 17:9613-20, DNA chip based sequencing 
techniques or variations, including automated variations (e.g., as described in 
Hunkapiller et al. (1991) Science 254:59-67; Pease et al. (1994) Proc Natl Acad Sci 
USA 9 1 :5022-6), thereof. Numerous kits for performing the above procedures are 
commercially available and well known to those of skill in the art. Character strings 
corresponding to the resulting nucleotide sequences are then recorded (i.e., stored) in 
a database. Most commonly the character strings are recorded on a computer readable 
medium for processing by a computational device. 

Generally, to facilitate subsequent analysis, a custom algorithm is employed to 
query existing databases in an ongoing fashion, to determine the identity, expression 
pattern and potential function of the particular members of a candidate library. The 
sequence is first processed, by removing low quality sequence. Next the vector 
sequences are identified and removed and sequence repeats are identified and masked. 
The remaining sequence is then used in a Blast algorithm against multiple publicly 
available, and/or proprietary databases, e.g., NCBI nucleotide, EST and protein 
databases, Unigene, and Human Genome Sequence. Sequences are also compared to 
all previously sequenced members of the candidate libraries to detect redundancy. 

In some cases, sequences are of high quality, but do not match any sequence in 
the NCBI nr, human EST or Unigene databases. In this case the sequence is queried 
against the human genomic sequence. If a single chromosomal site is matched with a 
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high degree of confidence, m regi0I1 of 8enomic DNA „ idenMed ^ su( . ected 
fatter analysis with a gene predion program such aa GRAIL. This analysis may 

ta b. treated to identify *. pro,.i„ sequence tat is enMded ^ ^ 

can be further analyzed using tools auch aa Pfem, Bte P, or otherprofofa structure 
predtction program, . ilterated ^ ^ , ^ ^ ^ 

d,rec,ed towards tteiderrffloadonofpu.afeo^^^^ 
umdentifled open reading frames, confirming the preaenee of known coding 
sequences, and determimng stmctiaral motifc „ r se ,„ence aimflaritiea of the priced 
protenr (i.e., the conceptual damnation product) in relation to known aecptencea In 
addtuon, it has become increasingly possible ,„ assemble "virtual cDNAs" containing 
large porttona of coding region, s imp ly through the assembly of available expressed 
sequence bags (ESTs). h, dam, these extended nucleic acid and amino acid sciences 
allow me rapid expansion of titrate seqnence* for homology seaIch « „, stmctlml 
and functmnal motif characterization. The results of fteae ^ psnnits ^ 
categorization Cannes acoording ,o stinctirra! chtuaCeristics, e. g ., as sunedtra, 
protema, proteins involved in si W a, dansduction, eel, smface or secret pro,^ elc 
It ts nndnmood tha, M-tagm mchoUe .^.^ ' 

"smg conventional*, for exsmp,e, libr^ soreemng, RT-PCR, cmomosome 
walkmg, etc., as described in Sambrook and Ausebel, infra. 

Candidate nucleotide library of the imenlion 

We identified members of a candidate nucleotide lihray mat are differentially 
expressed ,n activated leukocytes and resting leukocytes. Accordingly, the invention 
provtdes ,he candidate leukocyte nucleotide fibrary comprising ft, nucieotide 
sequences fisted in Table 2, Table 3 and in the sequence listing. In another 
embodtmen,, the invention provides a candidate Ubrary comprising a, leas, two 
nucleotide sequences fisted in Table 2, Table 3, and the science hating !n another 
entbeotmen,, the a, least two nucleotide sequence are at leas, , 9 nuclides in ,engtit 
a, leas, 35 nucleotides, a, leas, 40 nuCotides or a, ,eas, ,00 nucleotides. In some ' 
embodrments, the nucleotide sequences comprises deoxyribonucleic acid (DNA) 
sequence, nbonncleic acid (SNA) sequence, synthetic „,ig„„„ cle0 ,ide sequence or 
genomtc DNA sequence. It is understood mat me nucleotide sequences may each 
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correspond to one gene, or that several nucleotide sequences may correspond to one 
gene, or both. 

The invention also provides probes to the candidate nucleotide library. In one 
embodiment of the invention, the probes comprise at least two nucleotide sequences 
listed in Table 2, Table 3, or the sequence listing which are differentially expressed in 
leukocytes in an individual with a least one disease criterion for at least one 
leukocyte-related disease and in leukocytes in an individual without the at least one 
disease criterion, wherein expression of the two or more nucleotide sequences is 
correlated with at least one disease criterion. It is understood that a probe may detect 
either the RNA expression or protein product expression of the candidate nucleotide 
library. Alternatively, or in addition, a probe can detect a genotype associated with a 
candidate nucleotide sequence, as further described below. In another embodiment, 
the probes for the candidate nucleotide library are immobilized on an array. 

The candidate nucleotide library of the invention is useful in identifying 
diagnostic nucleotide sets of the invention, as described below. The candidate 
nucleotide sequences may be further characterized, and maybe identified as a disease 
target nucleotide sequence and/or a novel nucleotide sequence, as described below. 
The candidate nucleotide sequences may also be suitable for use as imaging reagents, 
as described below. 

Generation of Expression Patterns 

RNA, DNA or protein sample procurement 

Following identification or assembly of a library of differentially expressed 
candidate nucleotide sequences, leukocyte expression profiles corresponding to 
multiple members of the candidate library are obtained. Leukocyte samples from one 
or more subjects are obtained by standard methods. Most typically, these methods 
involve trans-cutaneous venous sampling of peripheral blood. While sampling of 
circulating leukocytes from whole blood from the peripheral vasculature is generally 
the simplest, least invasive, and lowest cost alternative, it will be appreciated that 
numerous alternative sampling procedures exist, and are favorably employed in some 
circumstances. No pertinent distinction exists, in fact, between leukocytes sampled 
from the peripheral vasculature, and those obtained, e.g., from a central line, from a 
central artery, or indeed from a cardiac catheter, or during a surgical procedure which 
accesses the central vasculature. In addition, other body fluids and tissues that are, at 
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least in part, composed of leukocytes are also desirable leukocyte samples. For 
example, fluid samples obtained from the lung during bronchoscopy may be rich in 
leukocytes, and amenable to expression profiling in the context of the invention, e.g., 
for the diagnosis, prognosis, or monitoring of lung transplant rejection, inflammatory 
lung diseases or infectious lung disease. Fluid samples from other tissues, e.g., 
obtained by endoscopy of the colon, sinuses, esophagus, stomach, small bowel, 
pancreatic duct, biliary tree, bladder, ureter, vagina, cervix or uterus, etc., are also 
suitable. Samples may also be obtained other sources containing leukocytes, e.g., 
from urine, bile, cerebrospinal fluid, feces, gastric or intestinal secretions, semen, or 
solid organ or joint biopsies. 

Most frequently, mixed populations of leukocytes, such as are found in whole 
blood are utilized in the methods of the present invention. A crude separation, e.g., of 
mixed leukocytes from red blood cells, and/or concentration, e.g., over a sucrose, 
percoll or ficoll gradient, or by other methods known in the art, can be employed to 
facilitate the recovery of RNA or protein expression products at sufficient 
concentrations, and to reduce non-specific background. In some instances, it can be 
desirable to purify sub-populations of leukocytes, and methods for doing so, such as 
density or affinity gradients, flow cytometry, fluorescence Activated Cell Sorting 
(FACS), immuno-magnetic separation, "panning," and the like, are described in the 
available literature and below. 

Obtaining DNA, RNA and protein samples for expression profiling 

Expression patterns can be evaluated at the level of DNA, or RNA or protein 
products. For example, a variety of techniques are available for the isolation of RNA 
from whole blood. Any technique that allows isolation ofmRNA from cells (in the 
presence or absence of rRNA and tRNA) can be utilized. In brief, one method that 
allows reliable isolation of total RNA suitable for subsequent gene expression 
analysis, is described as follows. Peripheral blood (either venous or arterial) is drawn 
from a subject, into one or more sterile, endotoxin free, tubes containing an 
anticoagulant (e.g., EDTA, citrate, heparin, etc.). Typically, the sample is divided 
into at least two portions. One portion, e.g., of 5-8 ml of whole blood is frozen and 
stored for future analysis, e.g., of DNA or protein. A second portion, e.g., of 
approximately 8 ml whole blood is processed for isolation of total RNA by any of a 
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variety of techniques as described in, e.g, Sambook, Ausubel, below, as well as U.S. 
Patent Numbers: 5,728,822 and 4,843,1 55. 

Typically, a subject sample of mononuclear leukocytes obtained from about 8 
ml of whole blood, a quantity readily available from an adult human subject under 
most circumstances, yields 5-20 \xg of total RNA. This amount is ample, e.g., for 
labeling and hybridization to at least two probe arrays. Labeled probes for analysis of 
expression patterns of nucleotides of the candidate libraries are prepared from the 
subject's sample of RNA using standard methods. In many cases, cDNA is 
synthesized from total RNA using a polyT primer and labeled, e.g., radioactive or 
fluorescent, nucleotides. The resulting labeled cDNA is then hybridized to probes 
corresponding to members of the candidate nucleotide library, and expression data is 
obtained for each nucleotide sequence in the library. RNA isolated from subject 
samples (e.g., peripheral blood leukocytes, or leukocytes obtained from other 
biological fluids and samples) is next used for analysis of expression patterns of 
nucleotides of the candidate libraries. 

In some cases, however, the amount of RNA that is extracted from the 
leukocyte sample is limiting, and amplification of the RNA is desirable. 
Amplification may be accomplished by increasing the efficiency of probe labeling, or 
by amplifying the RNA sample prior to labeling. It is appreciated that care must be 
taken to select an amplification procedure that does not introduce any bias (with 
respect to gene expression levels) during the amplification process. 

Several methods are available that increase the signal from limiting amounts 
of RNA, e.g. use of the Clontech (Glass Fluorescent Labeling Kit) or Stratagene 
(Fairplay Microarray Labeling Kit), or the Micromax kit (New England Nuclear, 
Inc.). Alternatively, cDNA is synthesized from RNA using a T7- polyT primer, in the 
absence of label, and DNA dendrimers from Genisphere (3DNA Submicro) are 
hybridized to the poly T sequence on the primer, or to a different "capture sequence" 
which is complementary to a fluorescently labeled sequence. Each 3DNA molecule 
has 250 fluorescent molecules and therefore can strongly label each cDNA. 

Alternatively, the RNA sample is amplified prior to labeling. For example, 
linear amplification may be performed, as described in U.S. Patent" No. 6, 1 32,997. A 
T7-polyT primer is used to generate the cDNA copy of the RNA. A second DNA 
strand is then made to complete the substrate for amplification. The T7 promoter 
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incorporated into the primer is used by a T7 polymerase to produce numerous 
antisense copies of the original RNA. Fluorescent dye labeled nucleotides are directly 
incorporated into the RNA. Alternatively, amino allyl labeled nucleotides are 
incorporated into the RNA, and then fluorescent dyes are chemically coupled to the 
amino allyl groups, as described in Hughes. Other exemplary methods for 
amplification are described below. 

It is appreciated that the RNA isolated must contain RNA derived from 
leukocytes, but may also contain RNA from other cell types to a variable degree. 
Additionally, the isolated RNA may come from subsets of leukocytes, e.g. monocytes 
and/or T-lymphocytes, as described above. Such consideration of cell type used for 
the derivation of RNA depend on the method of expression profiling used. 

DNA samples may be obtained for analysis of the presence of DNA 
mutations, single nucleotide polymorphisms (SNPs), or other polymorphisms. DNA 
is isolated using standard techniques, e.g. Maniatus, supra. 

Expression of products of candidate nucleotides may also be assessed using 
proteomics. Protein(s) are detected in samples of patient serum or from leukocyte 
cellular protein. Serum is prepared by centrifugation of whole blood, using standard 
methods. Proteins present in the serum may have been produced from any of a 
variety of leukocytes and non-leukocyte cells, and include secreted proteins from 
leukocytes. Alternatively, leukocytes or a desired sub-population of leukocytes are 
prepared as described above. Cellular protein is prepared from leukocyte samples 
using methods well known in the art, e.g., Trizol (Invitrogen Life Technologies, cat # 
15596108; Chomczynski, P. and Sacchi, N. (1987) Anal. Biochem. 162, 156; Simms, 
D., Cizdziel, P.E., and Chomczynski, P. (1993) Focus® 15, 99; Chomczynski, P., 
Bowers-Finn, R, 3 and Sahatini, L. (1987) J, of NIH Res. 6, 83; Chomczynski, P, 
(1993) Bio/Techniques 15, 532; Bracete, A.M., Fox, D.K., and Simms, D. (1998) 
Focus 20, 82; Sewall, A. and McRae, S. (1998) Focus 20, 36; Anal Biochem 1984 
Apr;138(l):141-3, A method for the quantitative recovery of protein in dilute solution 
in the presence of detergents and lipids; Wessel D, Flugge UL (1984) Anal Biochem. 
1984Apr;138(l):141-143. 

Obtaining expression patterns 

Expression patterns, or profiles, of a plurality of nucleotides corresponding to 
members of the candidate library are then evaluated in one or more samples of 
leukocytes. Typically, the leukocytes are derived from patient peripheral blood 
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samples, although, as indicated above, many other sample sources are also suitable. 
These expression patterns constitute a set of relative or absolute expression values for 
a some number of RNAs or protein products corresponding to the plurality of 
nucleotide sequences evaluated, which is referred to herein as the subject's 
"expression profile" for those nucleotide sequences. While expression patterns for as 
few as one independent member of the candidate library can be obtained, it is 
generally preferable to obtain expression patterns corresponding to a larger number of 
nucleotide sequences, e.g., about 2, about 5, about 10, about 20, about 50, about 100, 
about 200, about 500, or about 1000, or more. The expression pattern for each 
differentially expressed component member of the library provides a finite specificity 
and sensitivity with respect to predictive value, e.g., for diagnosis, prognosis, 
monitoring, and the like. 

Clinical Studies, Data and Patient Groups 

For the purpose of discussion, the term subject, or subject sample of 
leukocytes, refers to an individual regardless of health and/or disease status. A 
subject can be a patient, a study participant, a control subject, a screening subject, or 
any other class of individual from whom a leukocyte sample is obtained and assessed 
in the context of the invention. Accordingly, a subject can be diagnosed with a 
disease, can present with one or more symptom of a disease, or a predisposing factor, 
such as a family (genetic) or medical history (medical) factor, for a disease, or the 
like. Alternatively, a subject can be healthy with respect to any of the aforementioned 
factors or criteria. It will be appreciated that the term "healthy" as used herein, is 
relative to a specified disease, or disease factor, or disease criterion, as the term 
"healthy" cannot be defined to correspond to any absolute evaluation or status. Thus, 
an individual defined as healthy with reference to any specified disease or disease 
criterion, can in fact be diagnosed with any other one or more disease, or exhibit any 
other one or more disease criterion. 

Furthermore, while the discussion of the invention focuses, and is exemplified 
using human sequences and samples, the invention is equally applicable, through 
construction or selection of appropriate candidate libraries, to non-human animals, 
such as laboratory animals, e.g., mice, rats, guinea pigs, rabbits; domesticated 
livestock, e.g., cows, horses, goats, sheep, chicken, etc.; and companion animals, e.g., 
dogs, cats, etc. 
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Methods for obtaining expression data 

Numerous methods for obtaining expression data are known, and any one or 
more of these techniques, singly or in combination, are suitable for determining 
expression profiles in the context of the present invention. For example, expression 
patterns can be evaluated by northern analysis, PCR, RT-PCR, Taq Man analysis, 
FRET detection, monitoring one or more molecular beacon, hybridization to an 
oligonucleotide array, hybridization to a cDNA array, hybridization to a 
polynucleotide array, hybridization to a liquid microarray, hybridization to a 
microelectric array, molecular beacons, cDNA sequencing, clone hybridization, 
cDNA fragment fingerprinting, serial analysis of gene expression (SAGE), subtractive 
hybridization, differential display and/or differential screening {see, e.g., Lockhart and 
Winzeler (2000) Nature 405:827-836, and references cited therein). 

For example, specific PCR primers are designed to a member(s) of a candidate 
nucleotide library. cDNA is prepared from subject sample RNA by reverse 
transcription from a poly-dT oligonucleotide primer, and subjected to PCR. Double 
stranded cDNA may be prepared using primers suitable for reverse transcription of 
the PCR product, followed by amplification of the cDNA using in vitro transcription. 
The product of in vitro transcription is a sense-RNA corresponding to the original 
member(s) of the candidate library. PCR product may be also be evaluated in a 
number of ways known in the art, including real-time assessment using detection of 
labeled primers, e.g. TaqMan or molecular beacon probes. Technology platforms 
suitable for analysis of PCR products include the ABI 7700, 5700, or 7000 Sequence 
Detection Systems (Applied Biosystems, Foster City, CA), the MJ Research Opticon 
(MJ Research, Waltham, MA), the Roche Light Cycler (Roche Diagnostics, 
Indianapolis, IN), the Stratagene MX4000 (Stratagene, La Jolla, CA), and the Bio- 
Rad iCycler (Bio-Rad Laboratories, Hercules, CA). Alternatively, molecular 
beacons are used to detect presence of a nucleic acid sequence in an unamplified RNA 
or cDNA sample, or following amplification of the sequence using any method, e.g. 
IVT (In Vitro transcription) or NASBA (nucleic acid sequence based amplification). 
Molecular beacons are designed with sequences complementary to member(s) of a 
candidate nucleotide library, and are linked to fluorescent labels. Each probe has a 
different fluorescent label with non-overlapping emission wavelengths. For example, 
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expression of ten genes may be assessed using ten different sequence-specific 
molecular beacons. 

Alternatively, or in addition, molecular beacons are used to assess expression 
of multiple nucleotide sequences at once. Molecular beacons with sequence 
complimentary to the members of a diagnostic nucleotide set are designed and linked 
to fluorescent labels. Each fluorescent label used must have a non-overlapping 
emission wavelength. For example, 10 nucleotide sequences can be assessed by 
hybridizing 10 sequence specific molecular beacons (each labeled with a different 
fluorescent molecule) to an amplified or un-amplified RNA or cDNA sample. Such 
an assay bypasses the need for sample labeling procedures. 

Alternatively, or in addition bead arrays can be used to assess expression of 
multiple sequences at once. See, e.g, LabMAP 100, Luminex Corp, Austin, Texas). 
Alternatively, or in addition electric arrays are used to assess expression of multiple 
sequences, as exemplified by the e-Sensor technology of Motorola (Chicago, 111.) or 
Nanochip technology of Nanogen (San Diego, CA.) 

Of course, the particular method elected will be dependent on such factors as 
quantity of RNA recovered, practitioner preference, available reagents and equipment, 
detectors, and the like. Typically, however, the elected method(s) will be appropriate 
for processing the number of samples and probes of interest. Methods for high- 
throughput expression analysis are discussed below. 

Alternatively, expression at the level of protein products of gene expression is 
performed. For example, protein expression, in a sample of leukocytes, can be 
evaluated by one or more method selected from among: western analysis, two- 
dimensional gel analysis, chromatographic separation, mass spectrometric detection, 
protein-fusion reporter constructs, colorimetric assays, binding to a protein array and 
characterization of polysomal mRNA. One particularly favorable approach involves 
binding of labeled protein expression products to an array of antibodies specific for 
members of the candidate library. Methods for producing and evaluating antibodies 
are widespread in the art, see, e.g., Coligan, sapra; and Harlow and Lane (1989) 
Antibodies: A Laboratory Manual , Cold Spring Harbor Press, NY ("Harlow and 
Lane"). Additional details regarding a variety of immunological and immunoassay 
procedures adaptable to the present invention by selection of antibody reagents 
specific for the products of candidate nucleotide sequences can be found in, e.g., 
Stites and Terr (eds.)(1991) Basi c and Clinical Immunology , 7 th ed., and Paul, supra. 
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Another approach uses systems for performing desorption spectrometry. 
Commercially available systems, e.g., from Ciphergen Biosystems, Inc. (Fremont, 
CA) are particularly well suited to quantitative analysis of protein expression. Indeed, 
Protein Chip® arrays (see, e.g., http://www.ciphergen.comO used in desorption 
spectrometry approaches provide arrays for detection of protein expression. 
Alternatively, affinity reagents, e.g., antibodies, small molecules, etc.) are developed 
that recognize epitopes of the protein product. Affinity assays are used in protein 
array assays, e.g. to detect the presence or absence of particular proteins. 
Alternatively, affinity reagents are used to detect expression using the methods 
described above. In the case of a protein that is expressed on the cell surface of 
leukocytes, labeled affinity reagents are bound to populations of leukocytes, and 
leukocytes expressing the protein are identified and counted using fluorescent 
activated cell sorting (FACS). 

It is appreciated that the methods of expression evaluation discussed herein, 
although discussed in the context of discovery of diagnostic nucleotide sets, are 
equally applicable for expression evaluation when using diagnostic nucleotide sets 
for, e.g. diagnosis of diseases, as further discussed below. 

High Throughput Expression Assays 

A number of suitable high throughput formats exist for evaluating gene 
expression. Typically, the term high throughput refers to a format that performs at 
least about 100 assays, or at least about 500 assays, or at least about 1000 assays, or at 
least about 5000 assays, or at least about 10,000 assays, or more per day. When 
enumerating assays, either the number of samples or the number of candidate 
nucleotide sequences evaluated can be considered. For example, a northern analysis 
of, e.g., about 100 samples performed in a gridded array, e.g., a dot blot, using a 
single probe corresponding to a candidate nucleotide sequence can be considered a 
high throughput assay. More typically, however, such an assay is performed as a 
series of duplicate blots, each evaluated with a distinct probe corresponding to a 
different member of the candidate library. Alternatively, methods that simultaneously 
evaluate expression of about 100 or more candidate nucleotide sequences in one or 
more samples, or in multiple samples, are considered high throughput. 

Numerous technological platforms for performing high throughput expression 
analysis are known. Generally, such methods involve a logical or physical array of 



35 



WO 02/057414 



PCT/US01/47856 



either the subject samples, or the candidate library, or both. Common array formats 
include both liquid and solid phase arrays. For example, assays employing liquid 
phase arrays, e.g., for hybridization of nucleic acids, binding of antibodies or other 
receptors to ligand, etc., can be performed in multiwell, or microtiter, plates. 
Microtiter plates with 96, 384 or 1536 wells are widely available, and even higher 
numbers of wells, e.g, 3456 and 9600 can be used. In general, the choice of microtiter 
plates is determined by the methods and equipment, e.g., robotic handling and loading 
systems, used for sample preparation and analysis. Exemplary systems include, e.g., 
the ORCA™ system from Beckman-Coulter, Inc. (Fullerton, CA) and the Zymate 
systems from Zymark Corporation (Hopkinton, MA). 

Alternatively, a variety of solid phase arrays can favorably be employed in to 
determine expression patterns in the context of the invention. Exemplary formats 
include membrane or filter arrays (e.g, nitrocellulose, nylon), pin arrays, and bead 
arrays (e.g., in a liquid "slurry"). Typically, probes corresponding to nucleic acid or 
protein reagents that specifically interact with (e.g., hybridize to or bind to) an 
expression product corresponding to a member of the candidate library are 
immobilized, for example by direct or indirect cross-linking, to the solid support. 
Essentially any solid support capable of withstanding the reagents and conditions 
necessary for performing the particular expression assay can be utilized. For 
example, functionalized glass, silicon, silicon dioxide, modified silicon, any of a 
variety of polymers, such as (poly)tetrafluoroethylene, (poly)vinylidenedifluoride, 
polystyrene, polycarbonate, or combinations thereof can all serve as the substrate for a 
solid phase array. 

In a preferred embodiment, the array is a "chip" composed, e.g., of one of the 
above specified materials. Polynucleotide probes, e.g., RNA or DNA, such as cDNA, 
synthetic oligonucleotides, and the like, or binding proteins such as antibodies, that 
specifically interact with expression products of individual components of the 
candidate library are affixed to the chip in a logically ordered manner, i.e., in an array. 
In addition, any molecule with a specific affinity for either the sense or anti-sense 
sequence of the marker nucleotide sequence (depending on the design of the sample 
labeling), can be fixed to the array surface without loss of specific affinity for the 
marker and can be obtained and produced for array production, for example, proteins 
that specifically recognize the specific nucleic acid sequence of the marker, 
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ribozymes, peptide nucleic acids (PNA), or other chemicals or molecules with 
specific affinity. 

Detailed discussion of methods for linking nucleic acids and proteins to a chip 
substrate, are found in, e.g., US Patent No. 5,143,854 "LARGE SCALE 
PHOTOLITHOGRAPHIC SOLED PHASE SYNTHESIS OF POLYPEPTIDES AND 
RECEPTOR BINDING SCREENING THEREOF' to Pirrung et al., issued, 
September 1, 1992; US Patent No. 5,837,832 "ARRAYS OF NUCLEIC ACID 
PROBES ON BIOLOGICAL CHIPS" to Chee et al., issued November 17, 1998; US 
Patent No. 6,087,1 12 "ARRAYS WITH MODIFIED OLIGONUCLEOTIDE AND 
POLYNUCLEOTIDE COMPOSITIONS" to Dale, issued July 1 1, 2000; US Patent 
No. 5,215,882 "METHOD OF IMMOBILIZING NUCLEIC ACID ON A SOLID 
SUBSTRATE FOR USE IN NUCLEIC ACID HYBRIDIZATION ASSAYS" to Bahl 
et al., issued June 1, 1993; US Patent No. 5,707,807 "MOLECULAR INDEXING 
FOR EXPRESSED GENE ANALYSIS" to Kato, issued January 13, 1998; US Patent 
No. 5,807,522 "METHODS FOR FABRICATING MICROARRAYS OF 
BIOLOGICAL SAMPLES" to Brown et al., issued September 15, 1998; US Patent 
No. 5,958,342 "JET DROPLET DEVICE" to Gamble et al., issued Sept. 28, 1999; US 
Patent 5,994,076 "METHODS OF ASSAYING DIFFERENTIAL EXPRESSION" to 
Chenchik et al., issued Nov. 30, 1999; US Patent No. 6,004,755 "QUANTITATIVE 
MICROARRAY HYBRIDIZATION ASSAYS" to Wang, issued Dec. 21, 1999; US 
Patent No. 6,048,695 "CHEMICALLY MODIFIED NUCLEIC ACIDS AND 
METHOD FOR COUPLING NUCLEIC ACIDS TO SOLID SUPPORT" to Bradley 
et al., issued April 1 1, 2000; US Patent No. 6,060,240 "METHODS FOR 
MEASURING RELATIVE AMOUNTS OF NUCLEIC ACIDS IN A COMPLEX 

Kamb et al., issued May 9, 2000; US Patent No. 6 5 090,556 "METHOD FOR 
QUANTITATIVELY DETERMINING THE EXPRESSION OF A GENE" to Kato, 
issued July 18, 2000; and US Patent 6,040,138 "EXPRESSION MONITORING BY 
HYBRIDIZATION TO HIGH DENSITY OLIGONUCLEOTIDE ARRAYS" to 
Lockhart et al., issued March 21, 2000. 

For example, cDNA inserts corresponding to candidate nucleotide sequences, 
in a standard TA cloning vector are amplified by a polymerase chain reaction for 
approximately 30-40 cycles. The amplified PCR products are then arrayed onto a 
glass support by any of a variety of well known techniques, e.g., the VSLIPS™ 
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technology described in US Patent No. 5,143,854. RNA, or cDNA corresponding to 
RNA, isolated from a subject sample of leukocytes is labeled, e.g., with a fluorescent 
tag, and a solution containing the RNA (or cDNA) is incubated under conditions 
favorable for hybridization, with the "probe" chip. Following incubation, and 
washing to eliminate non-specific hybridization, the labeled nucleic acid bound to the 
chip is detected qualitatively or quantitatively, and the resulting expression profile for 
the corresponding candidate nucleotide sequences is recorded. It is appreciated that 
the probe used for diagnostic purposes may be identical to the probe used during 
diagnostic nucleotide sequence discovery and validation. Alternatively, the probe 
sequence may be different than the sequence used in diagnostic nucleotide sequence 
discovery and validation. Multiple cDNAs from a nucleotide sequence that are non- 
overlapping or partially overlapping may also be used. 

In another approach, oligonucleotides corresponding to members of a 
candidate nucleotide library are synthesized and spotted onto an array. Alternatively, 
oligonucleotides are synthesized onto the array using methods known in the art, e.g. 
Hughes, et al. supra. The oligonucleotide is designed to be complementary to any 
portion of the candidate nucleotide sequence. In addition, in the context of expression 
analysis for, e.g. diagnostic use of diagnostic nucleotide sets, an oligonucleotide can 
be designed to exhibit particular hybridization characteristics, or to exhibit a particular 
specificity and/or sensitivity, as further described below. 

Hybridization signal may be amplified using methods known in the art, and as 
described herein, for example use of the Clontech kit (Glass Fluorescent Labeling 
Kit), Stratagene kit (Fairplay Microarray Labeling Kit), the Micromax kit (New 
England Nuclear, Inc.), the Genisphere kit (3DNA Submicro), linear amplification, 
e.g. as described in U.S. Patent No. 6,132,997 or described in Hughes, TR, et al., 
Nature Biotechnology, 19:343-347 (2001) and/or Westin et al. Nat Biotech. 18:199- 
204. 

Alternatively, fluorescently labeled cDNA are hybridized directly to the 
microarray using methods known in the art. For example, labeled cDNA are 
generated by reverse transcription using Cy3- and Cy5-conjugated deoxynucleotides, 
and the reaction products purified using standard methods. It is appreciated that the 
methods for signal amplification of expression data useful for identifying diagnostic 
nucleotide sets are also useful for amplification of expression data for diagnostic 
purposes. 
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Microarray expression may be detected by scanning the microarray with a 
variety of laser or CCD-based scanners, and extracting features with numerous 
software packages, for example, hnagene (Biodiscovery), Feature Extraction 
(Agilent), Scanalyze (Eisen, M. 1999. SCANALYZE User Manual; Stanford Univ., 
Stanford, CA. Ver 2.32.), GenePix (Axon Instruments). 

In another approach, hybridization to microelectric arrays is performed, e.g. as 
described in Umek et al (2001) JMolDiaaL 3:74-84. An affinity probe, e.g. DNA, is 
deposited on a metal surface. The metal surface underlying each probe is connected 
to a metal wire and electrical signal detection system. Unlabelled RNA or cDNA is 
hybridized to the array, or alternatively, RNA or cDNA sample is amplified before 
hybridization, e.g. by PCR. Specific hybridization of sample RNA or cDNA results 
in generation of an electrical signal, which is transmitted to a detector. See Westin 
(2000) Nat Biotech. 18:199-204 (describing anchored multiplex amplification of a 
microelectronic chip array); Edman (1997) NAR 25:4907-14; Vignali (2000) J 
Immunol Methods 243:243-55. 

In another approach, a microfluidics chip is used for RNA sample preparation 
and analysis. This approach increases efficiency because sample preparation and 
analysis are streamlined. Briefly, microfluidics may be used to sort specific leukocyte 
sub-populations prior to RNA preparation and analysis. Microfluidics chips are also 
useful for, e.g., RNA preparation, and reactions involving RNA (reverse transcription, 
RT-PCR). Briefly, a small volume of whole, anti-coagulated blood is loaded onto a 
microfluidics chip, for example chips available from Caliper (Mountain View, CA) or 
Nanogen (San Diego, CA.) A microfluidics chip may contain channels and 
reservoirs in which cells are moved and reactions are performed. Mechanical, 
electrical, magnetic, gravitational, centrifugal or other forces are used to move the 
cells and to expose them to reagents. For example, cells of whole blood are moved 
into a chamber containing hypotonic saline, which results in selective lysis of red 
blood cells after a 20-minute incubation. Next, the remaining cells (leukocytes) are 
moved into a wash chamber and finally, moved into a chamber containing a lysis 
buffer such as guanidine isothyocyanate. The leukocyte cell lysate is further 
processed for RNA isolation in the chip, or is then removed for further processing, for 
example, RNA extraction by standard methods. Alternatively, the microfluidics chip 
is a circular disk containing ficoll or another density reagent. The blood sample is 
injected into the center of the disc, the disc is rotated at a speed that generates a 
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centrifugal force appropriate for density gradient separation of mononuclear cells, and 
the separated mononuclear cells are then harvested for further analysis or processing. 

It is understood that the methods of expression evaluation, above, although 
discussed in the context of discovery of diagnostic nucleotide sets, are also applicable 
for expression evaluation when using diagnostic nucleotide sets for, e.g. diagnosis of 
diseases, as further discussed below. 

Evaluation of expression patterns 

Expression patterns can be evaluated by qualitative and/or quantitative 
measures. Certain of the above described techniques for evaluating gene expression 
(as RNA or protein products) yield data that are predominantly qualitative in nature. 
That is, the methods detect differences in expression that classify expression into 
distinct modes without providing significant information regarding quantitative 
aspects of expression. For example, a technique can be described as a qualitative 
technique if it detects the presence or absence of expression of a candidate nucleotide 
sequence, i.e., an on/off pattern of expression. Alternatively, a qualitative technique 
measures the presence (and/or absence) of different alleles, or variants, of a gene 
product. 

In contrast, some methods provide data that characterizes expression in a 
quantitative maimer. That is, the methods relate expression on a numerical scale, e.g., 
a scale of 0-5, a scale of 1-10, a scale of + - +44-, from grade 1 to grade 5, a grade 
from a to z, or the like. It will be understood that the numerical, and symbolic 
examples provided are arbitrary, and that any graduated scale (or any symbolic 
representation of a graduated scale) can be employed in the context of the present 
invention to describe quantitative differences in nucleotide sequence expression. 
Typically, such methods yield information corresponding to a relative increase or 
decrease in expression. 

Any method that yields either quantitative or qualitative expression data is 
suitable for evaluating expression of candidate nucleotide sequence in a subject 
sample of leukocytes. In some cases, e.g., when multiple methods are employed to 
determine expression patterns for a plurality of candidate nucleotide sequences, the 
recovered data, e.g., the expression profile, for the nucleotide sequences is a 
combination of quantitative and qualitative data. 
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In some applications, expression of the plurality of candidate nucleotide 
sequences is evaluated sequentially. This is typically the case for methods that can be 
characterized as low- to moderate-throughput. In contrast, as the throughput of the 
elected assay increases, expression for the plurality of candidate nucleotide sequences 
in a sample or multiple samples of leukocytes, is assayed simultaneously. Again, the 
methods (and throughput) are largely determined by the individual practitioner, 
although, typically, it is preferable to employ methods that permit rapid, e.g. 
automated or partially automated, preparation and detection, on a scale that is time- 
efficient and cost-effective. 

It is understood that the preceding discussion, while directed at the assessment 
of expression of the members of candidate libraries, is also applies to the assessment 
of the expression of members of diagnostic nucleotide sets, as further discussed 
below. 

Genotyping 

In addition to, or in conjunction with the correlation of expression profiles and 
clinical data, it is often desirable to correlate expression patterns with the subject's 
genotype at one or more genetic loci. The selected loci can be, for example, 
chromosomal loci corresponding to one or more member of the candidate library, 
polymorphic alleles for marker loci, or alternative disease related loci (not 
contributing to the candidate library) known to be, or putatively associated with, a 
disease (or disease criterion). Indeed, it will be appreciated, that where a 
(polymorphic) allele at a locus is linked to a disease (or to a predisposition to a 
disease), the presence of the allele can itself be a disease criterion. 

Numerous well known methods exist for evaluating the genotype of an 
individual, including southern analysis, restriction fragment length polymorphism 
(RFLP) analysis, polymerase chain reaction (PCR), amplification length 
polymorphism (AFLP) analysis, single stranded conformation polymorphism (SSCP) 
analysis, single nucleotide polymorphism (SNP) analysis (e.g., via PCR, Taqman or 
molecular beacons), among many other useful methods. Many such procedures are 
readily adaptable to high throughput and/or automated (or semi-automated) sample 
preparation and analysis methods. Most, can be performed on nucleic acid samples 
recovered via simple procedures from the same sample of leukocytes as yielded the 
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material for expression profiling. Exemplary techniques are described in, e.g., 
Sambrook, and Ausubel, supra. 

Identification of the diagnostic nucleotide sets of the invention 

Identification of diagnostic nucleotide sets and disease specific target 
nucleotide sequence proceeds by correlating the leukocyte expression profiles with 
data regarding the subject's health status to produce a data set designated a 
"molecular signature." Examples of data regarding a patient's health status, also 
termed "disease criteria(ion)", is described below and in the Section titled "selected 
diseases," below. Methods useful for correlation analysis are further described 
elsewhere in the specification. 

Generally, relevant data regarding the subject's health status includes 
retrospective or prospective health data, e.g., in the form of the subject's medical 
history, as provided by the subject, physician or third party, such as, medical 
diagnoses, laboratory test results, diagnostic test results, clinical events, or medication 
lists, as further described below. Such data may include information regarding a 
patient's response to treatment and/or a particular medication and data regarding the 
presence of previously characterized "risk factors." For example, cigarette smoking 
and obesity are previously identified risk factors for heart disease. Further examples 
of health status information, including diseases and disease criteria, is described in the 
section titled Selected diseases, below. 

Typically, the data describes prior events and evaluations (i.e., retrospective 
data). However, it is envisioned that data collected subsequent to the sampling (i.e., 
prospective data) can also be correlated with the expression profile. The tissue 
sampled, e.g., peripheral blood, bronchial lavage, etc., can be obtained at one or more 
multiple time points and subject data is considered retrospective or prospective with 
respect to the time of sample procurement. 

Data collected at multiple time points, called "longitudinal data", is often 
useful, and thus, the invention encompasses the analysis of patient data collected from 
the same patient at different time points. Analysis of paired samples, such as samples 
from a patient at different time, allows identification of differences that are 
specifically related to the disease state since the genetic variability specific to the 
patient is controlled for by the comparison. Additionally, other variables that exist 
between patients may be controlled for in this way, for example, the presence or 
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absence of inflammatory diseases (e.g., rheumatoid arthritis) the use of medications 
that may effect leukocyte gene expression, the presence or absence of co-morbid 
condmons, etc. Methods for analysis of paired samples are further described below 
Moreover, the analysis of a pattern of expression profiles (generated by collecting 
muluple expression profiles) provides information relating to changes in expression 
level over time, and may permit the determination of a rate of change, a trajectory or 
an expression curve. Two longitudinal samples may provide information on the ' 
change in expression of a gene over time, while three longitudinal samples may be 
necessary to determine the "trajectory" of expression of a gene. Such information 
may be relevant to the diagnosis of a disease. For example, the expression of a gene 
may vary from individual to individual, but a clinical event, for example , a heart 
attack, may cause the level of expression to double in each patient. In this example 
chmcally interesting information is gleaned from the change in expression level as' 
opposed to the absolute level of expression in each individual. 

Generally, small sample sizes of 10-40 samples from 10-20 individuals are 
used to identify a diagnostic nucleotide set. Larger sample sizes are generally 
necessary to validate the diagnostic nucleotide set for use in large and varied patient 
populations, as further described below. For example, extension of gene expression 
correlates to varied ethnic groups, demographic groups, nations, peoples or races 
may require expression correlation experiments on the population of interest. 
Expression Reference Standard* 

Expression profiles derived from a patient (i.e., subjects diagnosed with or 
exhrbmng symptoms of, or exhibiting a disease criterion, or under a doctor's care for 
a chsease) sample are compared to a control or standard expression RNA to facilitate 
comparison of expression profiles (e.g. of a set of candidate nucleotide sequences) 
from a group of patients relative to each other (i.e., from one patient in the group to 
other patients in the group, or to patients in another group). 

For example, in one approach to identifying diagnostic nucleotide sets 
expression profiles derived from patient samples are compared to a expression 
reference "standard." Standard expression reference can be, for example, RNA 
denved from resting cultured leukocytes or commercially available reference RNA 
such as Universal reference RNA from Stratagene. See Nature, V406, 8-17-00, 
p. 747-752. Use of an expression reference standard is particularly useful when the 
expression of large numbers of nucleotide sequences is assayed, e.g. in an array, and 
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in certain other applications, e.g. qualitative PCR, RT-PCR, etc., where it is desirable 
to compare a sample profile to a standard profile, and/or when large numbers of 
expression profiles, e.g. a patient population, are to be compared. Generally, an 
expression reference standard should be available in large quantities, should be a good 
substrate for amplification and labeling reactions, and should be capable of detecting 
a large percentage of candidate nucleic acids using suitable expression profiling 
technology. 

Alternatively, or in addition, the expression profile derived from a patient 
sample is compared with the expression of an internal reference control gene, for 
example, (3-actin or CD4. The relative expression of the profiled genes and the 
internal reference control gene (from the same individual) is obtained. An internal 
reference control may also be used with a reference RNA. For example, an 
expression profile for "gene 1" and the gene encoding CD4 can be determined in a 
patient sample and in a reference RNA. The expression of each gene can be 
expressed as the "relative" ratio of expression the gene in the patient sample 
compared with expression of the gene in the reference RNA. The expression ratio 
(sample/reference) for gene 1 may be divided by the expression ration for CD4 
(sample/reference) and thus the relative expression of gene 1 to CD4 is obtained. 

The invention also provides a buffy coat control RNA useful for expression 
profiling, and a method of using control RNA produced from a population of buffy 
coat cells, the white blood cell layer derived from the centrifugation of whole blood. 
Buffy coat contains all white blood cells, including granulocytes, mononuclear cells 
and platelets. The invention also provides a method of preparing control RNA from 
buffy coat cells for use in expression profile analysis of leukocytes. Buffy coat 
fractions are obtained, e.g. from a blood bank or directly from individuals, preferably 
from a large number of individuals such that bias from individual samples is avoided 
and so that the RNA sample represents an average expression of a healthy population. 
Buffy coat fractions from about 50 or about 100, or more individuals are preferred. 
10 ml buffy coat from each individual is used. Buffy coat samples are treated with an 
erthythrocyte lysis buffer, so that erthythrocytes are selectively removed. The 
leukocytes of the buffy coat layer are collected by centrifugation. Alternatively, the 
buffy cell sample can be further enriched for a particular leukocyte sub-populations, 
e.g. mononuclear cells, T-lymphocytes 3 etc. To enrich for mononuclear cells, the 
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buffy cell pellet, above, is diluted in PBS (phosphate buffered saline) and loaded onto 
a non-polystyrene tube containing a polysucrose and sodium diatrizoate solution 
adjusted to a density of 1 .077+/-0.001 g/ml. To enrich for T-lymphocytes, 45 ml of 
whole blood is treated with RosetteSep (Stem Cell Technologies), and incubated at 
room temperature for 20 minutes. The mixture is diluted with an equal volume of 
PBS plus 2% FBS and mixed by inversion. 30 ml of diluted mixture is layered on top 
of 1 5 ml DML medium (Stem Cell Technologies). The tube is centrifuged at 1200 x 
g, and the enriched cell layer at the plasma : medium interface is removed, washed 
with PBS + 2% FBS, and cells collected by centrifugation at 1200 x g. The cell pellet 
is treated with 5 ml of erythrocyte lysis buffer (EL buffer, Qiagen) for 10 minutes on 
xce, and enriched T-lymphoctes are collected by centrifugation. 

In addition or alternatively, the buffy cells (whole buffy coat or sub- 
population, e.g. mononuclear fraction) can be cultured in vitro and subjected to 
stimulation with cytokines or activating chemicals such as phorbol esters or 
ionomycin. Such stimuli may increase expression of nucleotide sequences that are 
expressed in activated immune cells and might be of interest for leukocyte expression 
profiling experiments. 

Following sub-population selection and/or further treatment, e.g. stimulation 
as described above, RNA is prepared using standard methods. For example, cells are 
pelleted and lysed with a phenol/guanidinium thiocyanate and RNA is prepared 
RNA can also be isolated using a silica gel-based purification column or the column 
method can be used on RNA isolated by the phenoVguanidinium thiocyanate method 
RNA from individual buffy coat samples can be pooled during this process, so that 
the resulting reference RNA represents the RNA of many individuals and individual 
bias is minimized or eliminated. In addition, a new batch of buffy coat reference 
RNA can be directly compared to the last batch to ensure similar expression pattern 
from one batch to another, using methods of collecting and comparing expression 
profiles described above/below. One or more expression reference controls are used 
in an experiment. For example, RNA derived from one or more of the following 
sources can be used as controls for an experiment: stimulated or unstimulated whole 
buffy coat, stimulated or unstimulated peripheral mononuclear cells, or stimulated or 
unstimulated T-lymphocytes. 

Alternatively, the expression reference standard can be derived from any 
subject or class of subjects including healthy subjects or subjects diagnosed with the 



45 



WO 02/057414 



PC17US01/47856 



same or a different disease or disease criterion. Expression profiles from subjects in 
two distinct classes are compared to determine which subset of nucleotide sequences 
in the candidate library best distinguish between the two subject classes, as further 
discussed below. It will be appreciated that in the present context, the term "distinct 
classes" is relevant to at least one distinguishable criterion relevant to a disease of 
interest, a "disease criterion." The classes can, of course, demonstrate significant 
overlap (or identity) with respect to other disease criteria, or with respect to disease 
diagnoses, prognoses, or the like. The mode of discovery involves, e.g., comparing 
the molecular signature of different subject classes to each other (such as patient to 
control, patients with a first diagnosis to patients with a second diagnosis, etc.) or by 
comparing the molecular signatures of a single individual taken at different time 
points. The invention can be applied to a broad range of diseases, disease criteria, 
conditions and other clinical and/or epidemiological questions, as further discussed 
above^elow. 

It is appreciated that while the present discussion pertains to the use of 
expression reference controls while identifying diagnostic nucleotide sets, expression 
reference controls are also useful during use of diagnostic nucleotide sets, e.g. use of a 
diagnostic nucleotide set for diagnosis of a disease, as further described below. 

Analysis of expression profiles 

In order to facilitate ready access, e.g., for comparison, review, recovery, 
and/or modification, the molecular signatures/expression profiles are typically 
recorded in a database. Most typically, the database is a relational database accessible 
by a computational device, although other formats, e.g., manually accessible indexed 
files of expression profiles as photographs, analogue or digital imaging readouts, 
spreadsheets, etc. can be used. Further details regarding preferred embodiments are 
provided below. Regardless of whether the expression patterns initially recorded are 
analog or digital in nature and/or whether they represent quantitative or qualitative 
differences in expression, the expression patterns, expression profiles (collective 
expression patterns), and molecular signatures (correlated expression patterns) are 
stored digitally and accessed via a database. Typically, the database is compiled and 
maintained at a central facility, with access being available locally and/or remotely. 

As additional samples are obtained, and their expression profiles determined 
and correlated with relevant subject data, the ensuing molecular signatures are 
likewise recorded in the database. However, rather than each subsequent addition 
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being added in an essentially passive manner in which the data from one sample has 
little relation to data from a second (prior or subsequent) sample, the algorithms 
optionally additionally query additional samples against the existing database to 
further refine the association between a molecular signature and disease criterion. 
Furthermore, the data set comprising the one (or more) molecular signatures is 
optionally queried against an expanding set of additional or other disease criteria. The 
use of the database in integrated systems and web embodiments is further described 
below. 

Analysis of expiwwinn rofi i e data frnm ftrra ^ 

Expression data is analyzed using methods well known in the art, including 
the software packages hnagene (Biodiscovery, Marina del Rey, CA), Feature 
Extraction (Agilent, Palo Alto, CA), and Scanalyze (Stanford University). In the 
discussion that follows, a "feature" refers to an individual spot of DNA on an array 
Each gene may have more than one feature. For example, hybridized microarrays are 
scanned and analyzed on an Axon Instruments scanner using GenePix 3.0 software 
(Axon Instruments, Union City, CA). The data extracted by GenePix is used for all 
downstream quality control and expression evaluation. The data is derived as follows 
The data for all features flagged as "not found" by the software is removed from the 
dataset for individual hybridizations. The "not found" flag by GenePix indicates that 
the software was unable to discriminate the feature from the background. Each 
feature is examined to determine the value of its signal. The median pixel intensity of 
the background (B n ) is subtracted from the median pixel intensity of the feature (F n ) to 
produce the background-subtracted signal (hereinafter, "BGSS"). The BGSS is 
divided by the standard deviation of the background pixels to provide the signal-to- 
noise ratio (hereinafter, "S/N"). Features with a S/N of three or greater in both the 
Cy3 channel (corresponding to the sample RNA) and Cy5 channel (corresponding to 
the reference RNA) are used for further analysis (hereinafter denoted "useable 
features"). Alternatively, different S/Ns are used for selecting expression data for an 
analysis. For example, only expression data with signal to noise ratios > 3 might be 
used in an analysis. 

For each usable feature (/), the expression level (e) is expressed as the 
logarithm of the ratio (R) of the Background Subtracted Signal (hereinafter "BGSS") 
for the Cy3 (sample RNA) channel divided by the BGSS for the Cy5 channel 
(reference RNA). This "log ratio" value is used for comparison to other experiments 
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BGSS, 



(0.1) 



reference 



e,=logr, 



(0.2) 



Variation in signal across hybridizations may be caused by a number of factors 
affecting hybridization, DNA spotting, wash conditions, and labeling efficiency. 

A single reference RNA may be used with all of the experimental RNAs, 
permitting multiple comparisons in addition to individual comparisons. By 
comparing sample RNAs to the same reference, the gene expression levels from each 
sample are compared across arrays, permitting the use of a consistent denominator for 
our experimental ratios. 



The data may be scaled (normalized) to control for labeling and hybridization 
variability within the experiment, using methods known in the art. Scaling is 
desirable because it facilitates the comparison of data between different experiments, 
patients, etc. Generally the BGSS are scaled to a factor such as the median, the mean, 
the trimmed mean, and percentile. Additional methods of scaling include: to scale 
between 0 and 1, to subtract the mean, or to subtract the median. 

Scaling is also performed by comparison to expression patterns obtained using 
a common reference RNA, as described in greater detail above. As with other scaling 
methods, the reference RNA facilitates multiple comparisons of the expression data, 
e.g., between patients, between samples, etc. Use of a reference RNA provides a 
consistent denominator for experimental ratios. 

In addition to the use of a reference RNA, individual expression levels may be 
adjusted to correct for differences in labeling efficiency between different 
hybridization experiments, allowing direct comparison between experiments with 
different overall signal intensities, for example. A scaling factor (a) may be used to 
adjust individual expression levels as follows. The median of the scaling factor (a), 
for example, BGSS, is determined for the set of all features with a S/N greater than 
three. Next, the BGSS; (the BGSS for each feature "i") is divided by the median for 



Scaling 
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all features (a), generating a scaled ratio. The scaled ration is used to determine the 
expression value for the feature (e,), or the log ratio. 
„ _ BGSS, 

S > T~ (0-3) 



e, =log 



CySSj 



(0-4) 



In addition, or alternatively, control features are used to normalize the data for 
labeling and hybridization variability within the experiment. Control feature may be 
cDNA for genes from the plant, Arabidopsis thaliana, that are included when spotting 
the mini-array. Equal amounts of RNA complementary to control cDNAs are added 
to each of the samples before they were labeled. Using the signal from these control 
genes, a normalization constant (Z) is determined according to the following formula: 



z,= — -IL 

K 



where BGSSj is the signal for a specific feature, Nis the number of A. thaliana 
control features, K is the number of hybridizations, and Lj is the normalization 
constant for each individual hybridization. 

Using the formula above, the mean for all control features of a particular 
hybridization and dye (e.g., Cy3) is calculated. The control feature means for all Cy3 
hybridizations are averaged, and the control feature mean in one hybridization divided 
by the average of all hybridizations to generate a normalization constant for that 
particular Cy3 hybridization (Lj), which is used as a in equation (0.3). The same 
normalization steps may be performed for Cy3 and Cy5 values. 

Many additional methods for normalization exist and can be applied to the 
data. In one method, the average ratio of Cy3 BGSS / Cy5 BOSS is determined for 
all features on an array. This ratio is then scaled to some arbitrary number, such as 1 
some other number. The ratio for each probe is then multiplied by the scaling 



or 



49 



WO 02/057414 



PCT/US01/47856 



factor required to bring the average ratio to the chosen level. This is performed for 
each array in an analysis. Alternatively, the ratios are normalized to the average ratio 
across all arrays in an analysis. 
Correlation analysis 

Correlation analysis is performed to determine which array probes have 
expression behavior that best distinguishes or serves as markers for relevant groups of 
samples representing a particular clinical condition. Correlation analysis, or 
comparison among samples representing different disease criteria (e.g., clinical 
conditions), is performed using standard statistical methods. Numerous algorithms 
are useful for correlation analysis of expression data, and the selection of algorithms 
depends in part on the data analysis to be performed. For example, algorithms can be 
used to identify the single most informative gene with expression behavior that 
reliably classifies samples, or to identify all the genes useful to classify samples. 
Alternatively, algorithms can be applied that determine which set of 2 or more genes 
have collective expression behavior that accurately classifies samples. The use of 
multiple expression markers for diagnostics may overcome the variability in 
expression of a gene between individuals, or overcome the variability intrinsic to the 
assay. Multiple expression markers may include redundant markers, in that two or 
more genes or probes may provide the same information with respect to diagnosis. 
This may occur, for example, when two or more genes or gene probes are 
coordinately expressed. It will be appreciated that while the discussion above 
pertains to the analysis of RNA expression profiles the discussion is equally 
applicable to the analysis of profiles of proteins or other molecular markers. 

Prior to analysis, expression profile data may be formatted or prepared for 
analysis using methods known in the art. For example, often the log ratio of scaled 
expression data for every array probe is calculated using the following formula: 

log (Cy 3 BGSS/ Cy5 BGSS), where Cy 3 signal corresponds to the 
expression of the gene in the clinical sample, and Cy5 signal corresponds to 
expression of the gene in the reference RNA. 

Data may be further filtered depending on the specific analysis to be done as 
noted below. For example, filtering may be aimed at selecting only samples with 
expression above a certain level, or probes with variability above a certain level 
between sample sets. 
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The following non-limiting discussion consider several statistical methods 
known in the art. Briefly, the t-test and ANOVA are used to identify single genes 
with expression differences between or among populations, respectively. Multivariate 
methods are used to identify a set of two or more genes for which expression 
discriminates between two disease states more specifically than expression of any 
single gene. 

t-test 

The simplest measure of a difference between two groups is the Student's t 
test. See, e.g., Welsh et al. (2001) Pro cNatl AcadSci USA 98:1 176-81 
(demonstrating the use of an unpaired Student's t-test for the discovery of differential 
gene expression in ovarian cancer samples and control tissue samples). The t- test 
assumes equal variance and normally distributed data. This test identifies the 
probability that there is a difference in expression of a single gene between two 
groups of samples. The number of samples within each group that is required to 
achieve statistical significance is dependent upon the variation among the samples 
within each group. The standard formula for a t-test is: 



Ke,)= m^mrv (o - 5) 



in 



where e ( is the difference between the mean expression level of gene i i 
groups c and t, s le is the variance of gene x in group c and s,- t is the variance of gene x 
in group t. n c and n, are the numbers of samples in groups c and t. 

The combination of the t statistic and the degrees of freedom [min(«,, » c )-l] 
provides a p value, the probability of rejecting the null hypothesis. Ap-valueof 
<0.01, signifying a 99 percent probability the mean expression levels are different 
between the two groups (a 1% chance that the mean expression levels are in fact not 
different and that the observed difference occurred by statistical chance), is often 
considered acceptable. 

When performing tests on a large scale, for example, on a large dataset of 
about 8000 genes, a correction factor must be included to adjust for the number of 
individual tests being performed. The most common and simplest correction is the 
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Bonferroni correction for multiple tests, which divides the p-value by the number of 
tests run. Using this test on an 8000 member dataset indicates that a p value of 
<0.00000125 is required to identify genes that are likely to be truly different between 
the two test conditions. 

Wilcoxon's signed ranks test 

This method is non-parametric and is utilized for paired comparisons. See 
e.g., Sokal and Rohlf (1987) Introduction to Biostatistics 2 nd edition, WH Freeman, 
New York. At least 6 pairs are necessary to apply this statistic. This test is useful for 
analysis of paired expression data (for example, a set of patients who have cardiac 
transplant biopsy on 2 occasions and have a grade 0 on one occasion and a grade 3 A 
on another). 

ANOVA 

Differences in gene expression across multiple related groups may be assessed 
using an Analysis of Variance (ANOVA), a method well known in the art (Michelson 
and Schofield, 1996). 

Multivariate analysis 

Many algorithms suitable for multivariate analysis are known in the art. 
Generally, a set of two or more genes for which expression discriminates between two 
disease states more specifically than expression of any single gene is identified by 
searching through the possible combinations of genes using a criterion for 
discrimination, for example the expression of gene X must increase from normal 300 
percent, while the expression of genes Y and Z must decrease from normal by 75 
percent. Ordinarily, the search starts with a single gene, then adds the next best fit at 
each step of the search. Alternatively, the search starts with all of the genes and genes 
that do not aid in the discrimination are eliminated step-wise. 

Paired samples 

Paired samples, or samples collected at different time-points from the same 
patient, are often useful, as described above. For example, use of paired samples ' 
permits the reduction of variation due to genetic variation among individuals. In 
addition, the use of paired samples has a statistical significance, in that data derived 
from paired samples can be calculated in a different manner that recognizes the 
reduced variability. For example, the formula for a t-test for paired samples is: 
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V b-i 



where D is the difference between each set of paired samples and b is the 
number of sample pairs. Dis the mean of the differences between the members of 
the pairs. In this test, only the differences between the paired samples are considered, 
then grouped together (as opposed to taking all possible differences between groups, 
as would be the case with an ordinary t-test). Additional statistical tests useful with 
paired data, e.g., ANOVA and Wilcoxon's signed rank test, are discussed above. 

Diagnostic classification 

Once a discriminating set of genes is identified, the diagnostic classifier (a 
mathematical function that assigns samples to diagnostic categories based on 
expression data) is applied to unknown sample expression levels. 

Methods that can be used for this analysis include the following non-limiting 

list: 

CLEAVER is an algorithm used for classification of useful expression profile 
data. See Raychaudhuri et al. (2001) Trends Biotechnol 19:1 RQ-1 en CLEAVER 
uses positive training samples (e.g., expression profiles from samples known to be 
derived from a particular patient or sample diagnostic category, disease or disease 
criteria), negative training samples (e.g., expression profiles from samples known not 
to be derived from a particular patient or sample diagnostic category, disease or 
disease criteria) and test samples (e.g., expression profiles obtained from a patient), 
and determines whether the test sample correlates with the particular disease or 
disease criteria, or does not correlate with a particular disease or disease criteria. 
CLEAVER also generates a list of the 20 most predictive genes for classification. 

Artificial neural networks (hereinafter, "ANN") can be used to recognize 
patterns in complex data sets and can discover expression criteria that classify 
samples into more than 2 groups. The use of artificial neural networks for discovery 
of gene expression diagnostics for cancers using expression data generated by 
oligonucleotide expression microarrays is demonstrated by Khan et al. (2001) Nature 
Med, 7:673-9. Khan found that 96 genes provided 0% error rate in classification of 
the tumors. The most important of these genes for classification was then determined 
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by measuring the sensitivity of the classification to a change in expression of each 
gene. Hierarchical clustering using the 96 genes results in correct grouping of the 
cancers into diagnostic categories. 

Golub uses cDNA microarrays and a distinction calculation to identify genes 
with expression behavior that distinguishes myeloid and lymphoid leukemias. See 
Golub et al. (1999) Science 286:531-7. Self organizing maps were used for new class 
discovery. Cross validation was done with a "leave one out" analysis. 50 genes were 
identified as useful markers. This was reduced to as few as 10 genes with equivalent 
diagnostic accuracy. 

Hierarchical and non-hierarchical clustering methods are also useful for 
identifying groups of genes that correlate with a subset of clinical samples such as 
with transplant rejection grade. Alizadeh used hierarchical clustering as the primary 
tool to distinguish different types of diffuse B-cell lymphomas based on gene 
expression profile data. See Alizadeh et al. (2000) Nature 403:503-1 1. Alizadeh used 
hierarchical clustering as the primary tool to distinguish different types of diffuse B- 
cell lymphomas based on gene expression profile data. A cDNA array carrying 17856 
probes was used for these experiments, 96 samples were assessed on 128 arrays, and a 
set of 380 genes was identified as being useful for sample classification. 

Perou demonstrates the use of hierarchical clustering for the molecular 
classification of breast tumor samples based on expression profile data. See Perou el 
al. (2000) Nature 406:747-52. In this work, a cDNA array carrying 8102 gene 
probes was used. 1753 of these genes were found to have high variation between 
breast tumors and were used for the analysis.^ 

Hastie describes the use of gene shaving for discovery of expression markers. 
Hastie et al. (2000) Genome Biol. 1(2):RESEARCH 0003.1-0003.21. The gene 
shaving algorithm identifies sets of genes with similar or coherent expression patterns, 
but large variation across conditions (RNA samples, sample classes, patient classes). 
In this manner, genes with a tight expression pattern within a transplant rejection 
grade, but also with high variability across rejection grades are grouped together. The 
algorithm takes advantage of both characteristics in one grouping step. For example, 
gene shaving can identify useful marker genes with co-regulated expression. Sets of 
useful marker genes can be reduced to a smaller set, with each gene providing some 
nori-redundant value in classification. This algorithm was used on the data set 
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described in Alizadeh et al., supra, and the set of 380 informative gene markers was 
reduced to 234. 

Selected Diseases 

In principle, diagnostic nucleotide sets of the invention may be developed and 
applied to essentially any disease, or disease criterion, as long as at least one subset of 
nucleotide sequences is differentially expressed in samples derived from one or more 
individuals with a disease criteria or disease and one or more individuals without the 
disease criteria or disease, wherein the individual may be the same individual sampled 
at different points in time, or the individuals may be different individuals (or 
populations of individuals). For example, the subset of nucleotide sequences may be 
differentially expressed in the sampled tissues of subjects with the disease or disease 
criterion (e.g., a patient with a disease or disease criteria) as compared to subjects 
without the disease or disease criterion (e.g., patients without a disease (control 
patients)). Alternatively, or in addition, the subset of nucleotide sequence^) may be 
differentially expressed in different samples taken from the same patient, e.g at 
different points in time, at different disease stages, before and after a treatment, in the 
presence or absence of a risk factor, etc. 

Expression profiles corresponding to sets of nucleotide sequences that 
correlate not with a diagnosis, but rather with a particular aspect of a disease can also 
be used to identify the diagnostic nucleotide sets and disease specific target nucleotide 
sequences of the invention. For example, such an aspect, or disease criterion, can 
relate to a subject's medical or family history, e.g., childhood illness, cause of death 
of a parent or other relative, prior surgery or other intervention, medications, 
symptoms (including onset and/or duration of symptoms), etc. Alternatively, the 
disease criterion can relate to a diagnosis, e.g., hypertension, diabetes, atherosclerosis, 
or prognosis (e.g., prediction of future diagnoses, events or complications), e.g., acute 
myocardial infarction, restenosis following angioplasty, reperfusion injury, allograft 
rejection, rheumatoid arthritis or systemic lupus erythematous disease activity or the 
like. In other cases, the disease criterion corresponds to a therapeutic outcome, e.g., 
transplant rejection, bypass surgery or response to a medication, restenosis after stent 
implantation, collateral vessel growth due to therapeutic angiogenesis therapy, 
decreased angina due to revascularization, resolution of symptoms associated with a 
myriad of therapies, and the like. Alternatively, the disease criteria corresponds with 
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previously identified or classic risk factors and may correspond to prognosis or future 
disease diagnosis. As indicated above, a disease criterion can also correspond to 
genotype for one or more loci. Disease criteria (including patient data) may be 
collected (and compared) from the same patient at different points in time, from 
different patients, between patients with a disease (criterion) and patients 
respresenting a control population, etc. Longitudinal data, i.e., data collected at 
different time points from an individual (or group of individuals) may be used for 
comparisons of samples obtained from an individual (group of individuals) at 
different points in time, to permit identification of differences specifically related to 
the disease state, and to obtain information relating to the change in expression over 
time, including a rate of change or trajectory of expression over time. The usefulness 
of longitudinal data is further discussed in the section titled "Identification of 
diagnostic nucleotide sets of the invention". 

It is further understood that diagnostic nucleotide sets may be developed for 
use in diagnosing conditions for which there is no present means of diagnosis. For 
example, in rheumatoid arthritis, joint destruction is often well under way before a 
patient experience symptoms of the condition. A diagnostic nucleotide set may be 
developed that diagnoses rheumatic joint destruction at an earlier stage than would be 
possible using present means of diagnosis, which rely in part on the presentation of 
symptoms by a patient. Diagnostic nucleotide sets may also be developed to replace 
or augment current diagnostic procedures. For example, the use of a diagnostic 
nucleotide set to diagnose cardiac allograft rejection may replace the current 
diagnostic test, a graft biopsy. 

It is understood that the following discussion of diseases is exemplary and 
non-limiting, and further that the general criteria discussed above, e.g. use of family 
medical history, are generally applicable to the specific diseases discussed below. 

In addition to leukocytes, as described throughout, the general method is 
applicable to nucleotide sequences that are differentially expressed in any subject 
tissue or cell type, by the collection and assessment of samples of that tissue or cell 
type. However, in many cases, collection of such samples presents significant 
technical or medical problems given the current state of the art. 

Organ transplant rejection and success 

A frequent complication of organ transplantation is recognition of the 
transplanted organ as foreign by the immune system resulting in rejection. Diagnostic 
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nucleotide sets can be identified and validated for monitoring organ transplant 
success, rejection and treatment. Medications currently exist that suppress the 
immune system, and thereby decrease the rate of and severity of rejection. However, 
these drugs also suppress the physiologic immune responses, leaving the patient 
susceptible to a wide variety of opportunistic infections. At present there is no easy, 
reliable way to diagnose transplant rejection. Organ biopsy is the preferred method, 
but this is expensive, painful and associated with significant risk and has inadequate 
sensitivity for focal rejection. 

Diagnostic nucleotide sets of the present invention can be developed and 
validated for use as diagnostic tests for transplant rejection and success. It is 
appreciated that the methods of identifying diagnostic nucleotide sets are applicable to 
any organ transplant population. For example, diagnostic nucleotide sets are 
developed for cardiac allograft rejection and success. In some cases, disease criteria 
correspond to acute stage rejection diagnosis based on organ biopsy and graded using 
the International Society for Heart and Lung Transplantation ("ISHLT") criteria. 
Other disease criteria correspond to information from the patient's medical history 
and information regarding the organ donor. Alternatively, disease criteria include the 
presence or absence of cytomegalovirus (CMV) infection, Epstein-Barr virus (EBV) 
infection, allograft dysfunction measured by physiological tests of cardiac function, 
(e.g., hemodynamic measurements from catheterization or echocardiograph data), and 
symptoms of other infections. Alternatively, disease criteria corresponds to 
therapeutic outcome, e.g. graft failure, re-transplantation, transplant vasculopathy, 
response to immunosuppressive medications, etc. Disease criteria may further 
correspond to a rejection episode of at least moderate histologic grade, which results 
in treatment of the patient with additional corticosteroids, anti-T cell antibodies, or 
total lymphoid irradiation; a rejection with histologic grade 2 or higher; a rejection 
with histologic grade <2; the absence of histologic rejection and normal or unchanged 
allograft function (based on hemodynamic measurements from catheterization or on 
echocardiographic data); the presence of severe allograft dysfunction or worsening 
allograft dysfunction during the study period (based on hemodynamic measurements 
from catheterization or on echocardiographic data).; documented CMV infection by 
culture, histology, or PCR, and at least one clinical sign or symptom of infection; 
specific graft biopsy rejection grades; rejection of mild to moderate histologic severity 
prompting augmentation of the patient's chronic immunosuppressive regimen; 
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rejection of mild to moderate severity with allograft dysfunction prompting 
plasmapheresis or a diagnosis of "humoral" rejection; infections other than CMV, 
especially infection with Epstein Barr virus (EBV); lymphoproliferative disorder (also 
called post-transplant lymphoma); transplant vasculopathy diagnosed by increased 
intimal thickness on intravascular ultrasound (IVUS), angiography, or acute 
myocardial infarction; graft failure or retransplantation; and all cause mortality. 
Further specific examples of clinical data useful as disease criteria are provided in 
Example 11. 

In another example, diagnostic nucleotide sets are developed and validated for 
use in treatment of kidney allograft rejection. Disease criteria correspond to, e.g., 
results of biopsy analysis for kidney allograft rejection, serum creatine level, and 
urinalysis results. Another disease criteria corresponds to the need for hemodialysis or 
other renal replacement therapy. Diagnostic nucleotide sets are developed and 
validated for use in diagnosis and treatment of bone marrow transplant rejection and 
liver transplant rejection, respectively. Disease criteria for bone marrow transplant 
rejection correspond to the diagnosis and monitoring of graft rejection and/or graft 
versus host disease. Disease criteria for liver transplant rejection include levels of 
serum markers for liver damage and liver function such as AST (aspartate 
aminotransferase), ALT (alanine aminotransferase), Alkaline phosphatase, GGT, 
(gamma-glutamyl transpeptidase) Bilirubin, Albumin and Prothrombin time. Further 
disease criteria correspond to hepatic encephalopathy, medication usage, ascites, and 
histological rejection on graft biopsy. In addition, urine can be utilized for at the 
target tissue for profiling in renal transplant, while biliary and intestinal and feces may 
be used favorably for hepatic or intestinal organ allograft rejection. 

Atherosclerosis and Stable Angina Pectoris 
. Over 50 million patients in the U.S. have atherosclerotic coronary artery 
disease (hereinafter, "CAD"), and it is of great importance to identify patients who 
will suffer complications from the disease. Atherosclerosis leads to progressive 
narrowing of the coronary arteries, which may lead to myocardial ischemia, which 
manifests as stable angina pectoris, or chest pain with exertion. In addition to chest 
pain, patients may also have shortness of breath (dyspnea), fatigue, nausea or other 
symptoms with exertion. Myocardial infarction (heart attack) and unstable angina are 
acute events associated with atherosclerosis. There is currently no way to accurately 
predict the occurrence of acute events in patients with atherosclerosis, however. 
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Although the presence of classic risk factors and arterial wall calcification (as 
assessed by CT scanning) is weakly correlated with the occurrence of acute coronary 
syndrome, the degree of artery stenosis (i.e. vessel occlusion as a result of 
atherosclerosis) correlates poorly with the occurrence of future acute events, as acute 
events occur more commonly in coronary arteries with 40-50% blockage than arteries 
that are 80-90% blocked. Coronary angiography can provide information about 
degree of coronary blockage, but is a poor tool for the measurement of disease 
activity and the prediction of the likelihood of acute events and other poor outcomes. 

Diagnostic nucleotide sets are developed and validated for use in diagnosis 
and monitoring of atherosclerosis, and in predicting the likelihood of complications, 
e.g. angina and myocardial infarction. Alternatively, or in addition, disease criteria' 
correspond to symptoms or diagnosis of disease progression, e.g. clinical result, of 
angiography indicating progressive narrowing of vessel lumens. In another aspect, 
diagnostic nucleotide sets are developed for use in predicting the likelihood of future 
acute events in patients suffering from atherosclerosis. Disease criteria correspond to 
retrospective data, for example a recent history of unstable angina or myocardial 
infarction. Disease criteria also correspond to prospective data, for example, the 
occurrence of unstable angina or myocardial infarction. In another case, disease 
criteria correspond to standard medical indicators of occurrence of an acute event, e.g. 
serum enzyme levels, electrocardiographic testing, chest pain, nuclear magnetic ' 
imaging, etc. 

Congestive Heart p a i w 

Congestive heart failure (hereinafter, "CHF") is a disease that affects 
increasing numbers of individuals. Without being bound by theory, it is believed that 
CHF is associated with systemic inflammation. Markers of systemic inflammation 
and serum cytokine levels such as erythrocyte sedimentation rate (ESR) and C- 
reactive protein (CRP) and serum cytokine levels are elevated (or altered) in patients 
with CHF, and elevation correlates with the severity and progression of the disease. 
Furthermore, serum catecholamine levels (epinephrine and norepinephrine) are also 
elevated in proportion to the severity of CHF, and may directly alter leukocyte 
expression patterns. Currently, echocardiography is the test primarily used to assess 
the severity of CHF and monitor progression of the disease. There are a number of 
drugs that are efficacious in treating CHF, such as beta-blockers and ACE inhibitors. 
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A leukocyte test with the ability to determine the rate of progression and the adequacy 

of therapy is of great interest. 

Diagnostic nucleotide sets are developed and validated for use in diagnosis 

and monitoring of progression and rate of progression (activity) of CHF. Disease 

criteria correspond to the results of echocardiography testing, which may indicate 

diagnosis of CHF or increasing severity of CHF as evidenced by worsening 

parameters for ventricular function, such as the ejection fraction, fractional 

shortening, wall motion or ventricular pressures. Alternatively, or in addition, disease 

criteria correspond to hospitalization for CHF, death, pulmonary edema, increased 

cardiac chamber dimensions on echocardiography or another imaging test, exercise 

testing of hemodynamic measurements, serial CRP, other serum markers, NYHA 

functional classes, quality of life measures, renal function, transplant listing, 

pulmonary edema, left ventricular assist device use, medication use and changes, and 

worsening of Ejection Fraction by echocardiography, angiography, MRJ, CT or 
i 

nuclear imaging.. In another aspect, disease criteria correspond to response to drug 
therapy, e.g. beta-blockers or ACE inhibitors. 
Risk factors for coronary artery disease 

The established and classic risks for the occurrence of coronary artery disease 
and complications of that disease are: cigarette smoking, diabetes, hypertension, 
hyperlipidemia and a family history of early atherosclerosis. Obesity, sedentary 
lifestyle, syndrome X, cocaine use, chronic hemodialysis and renal disease, radiation 
exposure, endothelial dysfunction, elevated plasma homocysteine, elevated plasma 
lipoprotein a, elevated CRP, infection with CMV and chlamydia infection are less 
well established, controversial, or putative risk factors for the disease. Risk factors 
are known to be associated with patient prognosis and outcome, but the contribution 
of each risk factor to the future clinical state of a patient is difficult to measure. The 
effect of risk factor modification (e.g., smoking cessation, treatment of 
hypercholesterolemia) on overall risk and future outcome is also difficult to quantify. 

Diagnostic nucleotide sets may be developed that correlate with these risk 
factors, or the sum of the risk factors for use in predicting occurrence of coronary 
artery disease. Disease criteria correspond to risk factors, as exemplified above, as 
well as to occurrence of coronary artery disease. Alternatively, or in addition, disease 
criteria corresponding to risk factors may contribute to a numerical weighted average, 
which itself may be treated as a disease criteria and may be used for correlation to 
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gene expression. In another aspect, risk factors may be modified in a patient, e.g. by 
behavioral change, or decrease cholesterol through chemotherapy in patients with 
hypocholesteremia. Disease criteria may further correspond to diagnosis of coronary 
disease. 

Restenosis 

Angioplasty can re-open a narrowed artery. However, the long-term success 
rate of these procedures is limited by restenosis, the re-narrowing of a coronary artery 
after an angioplasty. Currently, about 50% of treated arteries re-narrow after 
angioplasty and about 30% re-narrow after standard stent placement. Restenosis 
usually becomes apparent within 3 months of the angioplasty procedure. Presently, 
there is no reliable method for predicting which arteries will succumb to restenosis,' 
though small vessels tend to be more likely to re-narrow, as do vessels of diabetics,' 
renal patients and vessels exposed to high-pressure balloon inflation during balloon 
angioplasty. 

Diagnostic nucleotide sets are developed and validated to predict restenosis in 
patients before undergoing angioplasty or shortly thereafter. Disease criteria 
correspond to angiogram testing (diagnosis of restenosis) , as well as clinical 
symptoms of restenosis, e.g. chest pain due to re-narrowing of the artery, as 
confirmed by angiogram. Anti-restenotic drug therapy is also identified for each 
patient. The diagnostic nucleotide set are useful to identify patients about to undergo 
angioplasty who would benefit from stents, radiation-emitting stents, and anti- 
restenotic drug delivering stents. Patients that would benefit from post-angioplasty 
anti-restenotic drug therapy may also be identified. 

Rheumatoid Arthritis 

Rheumatoid arthritis (RA) effects about two million patients in the US and is a 
chronic and debilitating inflammatory arthritis, particularly involving pain and 
destruction of the joints. RA often goes undiagnosed because patients may have no 
pain, but the disease is actively destroying the joint. Other patients are known to have 
RA, and are treated to alleviate symptoms, but the rate of progression of joint 
destruction can't easily be monitored. Drug therapy is available, but the most 
effective medicines are toxic (e.g., steroids, methotrexate) and thus need to be used 
with caution. A new class of medications (TNF blockers) is very effective, but the 
drugs are expensive, have side effects, and not all patients respond. Side-effects are 
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common and include immune suppression, toxicity to organ systems, allergy and 
metabolic disturbances. 

Diagnostic nucleotide sets of the invention are developed and validated for use 
in diagnosis and treatment of RA. Disease criteria correspond to disease symptoms 
(e.g., joint pain, joint swelling and joint stiffiiess and any of the American College for 
Rheumatology criteria for the diagnosis of RA, see Arnett et al (1988) Arthr. Rheum. 
31:315-24), progression of joint destruction (e.g. as measured by serial hand 
radiographs, assessment of joint function and mobility), surgery, need for medication, 
additional diagnoses of inflammatory and non-inflammatory conditions, and clinical 
laboratory measurements including complete blood counts with differentials, CRP, 
ESR, ANA, Serum IL6, Soluble CD40 ligand, LDL, HDL, Anti-DNA antibodies, 
rheumatoid factor, C3, C4, serum creatinine. In addition, or alternatively, disease 
criteria correspond to response to drug therapy and presence or absence of side-effects 
or measures of improvement exemplified by the American College of Rheumatology 
"20%" and "50%" response/improvement rates. See Felson et al (1995) Arthr Rheum 
38:53 1-37. Diagnostic nucleotide setsare identified that monitor and predict disease 
progression including flaring (acute worsening of disease accompanied by joint pain 
or other symptoms), response to drug treatment and likelihood of side-effects. 

In addition to peripheral leukocytes, surgical specimens of rheumatoid joints 
can be used for leukocyte expression profiling experiments. Members of diagnostic 
nucleotide sets are candidates for leukocyte target nucleotide sequences, e.g. as a 
candidate drug target for rheumatoid arthritis. 

Systemic Lupus Ervthematosis (SLE) 

SLE is a chronic, systemic inflammatory disease characterized by 
dysregulation of the immune system, which effects up to 2 million patients in the US. 
Symptoms of SLE include rashes, joint pain, abnonnal blood counts, renal 
dysfunction and damage, infections, CNS disorders, arthralgias and autoimmunity. 
Patients may also have early onset atherosclerosis. 

Diagnostic nucleotide sets are identified and validated for use in diagnosis and 
monitoring of SLE activity and progression. Disease criteria correspond to clinical 
data, e.g. symptom rash, joint pain, malaise, rashes, blood counts (white and red), 
tests of renal function e.g. creatinine, blood urea nitrogen (hereinafter, "bun") creative 
clearance, data obtained from laboratory tests including complete blood counts with 
differentials, CRP, ESR, ANA, Serum IL6, Soluble CD40 ligand, LDL, HDL, Anti- 
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DNA antibodies, rheumatoid factor, C3, C4, serum creatinine and any medication 
levels, the need for pain medications, cumulative doses or immunosuppressive 
therapy, symptoms or any manifestation of carotid atherosclerosis (e.g. ultrasound 
diagnosis or any other manifestations of the disease), data from surgical procedures 
such as gross operative findings and pathological evaluation of resected tissues and 
biopsies (e.g., renal, CNS), information on pharmacological therapy and treatment 
changes, clinical diagnoses of disease "flare", hospitalizations, death, quantitative 
joint exams, results from health assessment questionnaires (HAQs), and other clinical 
measures of patient symptoms and disability. In addition, disease criteria correspond 
to the clinical score known as SLEDAI (Bombadier C, Gladman DD, Urowitz MB, 
Caron D, Chang CH and the Committee on Prognosis Studies in SLE: Derivation of 
the SLEDAI for Lupus Patients. Arthritis Rheum 35:630-640,1992.). Diagnostic 
nucleotide sets maybe useful for diagnosis of SLE, monitoring disease progression 
including progressive renal dysfunction, carotid atherosclerosis and CNS dysfunction, 
and predicting occurrence of side-effects, for example. 
Dermatomvositis/Poly myngitic 

Dermatomyositis/Polymyositis is an autoimmune/inflammatory disease of 
muscle and skin. Disease criteria correspond to clinical markers of muscle damage 
(e.g. creatine kinase or myoglobin), muscle strength, symptoms, skin rash or muscle 
biopsy results. 

Diabetes 

Insulin dependent (type I) diabetes is caused by an autoimmune attack of 
insulin producing cells in the pancreas. The disease does not manifest until greater 
than 90% of the insulin producing cells are destroyed. Diagnostic nucleotide sets are 
developed and validated for use in detecting diabetes before it is clinically evident 
Disease criteria correspond to future occurrence of diabetes, glucose tolerance, serum 
glucose level, and levels of hemoglobin Ale or other markers. 

Inflammatory Bowel Dis ease (Crohn's and Ulcerative Colitis 
Inflammatory Bowel Disease, e.g., Crohn's Disease and Ulcerative Colitis, are 
chronic inflammatory diseases of the intestine. Together they effect at least 1 milhon 
m the US. Currently, diagnosis and monitoring is accomplished by intestinal 
endoscopy with or without a biopsy. Steroids and other immune suppressing drugs 
are useful in treating these diseases, but these drugs cause toxicity and severe side- 
effects. Diagnostic nucleotide sets are developed for use in diagnosis and monitoring 
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of disease progression. Disease criteria correspond to clinical criteria, e.g. symptoms 
of abdominal or pelvic pain, diarrhea, fever and rectal bleeding. Alternatively, or in 
addition, disease criteria correspond to endoscopy results or bowel biopsy results. 
Osteoarthritis 

20-40 million patients in the US have osteoarthritis. Patient groups are 
heterogeneous, with a subset of patients having earlier onset, more aggressive joint 
damage, involving more inflammation (leukocyte infiltration) leukocyte diagnostics 
can be used to distinguish osteoarthritis from rheumatoid arthritis, define likelihood 
and degree of response to NSAID therapy (non-steroidal anti-inflammatory drugs). 
Rate of progression of joint damage can also be assessed. Diagnostic nucleotide sets 
may be developed for use in selection and titration of treatment therapies. Disease 
criteria correspond to response to therapy,, and disease progression using certain 
therapies, need for joint surgery, joint pain and disability. 

Asthma 

Asthma is a chronic inflammatory disease of the lungs. Clinical symptoms 
include chronic or acute airflow obstruction. Patients are treated with inhaled steroids 
or bronchodilators or systemic steroids and other medication, and disease progression 
is monitored clinically using a peak air flow meter or formal pulmonary function tests. 
Even with these tests, it is difficult to predict which patients are at highest risk for 
acute worsening of airway obstruction (an "asthma attack"). Diagnostic nucleotide 
sets are developed for use in predicting likelihood of acute asthma attacks, and for use 
in choosing and titrating drug therapy. Disease criteria correspond to pulmonary 
function testing, peak flow meter measurements, ER visits, inhaler use, subjective 
patient assessment of response to therapy, hospitalization and need for steroids. 

Other inflammatory diseases: 

Other inflammatory disease suitable for development and use of diagnostic 
nucleotide sets are polymyalgia rheumatica, temporal arteritis, polyarteritis nodosa, 
Wegener's granulomatosis, Whipple's disease, heterotopic ossification, Periprosthetic 
Osteolysis, Sepsis/ARDS, scleroderma, Grave's disease, Hashimoto's thyroiditis, 
psoriasis numerous others (See Table 1). 

Viral diseases 

Diagnostic leukocyte nucleotide sets may be developed and validated for use 
in diagnosing viral disease. In another aspect, viral nucleotide sequences maybe 
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added to a leukocyte nucleotide set for use in diagnosis of viral diseases. 
Alternatively, viral nucleotide sets and leukocyte nucleotides sets may be used 
sequentially. 

Epstein-Barr virus fEBV) 

EBV causes a variety of diseases such as mononucleosis, B-cell lymphoma, 
and pharyngeal carcinoma. It infects mononuclear cells and circulating atypical 
lymphocytes are a common manifestation of infection. Peripheral leukocyte gene 
expression is altered by infection. Transplant recipients and patients who are 
immunosuppressed are at increased risk for EBV-associated lymphoma. 

Diagnostic nucleotide sets may be developed and validated for use in 
diagnosis and monitoring of EBV. In one aspect, the diagnostic nucleotide set is a 
leukocyte nucleotide set. Alternatively, EBV nucleotide sequences are added to a 
leukocyte nucleotide set, for use in diagnosing EBV. Disease criteria correspond with 
diagnosis of EBV, and, in patients who are EBV-sero-positive, presence (or 
prospective occurrence ) of EBV-related illnesses such as mononucleosis, and EBV- 
associated lymphoma. Diagnostic nucleotide sets are useful for diagnosis of EBV, 
and prediction of occurrence of EBV-related illnesses. 

Cytomegalovirus (CMV) 

Cytomegalovirus cause inflammation and disease in almost any tissue, 
particularly the colon, lung, bone marrow and retina, and is a very important cause of 
disease in immunosuppressed patients, e.g. transplant, cancer, AIDS. Many patients 
are infected with or have been exposed to CMV, but not all patients develop clinical 
disease from the virus. Also, CMV negative recipients of allografts that come from 
CMV positive donors are at high risk for CMV infection. As immunosuppressive 
drugs are developed and used, it is increasingly important to identify patients with 
current or impending clinical CMV disease, because the potential benefit of 
immunosuppressive therapy must be balanced with the increased rate of clinical CMV 
infection and disease that may result from the use of immunosuppression therapy. 
CMV may also play a role in the occurrence of atherosclerosis or restenosis after 
angioplasty. 

Diagnostic nucJeotide sets are developed for use in diagnosis and monitoring 
of CMV infection or re-activation of CMV infection. In one aspect, the diagnostic 
nucleotide set is a leukocyte nucleotide set. In another aspect, CMV nucleotide 
sequences are added to a leukocyte nucleotide set, for use in diagnosing CMV. 
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Disease criteria correspond to diagnosis of CMV (e.g., sero-positive state) and 
presence of clinically active CMV. Disease criteria may also correspond to 
prospective data, e.g. the likelihood that CMV will become clinically active or 
impending clinical CMV infection. Antiviral medications are available and 
diagnostic nucleotide sets can be used to select patients for early treatment, chronic 
suppression or prophylaxis of CMV activity. 
Hepatitis B and C 

These chronic viral infections affect about 1.25 and 2.7 million patients in the 
US, respectively. Many patients are infected, but suffer no clinical manifestations. 
Some patients with infection go on to suffer from chronic liver failure, cirrhosis and 
hepatic carcinoma. 

Diagnostic nucleotide sets are developed for use in diagnosis and monitoring 
of HBV or HCV infection. In one aspect, the diagnostic nucleotide set is a leukocyte 
nucleotide set. In another aspect, viral nucleotide sequences are added to a leukocyte 
nucleotide set, for use in diagnosing the virus and monitoring progression of liver 
disease. Disease criteria correspond to diagnosis of the virus (e.g., sero-positive state 
or other disease symptoms). Alternatively, disease criteria correspond to liver 
damage, e.g., elevated alkaline phosphatase, ALT, AST or evidence of ongoing 
hepatic damage on liver biopsy. Alternatively, disease criteria correspond to serum 
liver tests (AST, ALT, Alkaline Phosphatase, GGT, PT, bilirubin), liver biopsy, liver 
ultrasound, viral load by serum PCR, cirrhosis, hepatic cancer, need for 
hospitalization or listing for liver transplant. Diagnostic nucleotide sets are used to 
diagnose HBV and HCV, and to predict likelihood of disease progression. Antiviral 
therapeutic usage, such as Interferon gamma and Ribavirin, can also be disease 
criteria. 

HIV 

HIV infects T cells and certainly causes alterations in leukocyte expression. 
Diagnostic nucleotide sets are developed for diagnosis and monitoring of HIV. In one 
aspect, the diagnostic nucleotide set is a leukocyte nucleotide set. In another aspect, 
viral nucleotide sequences are added to a leukocyte nucleotide set, for use in 
diagnosing the virus. Disease criteria correspond to diagnosis of the virus (e.g., sero- 
positive state). In addition, disease criteria correspond to viral load, CD4 T cell 
counts, opportunistic infection, response to antiretroviral therapy, progression to 
AIDS, rate of progression and the occurrence of other HIV related outcomes (e.g., 
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malignancy, CNS disturbance). Response to antiretrovirals may also be disease 
criteria. 

Pharmacogenomics 

Pharmocogenomics is the study of the individual propensity to respond to a 
particular drug therapy (combination of therapies). In this context, response can mean 
whether a particular drug will work on a particular patient, e.g. some patients respond 
to one drug but not to another drug. Response can also refer to the likelihood of 
successful treatment or the assessment of progress in treatment. Titration of drug 
therapy to a particular patient is also included in this description, e.g. different 
patients can respond to different doses of a given medication. This aspect may be 
important when drugs with side-effects or interactions with other drug therapies are 
contemplated. 

Diagnostic nucleotide sets are developed and validated for use in assessing 
whether a patient will respond to a particular therapy and/or monitoring response of a 
patient to drug therapy(therapies). Disease criteria correspond to presence or absence 
of clinical symptoms or clinical endpoints, presence of side-effects or interaction with 
other drug(s). The diagnostic nucleotide set may further comprise nucleotide 
sequences that are targets of drug treatment or markers of active disease. 

Validation and accuracy of diagnostic nucleotide set using correlation analysis 
Prior to widespread application of the diagnostic probe sets of the invention, 
the predictive value of the probe set is validated. 

Typically, the oligonucleotide sequence of each probe is confirmed, e.g. by 
DNA sequencing using an oligonucleotide-specific primer. Partial sequence obtained 
is generally sufficient to confirm the identity of the oligonucleotide probe. 
Alternatively, a complementary polynucleotide is fluorescently labeled and 
hybridized to the array, or to a different array containing a resynthesized version of 
the oligo nucleotide probe, and detection of the correct probe is confirmed. 

Typically, validation is performed by statistically evaluating the accuracy of 
the correspondence between the molecular signature for a diagnostic probe set and a 
selected indicator. For example, the expression differential for a nucleotide sequence 
between two subject classes can be expressed as a simple ratio of relative expression. 
The expression of the nucleotide sequence in subjects with selected indicator can be 
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compared to the expression of that nucleotide sequence in subjects without the 
indicator, as described in the following equations. 

EE x ai/N = E X A the average expression of nucleotide sequence x in the 
members of group A; 

EE x bi/M = E X B the average expression of nucleotide sequence x in the 
members of group B; 

E X A/ ExB =AE X AB the average differential expression of nucleotide sequence 
x between groups A 

andB: 

where £ indicates a sum; Ex is the expression of nucleotide sequence x 
relative to a standard; ai are the individual members of group A, group A has N 
members; bi are the individual members of group B, group B has M members. 

The expression of at least two nucleotide sequences, e.g., nucleotide sequence 
X and nucleotide sequence Y are measured relative to a standard in at least one 
subject of group A (e.g., with a disease) and group B (e.g., without the disease). 
Ideally, for purposes of validation the indicator is independent from (i.e., not assigned 
based upon) the expression pattern. Alternatively, a minimum threshold of gene 
expression for nucleotide sequences X and Y, relative to the standard, are designated 
for assignment to group A. For nucleotide sequence x, this threshold is designated 
AEx, and for nucleotide sequence y, the threshold is designated AEy. 

The following formulas are used in the calculations below: 

Sensitivity = (true positives/true positives + false negatives) 
Specificity = (true negatives/true negatives + false positives) 

If, for example, expression of nucleotide sequence x above a threshold: x > 
AEx, is observed for 80/100 subjects in group A and for 10/100 subjects in group B, 
the sensitivity of nucleotide sequence x for the assignment to group A, at the given 
expression threshold AEx, is 80%, and the specificity is 90%. 

If the expression of nucleotide sequence y is > AEy in 80/100 subjects in 
group A, and in 10/100 subjects in group B, then, similarly the sensitivity of 
nucleotide sequence y for the assignment to group A at the given threshold AEy is 
80% and the specificity is 90%. If in addition, 60 of the 80 subjects in group A that 
meet the expression threshold for nucleotide sequence y also meet the expression 
threshold AEx and that 5 of the 10 subjects in group B that meet the expression 
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threshold for nucleotide sequence y also meet the expression threshold AEx, the 
sensitivity of the test (x>AEx and y>AEy)for assignment of subjects to group A is 
60% and the specificity is 95%. 

Alternatively, if the criteria for assignment to group A are change to: 
Expression of x > AEx or expression of y > AEy, the sensitivity approaches 100% and 
the specificity is 85%. 

Clearly, the predictive accuracy of any diagnostic probe set is dependent on 
the minimum expression threshold selected. The expression of nucleotide sequence X 
(relative to a standard) is measured in subjects of groups A (with disease) and B 
(without disease). The minimum threshold of nucleotide sequence expression for x, 
required for assignment to group A is designated AEx 1 . 

If 90/100 patients in group A have expression of nucleotide sequence x > AEx 
1 and 20/100 patients in group B have expression of nucleotide sequence x > AEx 1, 
then the sensitivity of the expression of nucleotide sequence x (using AEx 1 as a 
minimum expression threshold) for assignment of patients to group A will be 90% 
and the specificity will be 80%. 

Altering the minimum expression threshold results in an alteration in the 
specificity and sensitivity of the nucleotide sequences in question. For example, if the 
minimum expression threshold of nucleotide sequence x for assignment of subjects to 
group A is lowered to AEx 2, such that 100/100 subjects in group A and 40/100 
subjects in group B meet the threshold, then the sensitivity of the test for assignment 
of subjects to group A will be 100% and the specificity will be 60%. 

Thus, for 2 nucleotide sequences X and Y: the expression of nucleotide 
sequence x and nucleotide sequence y (relative to a standard) are measured in subjects 
belonging to groups A (with disease) and B (without disease). Minimum thresholds 
of nucleotide sequence expression for nucleotide sequences X and Y (relative to 
common standards) are designated for assignment to group A. For nucleotide 
sequence x, this threshold is designated AExl and for nucleotide sequence y, this 
threshold is designated AEyl. 

If in group A, 90/100 patients meet the minimum requirements of expression 
AExl and AEyl, and in group B, 1 0/100 subjects meet the minimum requirements of 
expression AExl and AEyl, then the sensitivity of the test for assignment of subjects 
to group A is 90% and the specificity is 90%. 
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Increasing the minimum expression thresholds for X and Y to AEx2 and 
AEy2, such that in group A, 70/100 subjects meet the minimum requirements of 
expression AEx2 and AEy2, and in group B, 3/100 subjects meet the minimum 
requirements of expression AEx2 and AEy2. Now the sensitivity of the test for 
assignment of subjects to group A is 70% and the specificity is 97%. 

If the criteria for assignment to group A is that the subject in question meets 
either threshold, AEx2 or AEy2, and it is found that 100/100 subjects in group A meet 
the criteria and 20/100 subjects in group B meet thexriteria, then the sensitivity of the 
test for assignment to group A is 100% and the specificity is 80%. 

Individual components of a diagnostic probe set each have a defined 
sensitivity and specificity for distinguishing between subject groups. Such individual 
nucleotide sequences can be employed in concert as a diagnostic probe set to increase 
the sensitivity and specificity of the evaluation. The database of molecular signatures 
is queried by algorithms to identify the set of nucleotide sequences (i.e., 
corresponding to members of the probe set) with the highest average differential 
expression between subject groups. Typically, as the number of nucleotide sequences 
in the diagnostic probe set increases, so does the predictive value, that is, the 
sensitivity and specificity of the probe set. When the probe sets are defined they may 
be used for diagnosis and patient monitoring as discussed below. The diagnostic 
sensitivity and specificity of the probe sets for the defined use can be determined for a 
given probe set with specified expression levels as demonstrated above. By altering 
the expression threshold required for the use of each nucleotide sequence as a 
diagnostic, the sensitivity and specificity of the probe set can be altered by the 
practitioner. For example, by lowering the magnitude of the expression differential 
threshold for each nucleotide sequence in the set, the sensitivity of the test will 
increase, but the specificity will decrease. As is apparent from the foregoing 
discussion, sensitivity and specificity are inversely related and the predictive accuracy 
of the probe set is continuous and dependent on the expression threshold set for each 
nucleotide sequence. Although sensitivity and specificity tend to have an inverse 
relationship when expression thresholds are altered, both parameters can be increased 
as nucleotide sequences with predictive value are added to the diagnostic nucleotide 
set. In addition a single or a few markers may not be reliable expression markers 
across a population of patients. This is because of the variability in expression and 
measurement of expression that exists betweenmeasurements, individuals and 
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individuals over time. Inclusion of a large number of candidate nucleotide sequences 
or large numbers of nucleotide sequences in a diagnostic nucleotide set allows for this 
variability as not all nucleotide sequences need to meet a threshold for diagnosis. 
Generally, more markers are better than a single marker. If many markers are used to 
make a diagnosis, the likelihood that all expression markers will not meet some 
thresholds based upon random variability is low and thus the test will give fewer false 
negatives. 

It is appreciated that the desired diagnostic sensitivity and specificity of the 
diagnostic nucleotide set may vary depending on the intended use of the set. For 
example, in certain uses, high specificity and high sensitivity are desired. For 
example, a diagnostic nucleotide set for predicting which patient population may 
experience side effects may require high sensitivity so as to avoid treating such 
patients. In other settings, high sensitivity is desired, while reduced specificity may 
be tolerated. For example, in the case of a beneficial treatment with few side effects, 
it may be important to identify as many patients as possible (high sensitivity) who will 
respond to the drug, and treatment of some patients who will not respond is tolerated. 
In other settings, high specificity is desired and reduced sensitivity may be tolerated. 
For example, when identifying patients for an early-phase clinical trial, it is important 
to identify patients who may respond to the particular treatment. Lower sensitivity is 
tolerated in this setting as it merely results in reduced patients who enroll in the study 
or requires that more patients are screened for enrollment. 

Methods of using diagnostic nucleotide sets. 

The invention also provide methods of using the diagnostic nucleotide sets to: 
diagnose disease; assess severity of disease; predict future occurrence of disease; 
predict future complications of disease; determine disease prognosis; evaluate the 
patient's risk, or "stratify" a group of patients; assess response to current drug 
therapy; assess response to current non-pharmacological therapy; determine the most 
appropriate medication or treatment for the patient; predict whether a patient is likely 
to respond to a particular drug; and determine most appropriate additional diagnostic 
testing for the patient, among other clinically and epidemiologically relevant 
applications. 

The nucleotide sets of the invention can be utilized for a variety of purposes 
by physicians, healthcare workers, hospitals, laboratories, patients, companies and 
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other institutions. As indicated previously, essentially any disease, condition, or 
status for which at least one nucleotide sequence is differentially expressed in 
leukocyte populations (or sub-populations) can be evaluated, e.g., diagnosed, 
monitored, etc. using the diagnostic nucleotide sets and methods of the invention. In 
addition to assessing health status at an individual level, the diagnostic nucleotide sets 
of the present invention are suitable for evaluating subjects at a "population level," 
e.g., for epidemiological studies, or for population screening for a condition or 
disease. 

Collection and preparation of sample 

RNA, protein and/or DNA is prepared using methods well-known in the art, as 
further described herein. It is appreciated that subject samples collected for use in the 
methods of the invention are generally collected in a clinical setting, where delays 
may be introduced before RNA samples are prepared from the subject samples of 
whole blood, e.g. the blood sample may not be promptly delivered to the clinical lab 
for further processing. Further delay may be introduced in the clinical lab setting 
where multiple samples are generally being processed at any given time. For this 
reason, methods which feature lengthy incubations of intact leukocytes at room 
temperature are not preferred, because the expression profile of the leukocytes may 
change during this extended time period. For example, RNA can be isolated from 
whole blood using a phenol/guanidine isothiocyanate reagent or another direct whole- 
blood lysis method, as described in, e.g., U.S. Patent Nos. 5,346,994 and 4,843,155. 
This method may be less preferred under certain circumstances because the large 
majority of the RNA recovered from whole blood RNA extraction comes from 
erythrocytes since these cells outnumber leukocytes 1000:1. Care must be taken to 
ensure that the presence of erythrocyte RNA and protein does not introduce bias in the 
RNA expression profile data or lead to inadequate sensitivity or specificity of probes, 

Alternatively, intact leukocytes may be collected from whole blood using a 
lysis buffer that selectively lyses erythrocytes, but not leukocytes, as described, e.g., 
in (U.S. Patent Nos. 5,973,137, and 6,020,186). Intact leukocytes are then collected 
by centrifugatiori, and leukocyte RNA is isolated using standard protocols, as 
described herein. However, this method does not allow isolation of sub-populations 
of leukocytes, e.g. mononuclear cells, which may be desired. In addition, the 
expression profile may change during the lengthy incubation in lysis buffer, especially 
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in a busy clinical lab where large numbers of samples are being prepared at any given 
time. 

Alternatively, specific leukocyte cell types can be separated using density 
gradient reagents (Boyum, A, 1968.). For example, mononuclear cells may be 
separated from whole blood using density gradient centrifiigation, as described, e.g., 
in U.S. Patents Nos. 4190535, 4350593, 4751001, 4818418, and 5053134. Blood is 
drawn directly into a tube containing an anticoagulant and a density reagent (such as 
Ficoll or Percoll). Centrifiigation of this tube results in separation of blood into an 
erythrocyte and granulocyte layer, a mononuclear cell suspension, and a plasma layer. 
The mononuclear cell layer is easily removed and the cells can be collected by 
centrifiigation, lysed, and frozen. Frozen samples are stable until RNA can be 
isolated. Density centrifiigation, however, must be conducted at room temperature, 
and if processing is unduly lengthy, such as in a busy clinical lab, the expression 
profile may change. 

The quality and quantity of each clinical RNA sample is desirably checked 
before amplification and labeling for array hybridization, using methods known in the 
art. For example, one microliter of each sample may be analyzed on a Bioanalyzer 
(Agilent 2100 Palo Alto, CA. USA) using an RNA 6000 nano LabChip (Caliper, 
Mountain View, CA. USA). Degraded RNA is identified by the reduction of the 28S 
to 18S ribosomal RNA ratio and/or the presence of large quantities of RNA in the 25- 
100 nucleotide range. 

It is appreciated that the RNA sample for use with a diagnostic nucleotide set 
may be produced from the same or a different cell population, sub-population and/or 
cell type as used to identify the diagnostic nucleotide set. For example, a diagnostic 
nucleotide set identified using RNA extracted from mononuclear cells may be suitable 
for analysis of RNA extracted from whole blood or mononuclear cells, depending on 
the particular characteristics of the members of the diagnostic nucleotide set. 
Generally, diagnostic nucleotide sets must be tested and validated when used with 
RNA derived from a different cell population, sub-population or cell type than that 
used when obtaining the diagnostic gene set. Factors such as the cell-specific gene 
expression of diagnostic nucleotide set members, redundancy of the information 
provided by members of the diagnostic nucleotide set, expression level of the member 
of the diagnostic nucleotide set, and cell-specific alteration of expression of a member 
of the diagnostic nucleotide set will contribute to the usefulness of using a different 
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RNA source than that used when identifying the members of the diagnostic nucleotide 
set. It is appreciated that it may be desirable to assay RNA derived from whole blood, 
obviating the need to isolate particular cell types from the blood. 

Rapid method of RNA extraction suitable for production in a clinical setting of 
high quality RNA for expression profiling 

In a clinical setting, obtaining high quality RNA preparations suitable for 
expression profiling, from a desired population of leukocytes poses certain technical 
challenges, including: the lack of capacity for rapid, high-throughput sample 
processing in the clinical setting, and the possibility that delay in processing (in a 
busy lab or in the clinical setting) may adversely affect RNA quality, e.g. by a 
permitting the expression profile of certain nucleotide sequences to shift. Also, use of 
toxic and expensive reagents, such as phenol, may be disfavored in the clinical setting 
due to the added expense associated with shipping and handling such reagents. 

A useful method for RNA isolation for leukocyte expression profiling would 
allow the isolation of monocyte and lymphocyte RNA in a timely manner, while 
preserving the expression profiles of the cells, and allowing inexpensive production of 
reproducible high-quality RNA samples. Accordingly, the invention provides a 
method of adding inhibitor(s) of RNA transcription and/or inhibitors) of protein 
synthesis, such that the expression profile is "frozen" and RNA degradation is 
reduced. A desired leukocyte population or sub-population is then isolated, and the 
sample may be frozen or lysed before further processing to extract the RNA. Blood is 
drawn from subject population and exposed to ActinomycinD (to a final 
concentration of 10 ug/ml) to inhibit transcription, and cycloheximide (to a final 
concentration of 10 ug/ml) to inhibit protein synthesis. The inhibitor(s) can be 
injected into the blood collection tube in liquid form as soon as the blood is drawn, or 
the tube can be manufactured to contain either lyophilized inhibitors or inhibitors that 
are in solution with the anticoagulant. At this point, the blood sample can be stored at 
room temperature until the desired leukocyte population or sub-population is isolated, 
as described elsewhere. RNA is isolated using standard methods, e.g., as described 
above, or a cell pellet or extract can be frozen until further processing of RNA is 
convenient. 
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The invention also provides a method of using a low-temperature density 
gradient for separation of a desired leukocyte sample. In another embodiment, the 
invention provides the combination of use of a low-temperature density gradient and 
the use of transcriptional and/or protein synthesis inhibitors). A desired leukocyte 
population is separated using a density gradient solution for cell separation that 
maintains the required density and viscosity for cell separation at 0-4°C. Blood is 
drawn into a tube containing this solution and may be refrigerated before and during 
processing as the low temperatures slow cellular processes and minimize expression 
profile changes. Leukocytes are separated, and RNA is isolated using standard 
methods. Alternately, a cell pellet or extract is frozen until further processing of RNA 
is convenient. Care must be taken to avoid rewarming the sample during further 
processing steps. 

Alternatively, the invention provides a method of using low-temperature 
density gradient separation, combined with the use of actinomycin A and 
cyclohexamide, as described above. 

Assessing expression for diagnostics 

Expression profiles for the set of diagnostic nucleotide sequences in a subject 
sample can be evaluated by any technique that determines the expression of each 
component nucleotide sequence. Methods suitable for expression analysis are known 
in the art, and numerous examples are discussed in the Sections titled "Methods of 
obtaining expression data" and "high throughput expression Assays", above. 

In many cases, evaluation of expression profiles is most efficiently, and cost 
effectively, performed by analyzing RNA expression. Alternatively, the proteins 
encoded by each component of the diagnostic nucleotide set are detected for 
diagnostic purposes by any technique capable of determining protein expression, e.g., 
as described above. Expression profiles can be assessed in subject leukocyte sample 
using the same or different techniques as those used to identify and validate the 
diagnostic nucleotide set. For example, a diagnostic nucleotide set identified as a 
subset of sequences on a cDNA microarray can be utilized for diagnostic (or 
prognostic, or monitoring, etc.) purposes on the same array from which they were 
identified. Alternatively, the diagnostic nucleotide sets for a given disease or 
condition can be organized onto a dedicated sub-array for the indicated purpose. It is 
important to note that if diagnostic nucleotide sets are discovered using one 
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technology, e.g. RNA expression profiling, but applied as a diagnostic using another 
technology, e.g. protein expression profiling, the nucleotide sets must generally be 
validated for diagnostic purposes with the new technology. In addition, it is 
appreciated that diagnostic nucleotide sets that are developed for one use, e.g. to 
diagnose a particular disease, may later be found to be useful for a different 
application, e.g. to predict the likelihood that the particular disease will occur. 
Generally, the diagnostic nucleotide set will need to be validated for use in the second 
circumstance. As discussed herein, the sequence of diagnostic nucleotide set 
members may be amplified from RNA or cDNA using methods known in the art 
providing specific amplification of the nucleotide sequences. 

Identification of novel nucleotide sequences that are differentially expressed in 
leukocytes 

Novel nucleotide sequences that are differentially expressed in leukocytes are 
also part of the invention. Previously unidentified open reading frames may be 
identified in a library of differentially expressed candidate nucleotide sequences, as 
described above, and the DNA and predicted protein sequence may be identified and 
characterized as noted above. We identified unnamed (not previously described as 
corresponding to a gene, or an expressed gene) nucleotide sequences in the our 
candidate nucleotide library, depicted in Table 3 A, 3B and the sequence listing. 
Accordingly, further embodiments of the invention are the isolated nucleic acids 
described in Tables 3 A and 3B, and in the sequence listing. The novel differentially 
expressed nucleotide sequences of the invention are useful in the diagnostic 
nucleotide set of the invention described above, and are further useful as members of 
a diagnostic nucleotide set immobilized on an array. The novel partial nucleotide 
sequences may be further characterized using sequence tools and publically or 
privately accessible sequence databases, as is well known in the art: Novel 
differentially expressed nucleotide sequences may be identified as disease target 
nucleotide sequences, described below. Novel nucleotide sequences may also be used 
as imaging reagent, as further described below. 

As used herein, "novel nucleotide sequence" refers to (a) a nucleotide 
sequence containing at least one of the DNA sequences disclosed herein (as shown in 
FIGS. Table 3A, 3B and the sequence listing); (b) any DNA sequence that encodes 
the amino acid sequence encoded by the DNA sequences disclosed herein; (c) any 
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DNA sequence that hybridizes to the complement of the coding sequences disclosed 
herein, contained within the coding region of the nucleotide sequence to which the 
DNA sequences disclosed herein (as shown in Table 3A, 3B and the sequence listing) 
belong, under highly stringent conditions, e.g., hybridization to filter-bound DNA in 
0.5 M NaHP0 4 , 7% sodium dodecyl sulfate (SDS), 1 mM EDTA at 65° C, and 
washing in 0.1XSSC/0.1% SDS at 68° C. (Ausubel F. M. et al., eds., 1989, Current 
Protocols in Molecular Biology, Vol. I, Green Publishing Associates, Inc., and John 
Wiley & sons, Inc., New York, at p. 2.10.3), (d) any DNA sequence that hybridizes to 
the complement of the coding sequences disclosed herein, (as shown in Table 3A, 3B 
and the sequence listing) contained within the coding region of the nucleotide 
sequence to which DNA sequences disclosed herein (as shown in TABLES 3A, 3B 
and the sequence listing) belong, under less stringent conditions, such as moderately 
stringent conditions, e.g., washing in 0.2XSSC/0.1% SDS at 42°C. (Ausubel et al., 
1989, supra), yet which still encodes a functionally equivalent gene product; and/or 
(e) any DNA sequence that is at least 90% identical, at least 80% identical or at least 
70% identical to the coding sequences disclosed herein (as shown in TABLES 3A, 3B 
and the sequence listing), wherein % identity is determined using standard algorithms 
known in the art. 

The invention also includes nucleic acid molecules, preferably DNA 
molecules, that hybridize to, and are therefore the complements of, the DNA 
sequences (a) through (c), in the preceding paragraph. Such hybridization conditions 
may be highly stringent or less highly stringent, as described above. In instances 
wherein the nucleic acid molecules are deoxyoligonucleotides ("oligos"), highly 
stringent conditions may refer, e.g., to washing in 6xSSC/0.05% sodium 
pyrophosphate at 37°C. (for 14-base oligos), 48°C. (for 17-base oligos), 55°C. (for 
20-base oligos), and 60°C. (for 23-base oligos). These nucleic acid molecules may 
act as target nucleotide sequence antisense molecules, useful, for example, in target 
nucleotide sequence regulation and/or as antisense primers in amplification reactions 
of target nucleotide sequence nucleic acid sequences. Further, such sequences may be 
used as part of ribozyme and/or triple helix sequences, also useful for target 
nucleotide sequence regulation. Still further, such molecules may be used as 
components of diagnostic methods whereby the presence of a disease-causing allele, 
may be detected. 
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The invention also encompasses (a) DNA vectors that contain any of the 
foregoing coding sequences and/or their complements (i.e., antisense); (b) DNA 
expression vectors that contain any of the foregoing coding sequences operatively 
associated with a regulatory element that directs the expression of the coding 
sequences; and (c) genetically engineered host cells that contain any of the foregoing 
coding sequences operatively associated with a regulatory element that directs the 
expression of the coding sequences in the host cell. As used herein, regulatory 
elements include but are not limited to inducible and non-inducible promoters, 
enhancers, operators and other elements known to those skilled in the art that drive 
and regulate expression. The invention includes fragments of any of the DNA 
sequences disclosed herein. Fragments of the DNA sequences may be at least 5, at 
least 10, at least 15, at least 19 nucleotides, at least 25 nucleotides, at least 50 
nucleotides, at least 100 nucleotides, at least 200, at least 500, or larger. 

In addition to the nucleotide sequences described above, homologues of such 
sequences, as may, for example be present in other species, may be identified and 
may be readily isolated, without undue experimentation, by molecular biological 
techniques well known in the art, as well as use of gene analysis tools described 
above, and e.g., in Example 4. Further, there may exist nucleotide sequences at other 
genetic loci within the genome that encode proteins which have extensive homology 
to one or more domains of such gene products. These nucleotide sequences may also 
be identified via similar techniques. 

For example, the isolated differentially expressed nucleotide sequence may be 
labeled and used to screen a cDNA library constructed from mRNA obtained from the 
organism of interest. Hybridization conditions will be of a lower stringency when the 
cDNA library was derived from an organism different from the type of organism from 
which the labeled sequence was derived. Alternatively, the labeled fragment may be 
used to screen a genomic library derived from the organism of interest, again, using 
appropriately stringent conditions. Such low stringency conditions will be well 
known to those of skill in the art, and will vary predictably depending on the specific 
organisms from which the library and the labeled sequences are derived. For guidance 
regarding such conditions see, for example, Sambrook et al, 1989, Molecular 
Cloning, A Laboratory Manual, Cold Springs Harbor Press, N.Y.; and Ausubel et al., 
1989, Current Protocols in Molecular Biology, Green Publishing Associates and 
Wiley Interscience, N.Y. 
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Novel nucleotide products include those proteins encoded by the novel 
nucleotide sequences described, above. Specifically, novel gene products may 
include polypeptides encoded by the novel nucleotide sequences contained in the 
codmg regions of the nucleotide sequences to which DNA sequences disclosed herein 
(m TABLES 3A, 3B and the sequence listing). 

In addition, novel protein products of novel nucleotide sequences may include 
protems that represent functionally equivalent gene products. Such an equivalent 
novel gene product may contain deletions, additions or substitutions of amino acid 
resxdues within the amino acid sequence encoded by the novel nucleotide sequences 
described, above, but which result in a silent change, thus producing a functionally 
equrvalent novel nucleotide sequence product. Amino acid substitutions may be made 
on the basis of similarity in polarity, charge, solubility, hydrophobic^ 
hydrophihcity, and/or the amphipathic nature of the residues involved. 

For example, nonpolar (hydrophobic) amino acids include alanine, leucine 
isoleucme, valine, proline, phenylalanine, tryptophan, and methionine; polar neutral 
ammo acids include glycine, serine, threonine, cysteine, tyrosine, asparagine, and 
glutamine; positively charged (basic) amino acids include arginine, lysine, and 
hisudme; and negatively charged (acidic) amino acids include aspartic acid and 
glutanuc acid. "Functionally equivalent", as utilized herein, refers to a protein 
capable of exhibiting a substantially similar in vivo activity as the endogenous novel 
gene products encoded by the novel nucleotide described, above. 

The novel gene products (protein products of the novel nucleotide sequences) 
may be produced by recombinant DNA technology using techniques well known in 
the art. Thus, methods for preparing the novel gene polypeptides and peptides of the 
invention by expressing nucleic acid encoding novel nucleotide sequences are 
described herein. Methods which are well known to those skilled in the art can be 
used to construct expression vectors containing novel nucleotide sequence protein 
codmg sequences and appropriate transcriptional/translational control signals These 
methods include, for example, in vitro recombinant DNA techniques! synthetic 
techniques and in vivo recombination/genetic recombination. See, for example the 
techmques described in Sambrook et al., 1989, supra, and Ausubel et al. 1989 supra 
Alternatively, RNA capable of encoding novel nucleotide sequence protein sequences 
may be chemically synthesized using, for example, synthesizers. See, for example 
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the techniques described in "Oligonucleotide Synthesis", 1984, Gait, M. J. ed., IRL 
Press, Oxford. 

A variety of host-expression vector systems maybe utilized to express the 
novel nucleotide sequence coding sequences of the invention. Such host-expression 
systems represent vehicles by which the coding sequences of interest may be 
produced and subsequently purified, but also represent cells which may, when 
transformed or transfected with the appropriate nucleotide coding sequences, exhibit 
the novel protein encoded by the novel nucleotide sequence of the invention in situ. 
These include but are not limited to microorganisms such as bacteria (e.g., E. coli, B. 
subtilis) transformed with recombinant bacteriophage DNA, plasmid DNA or cosmid 
DNA expression vectors containing novel nucleotide sequence protein coding 
sequences; yeast (e.g. Saccharomyces, Pichia) transformed with recombinant yeast 
expression vectors containing the novel nucleotide sequence protein coding 
sequences; insect cell systems infected with recombinant virus expression vectors 
(e.g., baculovirus) containing the novel nucleotide sequence protein coding 
sequences; plant cell systems infected with recombinant virus expression vectors 
(e.g., cauliflower mosaic virus, CaMV; tobacco mosaic virus, TMV) or transformed 
with recombinant plasmid expression vectors (e.g., Ti plasmid) containing novel 
nucleotide sequence protein coding sequences; or mammalian cell systems (e.g. COS, 
CHO, BHK, 293, 3T3) harboring recombinant expression constructs containing 
promoters derived from the genome of mammalian cells (e.g., metallothionein 
promoter) or from mammalian viruses (e.g., the adenovirus late promoter; the 
vaccinia virus 7.5 K promoter). 

In bacterial systems, a number of expression vectors may be advantageously 
selected depending upon the use intended for the novel nucleotide sequence protein 
being expressed. For example, when a large quantity of such a protein is to be 
produced, for the generation of antibodies or to screen peptide libraries, for example, 
vectors which direct the expression of high levels of fusion protein products that are 
readily purified may be desirable. Such vectors include, but are not limited, to the E. 
coli expression vector pUR278 (Ruther et al., 1983, EMBO J. 2:1791), in which the 
novel nucleotide sequence protein coding sequence may be ligated individually into 
the vector in frame with the lac Z coding region so that a fusion protein is produced; 
pDSf vectors (Inouye & Inouye, 1985, Nucleic Acids Res. 13:3101-3109; Van Heeke 
& Schuster, 1989, J. Biol. Chem. 264:5503-5509); and the likes of pGEX vectors may 
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also be used to express foreign polypeptides as fusion proteins with glutathione S- 
transferase (GST). In general, such fusion proteins are soluble and can easily be 
purified from lysed cells by adsorption to glutathione-agarose beads followed by 
elution in the presence of fr ee glutathione. The pGEX vectors are designed to include 
thrombin or factor Xa protease cleavage sites so that the cloned target nucleotide 
sequence protein can be released from the GST moiety. Other systems useful in the 
invention include use ofthe FLAG epitope or the 6-fflS systems. 

In an insect system, Autographa californica nuclear polyhedrosis virus 
(AcNPV) is used as a vector to express foreign nucleotide sequences. The virus 
grows in Spodoptera frugiperda cells. The novel nucleotide sequence coding 
sequence may be cloned individually into non-essential regions (for example the 
polyhedrin gene) ofthe virus and placed under control of an AcNPV promoter (for 
example the polyhedrin promoter). Successful insertion of novel nucleotide sequence 
coding sequence will result in inactivation ofthe polyhedrin gene and production of 
non-occluded recombinant virus (i.e., virus lacking the proteinaceous coat coded for 
by the polyhedrin gene). These recombinant viruses are then used to infect 
Spodoptera frugiperda cells in which the inserted nucleotide sequence is expressed 
(E.g., see Smith et al., 1983, J. Virol. 46: 584; Smith, U.S. Pat. No. 4,215,051). 

In mammalian host cells, a number of viral-based expression systems may be 
utilized. In cases where an adenovirus is used as an expression vector, the novel 
nucleotide sequence coding sequence of interest may be ligated to an adenovirus 
transcription/translation control complex, e.g., the late promoter and tripartite leader 
sequence. This chimeric nucleotide sequence may then be inserted in the adenovirus 
genome by in vitro or in vivo recombination. Insertion in a non-essential region ofthe 
viral genome (e.g., region El or E3) will result in a recombinant virus that is viable 
and capable of expressing novel nucleotide sequence encoded protein in infected 
hosts. (E.g., See Logan & Shenk, 1984, Proc. Natl. Acad. Sci. USA 81 =3655-3659) 
Specific initiation signals may also be required for efficient translation of inserted 
novel nucleotide sequence coding sequences. These signals include the ATG 
initiation codon and adjacent sequences. In cases where an entire novel nucleotide 
sequence, including its own initiation codon and adjacent sequences, is inserted into 
the appropriate expression vector, no additional translation^ control signals may be 
needed. However, in cases where only a portion ofthe novel nucleotide sequence 
coding sequence is inserted, exogenous translation^ control signals, including, 
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perhaps, the ATG initiation codon, must be provided. Furthermore, the initiation 
codon must be in phase with the reading frame of the desired coding sequence to 
ensure translation of the entire insert. These exogenous translational control signals 
and initiation codons can be of a variety of origins, both natural and synthetic. The 
efficiency of expression may be enhanced by the inclusion of appropriate 
transcription enhancer elements, transcription terminators, etc. (see Bittner et al., 
1987, Methods inEnzymol. 153:516-544). 

In addition, a host cell strain may be chosen which modulates the expression 
of the inserted sequences, or modifies and processes the product of the nucleotide 
sequence in the specific fashion desired. Such modifications (e.g., glycosylation) and 
processing (e.g., cleavage) of protein products may be important for the function of 
the protein. Different host cells have characteristic and specific mechanisms for the 
post-translational processing and modification of proteins. Appropriate cell lines or 
host systems can be chosen to ensure the correct modification and processing of the 
foreign protein expressed. To this end, eukaryotic host cells which possess the cellular 
machinery for proper processing of the primary transcript, glycosylation, and 
phosphorylation of the gene product may be used. Such mammalian host cells include 
but are not limited to CHO, VERO, BHK, HeLa, COS, MDCK, 293, 3T3, WI38, etc. 

For long-term, high-yield production of recombinant proteins, stable 
expression is preferred. For example, cell lines which stably express the novel 
nucleotide sequence encoded protein may be engineered. Rather than using 
expression vectors which contain viral origins of replication, host cells can be 
transformed with DNA controlled by appropriate expression control elements (e.g., 
promoter, enhancer, sequences, transcription terminators, polyadenylation sites, etc.), 
and a selectable marker. Following the introduction of the foreign DNA, engineered 
cells may be allowed to grow for 1-2 days in an enriched media, and then are 
switched to a selective media. The selectable marker in the recombinant plasmid 
confers resistance to the selection and allows cells to stably integrate the plasmid into 
their chromosomes and grow to form foci which in turn can be cloned and expanded 
into cell lines. This method may advantageously be used to engineer cell lines which 
express novel nucleotide sequence encoded protein. Such engineered cell lines may 
be particularly useful in screening and evaluation of compounds that affect the 
endogenous activity of the novel nucleotide sequence encoded protein. 
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A number of selection systems may be used, including but not limited to the 
herpes simplex virus thymidine kinase (Wigler, et al., 1977, Cell 1 1 :223), 
hypoxanthme-guanine phosphoribosyltransferase (Szybalska & Szybalski, 1962, Proc. 
Natl. Acad. Sci. USA 48:2026), and adenine phosphoribosyltransferase (Lowy, et al., 
1980, Cell 22:81 7) genes can be employed in tk-, hgprt- or aprt- cells, respectively. ' 
Also, antimetabolite resistance can be used as the basis of selection for dhfr, which 
confers resistance to methotrexate (Wigler, et al., 1980, Natl. Acad. Sci. USA 
77:3567; O'Hare, et al., 1981, Proc. Natl. Acad. Sci. USA 78:1527); gpt, which 
confers resistance to mycophenolic acid (Mulligan & Berg, 1981, Proc. Natl. Acad. 
Sci. USA 78:2072); neo, which confers resistance to the aminoglycoside G-418 
(Colberre-Garapin, et al., 1981, J. Mol. Biol. 150:1); and hygro, which confers 
resistance to hygromycin (Santerre, et al., 1984, Gene 30:147) genes. 

An alternative fusion protein system allows for the ready purification of non- 
denatured fusion proteins expressed in human cell lines (Janknecht, et al., 1991, Proc 
Natl. Acad. Sci. USA 88: 8972-8976). In this system, the nucleotide sequence of 
interest is subcloned into a vaccinia recombination plasmid such that the nucleotide 
sequence's open reading frame is translationally fused to an ammo-terminal tag 
consisting of six histidine residues. Extracts from cells infected with recombinant 
vaccinia virus are loaded onto Ni.sup.2 +-nitriloacetic acid-agarose columns and 
histidine-tagged proteins are selectively eluted with imidazole-containing buffers. 

Where recombinant DNA technology is used to produce the protein encoded 
by the novel nucleotide sequence for such assay systems, it may be advantageous to 
engineer fusion proteins that can facilitate labeling, immobilization and/or detection. 

Indirect labeling involves the use of a protein, such as a labeled antibody, 
which specifically binds to the protein encoded by the novel nucleotide sequence. 
Such antibodies include but are not limited to polyclonal, monoclonal, chimeric, 
single chain, Fab fragments and fragments produced by an Fab expression library. 

The invention also provides for antibodies to the protein encoded by the novel 
nucleotide sequences. Described herein are methods for the production of antibodies 
capable of specifically recognizing one or more novel nucleotide sequence epitopes. 
Such antibodies may include, but are not limited to polyclonal antibodies, monoclonal 
antibodies (mAbs), humanized or chimeric antibodies, single chain antibodies, Fab 
fragments, F(ab')2 fragments, fragments produced by a Fab expression library' anti- 
idiotype (anti-Id) antibodies, and epitope-binding fragments of any of the above. 
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Such antibodies may be used, for example, in the detection of a novel nucleotide 
sequence in a biolpgical sample, or, alternatively, as a method for the inhibition of 
abnormal gene activity, for example, the inhibition of a disease target nucleotide 
sequence, as further described below. Thus, such antibodies may be utilized as part of 
cardiovascular or other disease treatment method, and/or may be used as part of 
diagnostic techniques whereby patients may be tested for abnormal levels of novel 
nucleotide sequence encoded proteins, or for the presence of abnormal forms of the 
such proteins. 

For the production of antibodies to a novel nucleotide sequence, various host 
animals may be immunized by injection with a novel protein encoded by the novel 
nucleotide sequence, or a portion thereof. Such host animals may include but are not 
limited to rabbits, mice, and rats, to name but a few. Various adjuvants maybe used 
to increase the immunological response, depending on the host species, including but 
not limited to Freund's (complete and incomplete), mineral gels such as aluminum 
hydroxide, surface active substances such as lysolecithin, pluronic polyols, 
polyanions, peptides, oil emulsions, keyhole limpet hemocyanin, dinitrophenol, and 
potentially useful human adjuvants such as BCG (bacille Calmette-Guerin) and 
Corynebacterium parvum. 

Polyclonal antibodies are heterogeneous populations of antibody molecules 
derived from the sera of animals immunized with an antigen, such as novel gene 
product, or an antigenic functional derivative thereof. For the production of 
polyclonal antibodies, host animals such as those described above, maybe immunized 
by injection with novel gene product supplemented with adjuvants as also described 
above. 

Monoclonal antibodies, which are homogeneous populations of antibodies to a 
particular antigen, may be obtained by any technique which provides for the 
production of antibody molecules by continuous cell lines in culture. These include, 
but are not limited to the hybridoma technique of Kohler and Milstein, (1975, Nature 
256:495-497; and U.S. Pat. No. 4,376,1 10), the human B-cell hybridoma technique 
(Kosbor et al., 1983, Immunology Today 4:72; Cole et al., 1983, Proc. Natl. Acad. 
Sci. USA 80:2026-2030), and the EBV-hybridoma technique (Cole et al., 1985, 
Monoclonal Antibodies And Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). Such 
antibodies may be of any immunoglobulin class including IgG, IgM, IgE, IgA, IgD 
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and any subclass thereof. The hybridoma producing the mAb of this invention may be 
cultivated in vitro or in vivo. 

In addition, techniques developed for the production of "chimeric antibodies" 
(Morrison et al, 1984, Proc. Natl. Acad. Sci., 81 :6851-6855; Neuberger et al., 1984, 
Nature, 312:604-608; Takeda et al., 1985, Nature, 314:452-454) by splicing the genes 
from a mouse antibody molecule of appropriate antigen specificity together with 
genes from a human antibody molecule of appropriate biological activity can be used. 
A chimeric antibody is a molecule in which different portions are derived from 
different animal species, such as those having a variable region derived from a murine 
mAb and a human immunoglobulin constant region. 

Alternatively, techniques described for the production of single chain 
antibodies (U.S. Pat. No. 4,946,778; Bird, 1988, Science 242:423-426; Huston et al., 
1988, Proc. Natl. Acad. Sci. USA 85:5879-5883; and Ward et al, 1989, Nature 
334:544-546) can be adapted to produce novel nucleotide sequence-single chain 
antibodies. Single chain antibodies are formed by linking the heavy and light chain 
fragments of the Fv region via an amino acid bridge, resulting in a single chain 
polypeptide. 

Antibody fragments which recognize specific epitopes may be generated by 
known techniques For example, such fragments include but are not limited to: the 
F(ab')2 fragments which can be produced by pepsin digestion of the antibody 
molecule and the Fab fragments which can be generated by reducing the disulfide 
bridges of the F(ab')2 fragments. Alternatively, Fab expression libraries may be 
constructed (Huse et al., 1989, Science, 246:1275-1281) to allow rapid and easy 
identification of monoclonal Fab fragments with the desired specificity. 

Disease specific target nucleotide sequences 

The invention also provides disease specific target nucleotide sequences, and 
sets of disease specific target nucleotide sequences. The diagnostic nucleotide sets, 
subsets thereof, novel nucleotide sequences, and individual members of the diagnostic 
nucleotide sets identified as described above are also disease specific target nucleotide 
sequences. In particular, individual nucleotide sequences that are differentially 
regulated or have predictive value that is strongly correlated with a disease or disease 
criterion are especially favorable as disease specific target nucleotide sequences. Sets 
of genes that are co-regulated may also be identified as disease specific target 
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nucleotide sets. Such nucleotide sequences and/or nucleotide sequence products are 
targets for modulation by a variety of agents and techniques. For example, disease 
specific target nucleotide sequences (or the products of such nucleotide sequences, or 
sets of disease specific target nucleotide sequences) can be inhibited or activated by, 
e.g., target specific monoclonal antibodies or small molecule inhibitors, or delivery of 
the nucleotide sequence or gene product of the nucleotide sequence to patients. Also, 
sets of genes can be inhibited or activated by a variety of agents and techniques. The 
specific usefulness of the target nucleotide sequence(s) depends on the subject groups 
from which they were discovered, and the disease or disease criterion with which they 
correlate. 

Imaging 

The invention also provides for imaging reagents. The differentially 
expressed leukocyte nucleotide sequences, diagnostic nucleotide sets, or portions 
thereof, and novel nucleotide sequences of the invention are nucleotide sequences 
expressed in cells with or without disease. Leukocytes, expressing a nucleotide 
sequence(s) that is differentially expressed in a disease condition may localize within 
the body to sites that are of interest for imaging purposes. For example, a leukocyte 
expressing a nucleotide sequence(s) that are differentially expressed in an individual 
having atherosclerosis may localize or accumulate at the site of an atherosclerotic 
placque. Such leukocytes, when labeled, may provide a detection reagent for use in 
imaging regions of the body where labeled leukocyte accumulate or localize, for 
example, at the atherosclerotic plaque in the case of atherosclerosis. For example, 
leukocytes are collected from a subject, labeled in vitro, and reintroduced into a 
subject. Alternatively, the labeled reagent is introduced into the subject individual, 
and leukocyte labeling occurs within the patient. 

Imaging agents that detect the imaging targets of the invention are produced 
by well-known molecular and immunological methods (for exemplary protocols, see, 
e.g., Ausubel, Berger, and Sambrook, as well as Harlow and Lane, supra). 

For example, a full-length nucleic acid sequence, or alternatively, a gene 
fragment encoding an immunogenic peptide or polypeptide fragments, is cloned into a 
convenient expression vector, for example, a vector including an in-frame epitope or 
substrate binding tag to facilitate subsequent purification. Protein is then expressed 
from the cloned cDNA sequence and used to generate antibodies, or other specific 
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binding molecules, to one or more antigens of the imaging target protein 
Alternatively, . natural or synthetic polypeptide (or peptide) or small molecule that 
specially binds ( or is specifically bound to) the expressed imaging target can be 
identified through well established techniques e.g., Mendel et al. (2000) 
^mmDru^es 15:29-41; Wilson (2000) CurrMedOaem 7:73-98; Hamby and 
Showwalter (1999) 0^ 82:169-93; and Shimazawa et al. (1998) Curr 
Om^ctBiol 8:451-8). The binding molecule, e.g., antibody, small molecule 
hgand, etc., is labeled with a contrast agent or other detectable label, e.g., gadolinium 
iodine, or a gamma-emitting source. For in-vivo imaging of a disease process that 
involved leukocytes, the labeled antibody is infused into a subject, e.g., a human 
patient or animal subject, and a sufficient period of time is passed to pennit binding of 
the anhbody to target cells. The subject is then imaged with appropriate technology 
such as MRI (when the label is gadolinium) or with a gamma counter (when the label 
is a gamma emitter). 

Identification of nucleotide sequence involved in leukocyte adhesion 

The invention also encompasses a method of identifying nucleotide sequences 
involved in leukocyte adhesion. The interaction between the endothelial cell and 
leukocyte is a fundamental mechanism of all inflammatory disorders, including the 
diseases listed in Table 1 . For example, the first visible abnormality in atherosclerosis 
is the adhesion to the endothelium and diapedesis of mononuclear cells (e g T-cell 
and monocyte). Insults to the endothelium (for example, cytokines, tobacco,' diabetes 
hypertension and many more) lead to endothelial cell activation. The endothelium 
then expresses adhesion molecules, which have counter receptors on mononuclear 
cells. Once the leukocyte receptors have bound the endothelial adhesion molecules 
they stick to the endothelium, roll a short distance, stop and transmigrate across the' 
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Human endothelial cells, e.g. derived from human coronary arteries, human 
aorta, human pulmonary artery, human umbilical vein or microvascular endothelial 
cells, are cultured as a confluent monolayer, using standard methods. Some of the 
endothelial cells are then exposed to cytokines or another activating stimuli such as 
oxidized LDL, hyperglycemia, shear stress, or hypoxia (Moser et al. 1992). Some 
endothelial cells are not exposed to such stimuli and serve as controls. For example, 
the endothelial cell monolayer is incubated with culture medium containing 5 U/ml of 
human recombinant IL-1 alpha or 10 ng/ml TNF (tumor necrosis factor), for a period 
of minutes to overnight. The culture medium composition is changed or the flask is 
sealed to induce hypoxia. In addition, tissue culture plate is rotated to induce sheer 
stress. 

Human T-cells and/or monocytes are cultured in tissue culture flasks or plates, 
with LGM-3 media from Clonetics. Cells are incubated at 37 degree C, 5% C02 and 
95% humidity. These leukocytes are exposed to the activated or control endothelial 
layer by adding a suspension of leukocytes on to the endothelial cell monolayer. The 
endothelial cell monolayer is cultured on a tissue culture treated plate/ flask or on a 
microporous membrane. After a variable duration of exposures, the endothelial cells 
and leukocytes are harvested separately by treating all cells with trypsin and then 
sorting the endothelial cells from the leukocytes by magnetic affinity reagents to an 
endothelial cell specific marker such as PECAM-1 (Stem Cell Technologies). RNA is 
extracted from the isolated cells by standard techniques. Leukocyte RNA is labeled 
as described above, and hybridized to leukocyte candidate nucleotide library. 
Epithelial cell RNA is also labeled and hybridized to the leukocyte candidate 
nucleotide library. Alternatively, the epithelial cell RNA is hybridized to a epithelial 
cell candidate nucleotide library, prepared according to the methods described for 
leukocyte candidate libraries, above. 

Hybridization to candidate nucleotide libraries will reveal nucleotide 
sequences that are up-regulated or down-regulated in leukocyte and/or epithelial cells 
undergoing adhesion. The differentially regulated nucleotide sequences are further 
characterized, e.g. by isolating and sequencing the full-length sequence, analysis of 
the DNA and predicted protein sequence, and functional characterization of the 
protein product of the nucleotide sequence, as described above. Further 
characterization may result in the identification of leukocyte adhesion specific target 
nucleotide sequences, which may be candidate targets for regulation of the 
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inflammatory process. Small molecule or antibody inhibitors can be developed to 
inhibit the target nucleotide sequence function. Such inhibitors are tested for then- 
ability to inhibit leukocyte adhesion in the in vitro test described above. 

Integrated systems 

Integrated systems for the collection and analysis of expression profiles, and 
molecular signatures, as well as for the compilation, storage and access of the 
databases of the invention, typically include a digital computer with software 
including an instruction set for sequence searching and analysis, and, optionally, high- 
throughput liquid control software, image analysis software, data interpretation 
software, a robotic control armature for transferring solutions from a source to a 
destination (such as a detection device) operably linked to the digital computer, an 
input device (e.g., a computer keyboard) for entering subject data to the digital ' 
computer, or to control analysis operations or high throughput sample transfer by the 
robotic control armature. Optionally, the integrated system further comprises an 
image scanner for digitizing label signals from labeled assay components, e.g., 
labeled nucleic acid hybridized to a candidate library microarray. The image scanner 
can interface with image analysis software to provide a measurement of the presence 
or intensity of the hybridized label, i.e., indicative of an on/off expression pattern or 
an increase or decrease in expression. 

Readily available computational hardware resources using standard operating 
systems are fully adequate, e.g., a PC (Intel x86 or Pentium chip- compatible DOS ™ 
OS2 tm WINDOWS,™ WINDOWS NT,™ WINDOWS95,™ WINDOWS98,™ ' 
LINUX, or even Macintosh, Sun or PCs will suffice) for use in the integrated 'systems 
of the invention. Current art in software technology is similarly adequate (i.e., there 
are a multitude of mature programming languages and source code suppliers) for 
design, e.g., of an upgradeable open-architecture object-oriented heuristic algorithm, 
or instruction set for expression analysis, as described herein. For example, software 
for aligning or otherwise manipulating ,molecular signatures can be constructed by 
one of skill using a standard programming language such as Visual basic, Fortran, 
Basic, Java, or the like, according to the methods herein. 

Various methods and algorithms, including genetic algorithms and neural 
networks, can be used to perform the data collection, correlation, and storage 
functions, as well as other desirable functions, as described herein. In addition, digital 
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or analog systems such as digital or analog computer systems can control a variety of 
other functions such as the display and/or control of input and output files. 

For example, standard desktop applications such as word processing software 
(e.g., Corel WordPerfect™ or Microsoft Word™) and database software (e.g., 
spreadsheet software such as Corel Quattro Pro™, Microsoft Excel™, or database 
programs such as Microsoft Access™ or Paradox™) can be adapted to the present 
invention by inputting one or more character string corresponding, e.g., to an 
expression pattern or profile, subject medical or historical data, molecular signature, 
or the like, into the software which is loaded into the memory of a digital system, and 
carrying out the operations indicated in an instruction set, e.g., as exemplified in 
Figure 2. For example, systems can include the foregoing software having the 
appropriate character string information, e.g., used in conjunction with a user 
interface in conjunction with a standard operating system such as a Windows, 
Macintosh or LINUX system. For example, an instruction set for manipulating 
strings of characters, either by prpgramming the required operations into the 
applications or with the required operations performed manually by a user (or both). 
For example, specialized sequence alignment programs such as PILEUP or BLAST 
can also be incorporated into the systems of the invention, e.g., for alignment of 
nucleic acids or proteins (or corresponding character strings). 

Software for perfonning the statistical methods required for the invention, e.g., 
to determine correlations between expression profiles and subsets of members of the 
diagnostic nucleotide libraries, such as programmed embodiments of the statistical 
methods described above, are also included in the computer systems of the invention. 
Alternatively, programming elements for performing such methods as principle 
component analysis (PCA) or least squares analysis can also be included in the digital 
system to identify relationships between data. Exemplary software for such methods 
is provided by Partek, Inc., St. Peter, Mo; http://www.partek.com. 

Any controller or computer optionally includes a monitor which can include, 
e.g., a flat panel display (e.g., active matrix liquid crystal display, liquid crystal 
display), a cathode ray tube ("CRT") display, or another display system which serves 
as a user interface, e.g., to output predictive data. Computer circuitry, including 
numerous integrated circuit chips, such as a microprocessor, memory, interface 
circuits, and the like, is often placed in a casing or box which optionally also includes 
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a hard disk drive, a floppy disk drive, a high capacity removable drive such as a 
writeable CD-ROM, and other common peripheral elements. 

Inputting devices such as a keyboard, mouse, or touch sensitive screen, 
optionally provide for input from a user and for user selection, e.g., of sequences or 
data sets to be compared or otherwise manipulated in the relevant computer system. 
The computer typically includes appropriate software for receiving user instructions, 
either in the form of user input into a set parameter or data fields (e.g., to input 
relevant subject data), or in the form of preprogrammed instructions, e.g., 
preprogrammed for a variety of different specific operations. The software then 
converts these instructions to appropriate language for instructing the system to carry 
out any desired operation. 

The integrated system may also be embodied within the circuitry of an 
application specific integrated circuit (ASIC) or programmable logic device (PLD). 
In such a case, the invention is embodied in a computer readable descriptor language 
that can be used to create an ASIC or PLD. The integrated system can also be 
embodied within the circuitry or logic processors of a variety of other digital 
apparatus, such as PDAs, laptop computer systems, displays, image editing 
equipment, etc. 

The digital system can comprise a learning component where expression 
profiles, and relevant subject data are compiled and monitored in conjunction with 
physical assays, and where correlations, e.g., molecular signatures with predictive 
value for a disease, are established or refined. Successful and unsuccessful 
combinations are optionally documented in a database to provide 
justification/preferences for user-base or digital system based selection of diagnostic 
nucleotide sets with high predictive accuracy for a specified disease or condition. 

The integrated systems can also include an automated workstation. For 
example, such a workstation can prepare and analyze leukocyte RNA samples by 
perfoiming a sequence of events including: preparing RNA from a human blood 
sample; labeling the RNA with an isotonic or non-isotopic label; hybridizing the 
labeled RNA to at least one array comprising all or part of the candidate library; and 
detecting the hybridization pattern. The hybridization pattern is digitized and 
recorded in the appropriate database. 
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Automated RNA preparation tool 

The invention also includes an automated RNA preparation tool for the 
preparation of mononuclear cells from whole blood samples, and preparation of RNA 
from the mononuclear cells. In a preferred embodiment, the use of the RNA 
preparation tool is fully automated, so that the cell separation and RNA isolation 
would require no human manipulations. Full automation is advantageous because it 
minimizes delay, and standardizes sample preparation across different laboratories. 
This standardization increases the reproducibility of the results. 

Figure 2 depicts the processes performed by the RNA preparation tool of the 
invention. A primary component of the device is a centrifuge (A). Tubes of whole 
blood containing a density gradient solution, transcription/translation inhibitors, and a 
gel barrier that separates erythrocytes from mononuclear cells and serum after 
centrifugation are placed in the centrifuge (B). The barrier is permeable to 
erythrocytes and granulocytes during centrifugation, but does not allow mononuclear 
cells to pass through (or the barrier substance has a density such that mononuclear 
cells remain above the level of the barrier during the centrifugation ). After 
centrifugation, the erythrocytes and granulocytes are trapped beneath the barrier, 
facilitating isolation of the mononuclear cell and serum layers. A mechanical arm 
removes the tube and inverts it to mix the mononuclear cell layer and the serum (C). 
The arm next pours the supernatant into a fresh tube (D), while the erythrocytes and 
granulocytes remained below the barrier. Alternatively, a needle is used to aspirate 
the supernatant and transfer it to a fresh tube. The mechanical arms of the device 
opens and closes lids, dispenses PBS to aid in the collection of the mononuclear cells 
by centrifugation, and moves the tubes in and out of the centrifuge. Following 
centrifugation, the supernatant is poured off or removed by a vacuum device (E), 
leaving an isolated mononuclear cell pellet. Purification of the RNA from the cells is 
performed automatically, with lysis buffer and other purification solutions (F) 
automatically dispensed and removed before and after centrifugation steps. The result 
is a purified RNA solution. In another embodiment, RNA isolation is performed 
using a column or filter method. In yet another embodiment, the invention includes 
an on-board homogenizer for use in cell lysis. 
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Other automated systems 

Automated and/or semi-automated methods for solid and liquid phase high- 
throughput sample preparation and evaluation are available, and supported by 
commercially available devices. For example, robotic devices for preparation of 
nucleic acids from bacterial colonies, e.g., to facilitate production and characterization 
of the candidate library include, for example, an automated colony picker (e.g., the Q- 
bot, Genetix, U.K.) capable of identifying, sampling, and inoculating up to 10,000/4 
hrs different clones into 96 well microliter dishes. Alternatively, or in addition, 
robotic systems for liquid handling are available from a variety of sources, e.g., 
automated workstations like the automated synthesis apparatus developed by Takeda 
Chemical Industries, LTD. (Osaka, Japan) and many robotic systems utilizing robotic 
arms (Zymate H, Zymark Corporation, Hopkinton, Mass.; Orca, Beckman Coulter, 
Inc. (Fullerton, CA)) which mimic the manual operations performed by a scientist. 
Any of the above devices are suitable for use with the present invention, e.g., for 
high-throughput analysis of library components or subject leukocyte samples. The 
nature and implementation of modifications to these devices (if any) so that they can 
operate as discussed herein will be apparent to persons skilled in the relevant art. 

High throughput screening systems that automate entire procedures, e.g., 
sample and reagent pipetting, liquid dispensing, timed incubations, and final readings 
of the microplate in detector(s) appropriate for the relevant assay are commercially 
available, {see, e.g., Zymark Corp., Hopkinton, MA; Air Technical Industries, 
Mentor, OH; Beckman Instruments, Inc. Fullerton, CA; Precision Systems, Inc., 
Natick, MA etc.). These configurable systems provide high throughput and rapid 
start up as well as a high degree of flexibility and customization. Similarly, arrays 
and array readers are available, e.g., from Affymetrix, PE Biosystems, and others. 

The manufacturers of such systems provide detailed protocols the various high 
throughput. Thus, for example, Zymark Corp. provides technical bulletins describing 
screening systems for detecting the modulation of gene transcription, ligand binding, 
and the like. 

A variety of commercially available peripheral equipment, including, e.g., 
optical and fluorescent detectors, optical and fluorescent microscopes, plate readers, 
CCD arrays, phosphorimagers, scintillation counters, phototubes, photodiodes, and 
the like, and software is available for digitizing, storing and analyzing a digitized 
video or digitized optical or other assay results, e.g., using PC (Intel x86 or pentium 
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chip- compatible DOS™, OS2™ WINDOWS™, WINDOWS NT™ or 
WINDOWS95™ based machines), MACINTOSH™, or UNIX based (e.g., SUN™ 
work station) computers. 

Embodiment in a web site. 

The methods described above can be implemented in a localized or distributed 
computing environment. For example, if a localized computing environment is used, 
an array comprising a candidate nucleotide library, or diagnostic nucleotide set, is 
configured in proximity to a detector, which is, in turn, linked to a computational 
device equipped with user input and output features. 

In a distributed environment, the methods can be implemented on a single 
computer with multiple processors or, alternatively, on multiple computers. The 
computers can be linked, e.g. through a shared bus, but more commonly, the 
computer(s) are nodes on a network. The network can be generalized or dedicated, at 
a local level or distributed over a wide geographic area. In certain embodiments, the 
computers are components of an intra-net or an internet. 

The predictive data corresponding to subject molecular signatures (e.g., 
expression profiles, and related diagnostic, prognostic, or monitoring results) can be 
shared by a variety of parties. In particular, such information can be utilized by the 
subject, the subject's health care practitioner or provider, a company or other 
institution, or a scientist. An individual subject's data, a subset of the database or the 
entire database recorded in a computer readable medium can be accessed directly by a 
user by any method of communication, including, but not limited to, the internet. 
With appropriate computational devices, integrated systems, communications 
networks, users at remote locations, as well as users located in proximity to, e.g., at 
the same physical facility, the database can access the recorded information. 
Optionally, access to the database can be controlled using unique alphanumeric 
passwords that provide access to a subset of the data. Such provisions can be used, 
e.g., to ensure privacy, anonymity, etc. 

Typically, a client (e.g., a patient, practitioner, provider, scientist, or the like) 
executes a Web browser and is linked to a server computer executing a Web server. 
The Web browser is, for example, a program such as IBM's Web Explorer, Internet 
explorer, NetScape or Mosaic, or the like. The Web server is typically, but not 
necessarily, a program such as IBM's HTTP Daemon or other WWW daemon (e.g., 
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LINUX-based forms of the program). The client computer is bi-directionally coupled 
w lt h the server computer over a line or via a wireless system. In turn, the server 
computer is bi-directionally coupled with a website (server hosting the website) 
providing access to software implementing the methods of this invention. 

A user of a client connected to the Intranet or Internet may cause the client to 
request resources that are part of the web site(s) hosting the application(s) providing 
an nnplementation of the methods described herein. Server program(s) then process 
the request to return the specified resources (assuming they are currently available) 
A standard naming convention has been adopted, know, as a Uniform Resource 
Locator ("URL"). This convention encompasses several types of location names 
presently including subclasses such as Hypertext Transport Protocol ("http") File' 
Transport Protocol ("ftp"), gopher, and Wide Area Information Service ("WAIS") 
When a resource is downloaded, it may include the URLs of additional resources 
Thus, the user of the client can easily learn of the existence of new resources that he 
or she had not specifically requested. 

Methods of implementing Intranet and/or Intranet embodiments of 
computational and/or data access processes are well known to those of skill in the art 
and are documented, e.g., in ACM Press, pp. 383-392; ISO-ANSI, Working Draft 
"Informanon Technology-Database Language SQL", Jim Melton, Editor 
International Organization for Standardization and American National Stondards 
Institute,™. 1992; ISO Working Draft, "Database Language SQL-Part 
2:Foundation (SQiyFoundation)", CD9075-2.199.chi.SQL, Sep. 11, 1997; and Cluer 
et al. (1992) A General Framework for the Optimization of Object-Oriented Queries 
Proc SIGMOD International Conference on Management of Data, San Diego 
California, Jun. 2-5, 1992, SIGMOD Record, vol. 21, Issue 2, Jun 1992- 
Stonebraker, M., Editor, Other resources are available, e.g., from Microsoft, IBM 
Sun and other software development companies. 

Using the tools described above, users of the reagents, methods and database 
as d 1S covery or diagnostic tools can query a centrally located database with expression 
and subject data. Each submission of data adds to the sum of expression and subject 

information in the database As Aata ; 0 ~aa a « 

aiaoase. As data IS added, a new correlation statistical analysis is 

automatically run that incorporates the added clinical and expression data 
Accordingly, the predictive accuracy and the types of correlations of the recorded 
molecular signatures increases as the database grows. 
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For example, subjects, such as patients, can access the results of the 
expression analysis of their leukocyte samples and any accrued knowledge regarding 
the likelihood of the patient's belonging to any specified diagnostic (or prognostic, or 
monitoring, or risk group), i.e., their expression profiles, and/or molecular signatures. 
Optionally, subjects can add to the predictive accuracy of the database by providing 
additional information to the database regarding diagnoses, test results, clinical or 
other related events that have occurred since the time of the expression profiling. 
Such information can be provided to the database via any form of communication, 
including, but not limited to, the internet. Such data can be used to continually define 
(and redefine) diagnostic groups. For example, if 1000 patients submit data regarding 
the occurrence of myocardial infarction over the 5 years since their expression 
profiling, and 300 of these patients report that they have experienced a myocardial 
infarction and 700 report that they have not, then the 300 patients define a new "group 
A." As the algorithm is used to continually query and revise the database, a new 
diagnostic nucleotide set that differentiates groups A and B (i.e., with and without 
myocardial infarction within a five year period) is identified. This newly defined 
nucleotide set is then be used (in the manner described above) as a test that predicts 
the occurrence of myocardial infarction over a five-year period. While submission 
directly by the patient is exemplified above, any individual with access and authority 
to submit the relevant data e.g., the patient's physician, a laboratory technician, a 
health care or study administrator, or the like, can do so. 

As will be apparent from the above examples, transmission of information via 
the internet (or via an intranet) is optionally bi-directional. That is, for example, data 
regarding expression profiles, subject data, and the like are transmitted via a 
communication system to the database, while information regarding molecular 
signatures, predictive analysis, and the like, are transmitted from the database to the 
user. For example, using appropriate configurations of an integrated system including 
a microarray comprising a diagnostic nucleotide set, a detector linked to a 
computational device can directly transmit (locally or from a remote workstation at 
great distance, e.g., hundreds or thousands of miles distant from the database) 
expression profiles and a corresponding individual identifier to a central database for 
analysis according to the methods of the invention. According to, e.g., the algorithms 
described above, the individual identifier is assigned to one or more diagnostic (or 
prognostic, or monitoring, etc.) categories. The results of this classification are then 
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relayed baek, via, e.g., the same mode of communication, to a recipient at the same or 
different internet (or intranet) address. 

Kits 

The present invention is optionally provided to a user as a kit. Typically, a kit 
contains one or more diagnostic nucleotide sets of the invention. Alternatively me kit 
contains the candidate nucleotide library of the invention. Most often, the kit contains 
a diagnostic nucleotide probe set, or other subset of a candidate library, e.g., as a 
cDNA or antibody microarray packaged in a suitable container. The kit may further 
comprise, one or more additional reagents, e.g., substrates, labels, primers, for 
labeling expression products, tubes and/or other accessories, reagents for collecting 
blood samples, buffers, e.g., erythrocyte lysis buffer, leukocyte lysis buffer, 
hybridization chambers, cover slips, etc., as well as a software package, e.g., 
including the statistical methods of the invention, e.g., as described above, and a 
password and/or account number for accessing the compiled database. The kit 
optionally further comprises an instruction set or user manual detailing preferred 
methods of using the diagnostic nucleotide sets in the methods of the invention. 
Exemplary kits are described in Figure 3. 

This invention will be better understood by reference to the following non- 
limiting Examples: 

EXAMPLES 

List of Example titles 

Example 1: Generation of subtracted leukocyte candidate nucleotide library 
Example 2: Identification of nucleotide sequences for candidate library using data 
mining techniques 

Example 3: DNA Sequencing and Processing of raw sequence data. 

Example 4: Further sequence analysis of novel nucleotide sequences identified by 

subtractive hybridization screening 

Example 5: Further sequence analysis of novel Clone 596H6 
Example 6: Further sequence analysis of novel Clone 486E1 1 

Example?: Preparation of a leukocyte cDNA array comprising a candidate gene 
library 

Example 8: Preparation ofRNAfrom mononuclear cells for expression profiling 
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Example 9: Preparation ofBuffy Coat Control RNA for use in leukocyte expression 
profiling 

Example 10. RNA Labeling and hybridization to a leukocyte cDNA array of 
candidate nucleotide sequences. 

Example 11: Identification of diagnostic gene sets useful in diagnosis and treatment 
of Cardiac allograft rejection 

Example 12: Identification of diagnostic nucleotide sets for kidney and liver allograft 
rejection 

Example 13: Identification of diagnostic nucleotide sequences sets for use in the 
diagnosis and treatment of Atherosclerosis, Stable Angina Pectoris, and acute 
coronary syndrome. 

Example 14: Identification of diagnostic nucleotide sets for use in diagnosing and 
treating Restenosis 

Example 15: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Congestive Heart Failure 
Example 16: Identification of diagnostic nucleotide sets for use in diagnosis of 
rheumatoid arthritis. 

Example 1 7: Identification of diagnostic nucleotide sets for diagnosis of 
cytomegalovirus 

Example 18: Identification of diagnostic nucleotide sets for diagnosis of Epstein Barr 
Virus 

Example 19: Identification of diagnostic nucleotides sets for monitoring response to 
statin drugs. 

Example 20: Probe selection for a 24,000 feature Array. 
Example 21: Design of oligonucleotide probes. 

Example 22: Production of an array of 8,000 spotted 50 mer oligonucleotides. 
Example 23: Amplification, labeling and hybridization of total RNA to an 
oligonucleotide microarray. 

Example 24: Analysis of Human Transplant Patient Mononuclear cell RNA 
Hybridized to a 24, 000 Feature Microarray. 
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Examples 

*™P*1-' deration of subtracted le«^ 

To produce a candidate nucleotide library with representatives from the 

spectrum of nucleotide sequences that are differentially expressed in leukocytes 

subtractedhybridizationhbraries were produced from the following cell types and 
conditions: 

1 • Buffy Coat leukocyte fractions - stimulated with ionomycin and PMA 
2. Buffy Coat leukocyte fractions - un-stimulated 

PMA ^ PeriPheral bl ° 0d m ° n0nUClear Cdls - Stimulated ™* Monomycin and 

4- Peripheral blood mononuclear cells - un-stimulated 

5- T lymphocytes - stimulated with PMA and ionomycin 

6- T lymphocytes -resting 

Cells were obtained from multiple individuals to avoid introduction of bias by using 
only one person as a cell source. 

Buffy cats (platelets and teukocytes that are isolated from whole blood) were 

purchased from Stanford Medieal Schoo, Bfood Center. Four buffy coa* were naed 

each of which was derived from abon, 350 ml of „h„,e blood from on. donor ' 

mdividual ,0ml of buflycoa, sample waa draw, from the smp ,e bag using a needie 
and^ nge . 4 „ mlofBufferEL(Qiagen)wasadded!)eri0in]ofb ^^ to 

ted blood con, The sample was p.aced on ice for 15 minutes, and ceUs were 
collected by centrifirgation a, 200O rpm for 10 minote, The snpematan. was 
deeanted and the eel, peUe, was re-suspended in leukocyte growth media 
Elemented warn DN« (LGM-3 fr ora Coneties supplemented with Dnase a. a 
M concentration of 30 U/ml). CeU der.it, waa determined using a hemocytometer 
media a-adensityof 1 x 1 oWndina,o t alvo,um«„f30m, in 
a T.75 flask (Corning,. Half of the celia were stimulated with ionomycin and phorbol 
mynstute acetate (PMA) at a final concentration of ■ pg/ml and 62 ng/ml 
respectively. Cells were incubated at 37°C and at 5% CO2 for 3 hours, then cells were 
scraped off tire flask and collected into 50 ml tube, Stimuiated and resting cell 
populations were kep, separate. Cel,s were centrifirged a, 2000 rpm for ,0 minutes 
and Ore supernatant was removed. Cefis were lysed in 6 ml of phenol/guunidine 
■Mhyocyanate (Tnzol reagent, GibcoBRX), homogenized using a rotary 
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homogenizer, and frozen at 80°. Total RNA and mRNA were isolated as described 
below. 

Two frozen vials of 5x1 0 6 human peripheral blood mononuclear cells 
(PBMCs) were purchased from Clonetics (catalog number cc-2702). The cells were 
rapidly thawed in a 37°C water bath and transferred to a 15 ml tube containing 10 ml 
of leukocyte growth media supplemented with DNase (prepared as described above). 
Cells were centrifuged at 200}ig for 10 minutes. The supernatant was removed and 
the cell pellet was resuspended in LGM-3 media supplemented with DNase. Cell 
density was determined using a hemocytometer. Cells were plated at a density of 
lxlO 6 cells/ml in a total volume of 30 ml in a T-75 flask (Corning). Half of the cells 
were stimulated with ionomycin and PMA at a final concentration of 1 ng/ml and 62 
ng/ml, respectively. Cells were incubated at 37°C and at 5% CO2 for 3 hours, then 
cells were scraped off the flask and collected into 50 ml tubes. Stimulated and resting 
cell populations were kept separate. Cells were centrifuged at 2000 rpm and the 
supernatant was removed. Cells were lysed in 6 ml of phenol/guanidine 
isothyocyanate solution (TRIZOL reagent, GibcoBRL)), homogenized using a rotary 
homogenizer, and frozen at 80°. Total RNA and mRNA were isolated from these 
samples using the protocol described below. 

45 ml of whole blood was drawn from a peripheral vein of four healthy human 
subjects into tubes containing anticoagulant. 50 \il RosetteSep (Stem Cell 
Technologies) cocktail per ml of blood was added, mixed well, and incubated for 20 
minutes at room temperature. The mixture was diluted with an equal volume of PBS 
+ 2% fetal bovine serum (FBS) and mixed by inversion. 30 ml of diluted mixture 
sample was layered on top of 15 ml DML medium (Stem Cell Technologies). The 
sample tube was centrifuged for 20 minutes at 1200xg at room temperature. The 
enriched T-lymphocyte cell layer at the plasma :. medium interface was removed. 
Enriched cells were washed with PBS + 2% FBS and centrifuged at 1200 x g. The 
cell pellet was treated with 5 ml of erythrocyte lysis buffer (EL buffer, Qiagen) for 10 
minutes on ice. The sample was centrifuged for 5 min at 1200g. Cells were plated at 
a density of lxl 0 6 cells/ml in a total volume of 30 ml in a T-75 flask (Corning). Half 
of the cells were stimulated with ionomycin and PMA at a final concentration of 1 
Hg/ml and 62 ng/ml, respectively. Cells were incubated at 37°C and at 5% CO2 for 3 
hours/then cells were scraped off the flask and collected into 50 ml tubes. Stimulated 
and resting cell populations were kept separate. Cells were centrifuged at 2000 rpm 
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and the supernatant was removed. Cells were lysed in 6 ml of phenol/guanidine 
isothyocyanate solution (TRIZOL reagent, GibcoBRL), homogenized using a rotary 
homogenizer, and frozen at 80°. Total RNA and mRNA were isolated as described 
below. 

Total RNA and mRNA were isolated using the following procedure- the 
homogenized samples were thawed and mixed by vortexing. Samples were lysed in a 
1:0.2 mixture of Trizol and chloroform, respectively. For some samples, 6 ml of 
Tnzol-chloroform was added. Variable amounts of Trizol-chloroform was added to 
other samples. Following lysis, sam ple S were centrifuged at 3000 g for 15 min at 
4°C. The aqueous layer was removed into a clean tube and 4 volumes of Buffer RLT 
Qiagen) was added for every volume of aqueous layer. The samples were mixed 
thoroughly and total RNA was prepared from .the sample by following the Qiagen 
Rneasy midi protocol for RNA cleanup (October 1999 protocol, Qiagen) For the 
final step, the RNA was eluted from the column twioe with 250 ul Rnase-free water 
Total RNA was quantified using a spectrophotometer. Isolation of mRNA from total 
RNA sample was done using The Oligotex mRNA isolation protocol (Qiagen) was 
used to isolate mRNA from total RNA, according to the manufacturer's instructions 
(Qiagen, 7/99 version). mRNA was quantified by spectrophotometry. 

Subtracted cDNA libraries were prepared using Clontech's PCR-Select cDNA 
Subtraction Kit (protocol number PT-1 1 17-1) as described in the manufacturer's 
protocol. The protocol calls for two sources of RNA per library, designated "Driver" 
and "Tester." The following 6 libraries were made: 



Library 



Buffy Coat Stimulated 



Buffy Coat Resting 



PBMC Stimulated 



Driver RNA 



Un-snmulated Buffy Coat 



Stimulated Buffy Coat 



Tester RNA 



Un-stimulated PBMCs 



PBMC Resting 



T-cell Stimulated 



T-cell Resting 



The Clontech protoco 



Stimulated PBMCs 



Un-stimulated T-cells 



Stimulated T-cells 



Stimulated Buffy Coat 
Un-stimulated Buffy Coat 



Stimulated PBMCs 



Un-stimulated PBMCs 



Stimulated T-cells 



Un-stimulated T-cells 



results in the PCR amplification of cDNA products" 
The PCR products of the subtraction protocol were ligated to the pGEM T-easy 
bacterial vector as described by the vector manufacturer (Promega 6/99 version) 
legated vector was transformed into competent bacteria using well-known techniques 
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plated, and individual clones are picked, grown and stored as a glycerol stock at - 
80C. Plasmid DNA was isolated from these bacteria by standard techniques and used 
for sequence analysis of the insert. Unique cDNA sequences were searched in the 
Unigene database (build 133), and Unigene cluster numbers were identified that 
corresponded to the DNA sequence of the cDNA. Unigene cluster numbers were 
recorded in an Excel spreadsheet. 

Example 2: Identification of nucleotide sequences for candidate library using 
data mining techniques 

Existing and publicly available gene sequence databases were used to identify 
candidate nucleotide sequences for leukocyte expression profiling. Genes and 
nucleotide sequences with specific expression in leukocytes, for example, lineage 
specific markers, or known differential expression in resting or activated leukocytes 
were identified. Such nucleotide sequences are used hi a leukocyte candidate 
nucleotide library, alone or in combination with nucleotide sequences isolated through 
cDNA library construction, as described above. 

Leukocyte candidate nucleotide sequences were identified using three primary 
methods. First, the publically accessible publication database PubMed was searched 
to identify nucleotide sequences with known specific or differential expression in 
leukocytes. Nucleotide sequences were identified that have been demonstrated to 
have differential expression in peripheral blood leukocytes between subjects with and 
without particular disease(s) selected from Table 1. Additionally, genes and gene 
sequences that were known to be specific or selective for leukocytes or sub- 
populations of leukocytes were identified in this way. . 

Next, two publicly available databases of DNA sequences, Unigene 
(http://www.ncbi.nlm.nih.gov/UniGeney) and BodyMap (http:/ftodymapims.u- 
tokyo.ac.jp/), were searched for sequenced DNA clones that showed specificity to 
leukocyte lineages, or subsets of leukocytes, or resting or activated leukocytes. 

The human Unigene database (build 133) was used to identify leukocyte 
candidate nucleotide sequences that were likely to be highly or exclusively expressed 
in leukocytes. We used the Library Differential Display utility of Unigene 
(http://www.ncbi.nlm.nih.gov/UniGene/info/ddd.html), which uses statistical methods 
(The Fisher Exact Test) to identify nucleotide sequences that have relative specificity 
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for a chosen library or group of libraries relative to each other. We compared the 
following human libraries from Unigene release 133: 

546 NCI_CGAP_HSC1 (399) 

848 Human_mRNA_from_cd34+_stem_cells (122) 

105 CD34+DIRECTIONAL(150) 

3587 KWBB.Human^Jnframymic.T-celLcDNAJibrary (134) 

3586 ^B_Hu m an_DP>tramvimc_T^ell_cDNAJib ra ry(l79) 

3585 KMBB_Human_TNJntrathyimc_T-celLcDNAJibrary(127) 

3586 323 Activated_T-cells_I (740) 
376 Activated_T-cells_XX (1 727) 
327 Monocytes,_stimulated_n (1 10) 

824 ProliferBting_Erythroid_CelIs_(LCB:ad_library) (665) 

825 429 Macrophage^ (105) 
387 Macrophage_I(137) 

669 NCI_CGAP_CLL1 (11626) 
129 HumanWhitebloodcells (922) 
1400 NIH_MGC_2 (422) 
55 Human_promyelocyte (1220) 
1010 NCI_CGAP_CML1 (2541) 
2217 NCI_CGAP_Sub7 (218) 
1395 NCI_CGAP_Sub6(2764) 
4874 NIH_MGC_48 (2524) 

BodyMap, like Unigene, contains cell-specific libraries that contain potentially 
useful information about genes that may serve as lineage-specific or leukocyte 
specific markers (Okubo et al. 1 992). We compared three leukocyte specific librari. 
Granulocyte, CD4 T cell, and CD8 T cell , with the other libraries. Nucleotide ' 
sequences that were found in one or more of the leukocyte-specific libraries but 
absent in the others, were identified. Clones that were found exclusively in one of the 
three leukocyte libraries were also included in a list of nucleotide sequences that 
could serve as lineage-specific markers. 

Next, the sequence of the nucleotide sequences identified in PubMed or 
BodyMap were searched in Unigene (version 133), and a human Unigene cluster 
number was identified for each nucleotide sequence. The cluster number was 
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recorded in a Microsoft Excel™ spreadsheet, and a non-redundant list of these clones 
was made by sorting the clones by UniGene number, and removing all redundant 
clones using Microsoft Excel™ tools. The non-redundant list of UniGene cluster 
numbers was then compared to the UniGene cluster numbers of the cDNAs identified 
using differential cDNA hybridization, as described above in Example 1 (listed in 
Table 3 and the sequence listing). Only UniGene clusters that were not contained in 
the cDNA libraries were retained. Unigene clusters corresponding to 191 1 candidate 
nucleotide sequences for leukocyte expression profiling were identified in this way 
and are listed in Table 3 and the sequence listing. 

DNA clones corresponding to each UniGene cluster number are obtained in a 
variety of ways. First, a cDNA clone with identical sequence to part of, or all of the 
identified UniGene cluster is bought from a commercial vendor or obtained from the 
IMAGE consortium (http://image.llnl.gov/, the Integrated Molecular Analysis of 
Genomes and their Expression). Alternatively, PCR primers are designed to amplify 
and clone any portion of the nucleotide sequence from cDNA or genomic DNA using 
well-known techniques. Alternatively, the sequences of the identified UniGene 
clusters are used to design and synthesize oligonucleotide probes for use in 
microarray based expression profiling. 

Example 3: DNA Sequencing and Processing of raw sequence data. 
Clones of differentially expressed cDNAs (identified by subtractive 
hybridization, described above) were sequenced on an MJ Research BaseStation™ 
slab gel based fluorescent detection system, using BigDye™ (Applied Biosystems, 
Foster City, CA) terminator chemistry was used (Heiner et al., Genome Res 1998 
May;8(5):557-61). 

The fluorescent profiles were analyzed using the Phred sequence analysis 
program (Ewing et al, (1998), Genome Research 8: 175-185). Analysis of each clone 
results in a one pass nucleotide sequence and a quality file containing a number for 
each base pair with a score based on the probability that the determined base is 
correct. Each sequence files and its respective quality files were initially combined 
into single fasta format (Pearson, WR. Methods Mol Biol. 2000;132:185-219), multi- 
sequence file with the appropriate labels for each clone in the headers for subsequent 
automated analysis. 



104 



WO 02/057414 

PCT/USOl/47856 

Initially, known sequences were analyzed by pair wise similarity searching 
usmg the blastn option of the blastall program obtained from the National Center for 
B^cal Information, National Library of Medicine, National Institutes of Health 
(NCBI) to determine the quality score that produced accurate matching (Altschul 
SF,etal. JMolBiol.l990Oct5;215(3):403.10.). Empirically, it was determined that 
a raw score of 8 was the minimum that contained useful information. Using a sliding 
wmdow average for 16 base pairs, an average score was determined. The sequence 
was removed (trimmed) when the average score fell below 8. Maximum reads were 
950 nucleotides long. 

Next, the sequences were compared by similarity matching against a database 
file contammg the flanking vector sequences used to clone the cDNA, using the 
blastall program with the blastn option. All regions of vector similarity were 
removed, or "trimmed" from the sequences of the clones using scripts in the GAWK 
programmmg language, a variation of AWK (Aho AV et al, The Awk Programming 
Language (Addison-Wesley, Reading MA, 1988); Robbins, AD, "Effective AWK 
Progrumming" (Free Software Foundation, Boston MA, 1997). It was found that the 
first 45 base pairs of all the sequences were related to vector; these sequences were 
also tnmmed and thus removed from consideration. The remaining sequences were 
then compared against the NCBI vector database (Kitts, P.A. et al. National Center for 
Buccal Information, National Library of Medicine, National Institutes of Health 
Manuscnpt in preparation (2001) using blastall with the blastn option. Any vector' 
sequences that were found were removed from the sequences. 

Messenger RNA contains repetitive elements that are found in genomic DNA 
These repetitive elements lead to false positive results in similarity searches of query 
mRNA sequences versus known mRNA and EST databases. Additionally, regions of 
low mformation content (long runs of the same nucleotide, for example) also result in 
false positive results. These regions were masked using the program RepeatMasker2 
found at http://repeatmasker.genome.washington.edu (Smit, AFA & Green P 
"RepeatMasker" at http://r^.genome.wasl^ g ton.edu^epeatMa S ker html) The 
tnmmed and masked files were then subjected to further sequence analysis 
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Example 4: Further sequence analysis of novel nucleotide sequences identified by 
subtractive hybridization screening 

cDNA sequences were further characterized using BLAST analysis. The 
BLASTN program was used to compare the sequence of the fragment to the UniGene, 
dbEST, and nr databases at NCBI (GenBank release 123.0; see Table 5). In the 
BLAST algorithm, the expect value for an alignment is used as the measure of its 
significance. First, the cDNA sequences were compared to sequences in Unigene 
(http://www.ncbi.nlm.nih.gov/UniGene). If no alignments were found with an expect 
value less than 10" 25 , the sequence was compared to the sequences in the dbEST 
database using BLASTN. If no alignments were found with an expect value less than 
10" 25 , the sequence was compared to sequences in the nr database. 

The BLAST analysis produced the following categories of results: a) a 
significant match to a known or predicted human gene, b) a significant match to a 
nonhuman DNA sequence, such as vector DNA or E. coli DNA, c) a significant 
match to an unidentified GenBank entry (a sequence not previously identified or 
predicted to be an expressed sequence or a gene), such as a cDNA clone, mRNA, or 
cosmid , or d) no significant alignments. If a match to a known or predicted human 
gene was found, analysis of the known or predicted protein product was performed as 
described below. If a match to an unidentified GenBank entry was found, or if no 
significant alignments were found, the sequence was searched against all known 
sequences in the human genome database 

(http://www.ncbi.nlm.nih.gov/gen^ see 
Table 5). 

If many unknown sequences were to be analyzed with BLASTN, the 
clustering algorithm CAP2 (Contig Assembly Program, version 2) was used to cluster 
them into longer, contiguous sequences before performing a BLAST search of the 
human genome. Sequences that can be grouped into contigs are likely to be cDNA 
from expressed genes rather than vector DNA, E. coli DNA or human chromosomal 
DNA from a noncoding region, any of which could have been incorporated into the 
library. Clustered sequences provide a longer query sequence for database 
comparisons with BLASTN, increasing the probability of finding a significant match 
to a known gene. When a significant alignment was found, further analysis of the 
putative gene was performed, as described below. Otherwise, the sequence of the 
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original cDNA fragment or the CAP2 contig is used to design a probe for expression 
analysis and further approaches are taken to identify the gene or predicted gene that 
corresponds to the cDNA sequence, including similarity searches of other databases, 
molecular cloning, and Rapid Amplification of cDNA Ends (RACE). 

In some cases, the process of analyzing many unknown sequences with 
BLASTN was automated by using the BLAST network-client program blastclS, 
which was downloaded from %://ncbi.nlm.nih.gov/blast/network/netblast. 

When a cDNA sequence aligned to the sequence of one or more 
chromosomes, a large piece of the genomic region around the loci was used to predict 
the gene containing the cDNA. To do this, the contig corresponding to the mapped 
locus, as assembled by the RefSeq project at NCBI, was downloaded and cropped to 
include the region of alignment plus 100,000 bases preceding it and 100,000bases 
following it on the chromosome. The result was a segment 200 kb in length, plus the 
length of the alignment. This segment, designated a putative gene, was analyzed 
using an exon prediction algorithm to determine whether the alignment area of the 
unknown sequence was contained within a region predicted to be transcribed (see 
Table 6). 

This putative gene was characterized as follows: all of the exons comprising 
the putative gene and the introns between them were taken as a unit by noting the 
residue numbers on the 200kb + segment that correspond to the first base of the first 
exon and the last base of the last exon, as given in the data returned by the exon 
prediction algorithm. The truncated sequence was compared to the UniGene dbEST 
and nr databases to search for alignments missed by searching with the initial 
fragment. 

The predicted amino acid sequence of the gene was also analyzed. The 
peptide sequence of the gene predicted from the exons was used in conjunction with 
numerous software tools for protein analysis (see Table 7). These were used to 
classify or identify the peptide based on similarities to known proteins, as well as to 
pred,ct physical, chemical, and biological properties of the peptides, including 
secondary and tertiary structure, flexibility, hydrophobicity, antigenicity 
(hydrophilicity), common domains and motifs, and localization within the cell or 
tissues. The peptide sequence was compared to protein databases, including SWISS- 
PROT, TrEMBL, GenPept, PDB, PIR, PROSITE, ProDom, PROSITE, Blocks 
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PRINTS, and Pfam, using BLASTP and other algorithms to determine similarities to 
known proteins or protein subunits. 

Example 5: Further sequence analysis of novel Clone 596H6 
The sequence of clone 596H6 is provided below: 



A f^T ATA TTT A 
AC1 Al Al 1 1 A 


GGCACCACTG 


/—I /—I a rr> AAA /^rp a 

CCATAAACTA 


AAAAAAiA 

CCAAAAAAAA 


AATGTAATTC 


50 


C 1 AGAAuC 1 G 


TGAAGAATAG 


TAGTGTAGCT 


AAGCACGGTG 


TGTGGACAGT 


101 


CjCjCjACATCTG 


CCACCTGCAG 


TAGGTCTCTG 


CACTCCCAAA 


AGCAAATTAC 


151 


Al 1GGCT1GA 


ACTTCAGTAT 


GCCCGGTTCC 


ACCCTCCAGA 


AACTTTTGTG 


201 


1 1C1 1 1G1AT 


A a a npnmi a 

AGAATTTAGG 


AACTTCTGAG 


GGCCACAAAT 


ACACACATTA 


251 


AAAAAGGTAG 


AATTTTTGAA 


GAT A A G A TTP 


TTPTA A A A A A 


nPTTPPPA AT 

LrC 1 1 CCU AA 1 




GCTTGAGTAG 


AAAGTATCAG 


TAGAGGTATC 


AAGGGAGGAG 


AGACTAGGTG 


351 


ACCACTAAAC 


TCCTTCAGAC 


TCTTAAAATT 


ACGATTCTTT 


TCTCAAAGGG 


40< 


GAAGAACGTC 


AGTGCAGCGA 


TCCCTTCACC 


TTTAGCTAAA 


GAATTGGACT 


451 


GTGCTGCTCA 


AAATAAAGAT 


CAGTTGGAGG 


TANGATGTCC 


AAGACTGAAG 


501 


GTAAAGGACT 


AGTGCAAACT 


GAAAGTGATG 


GGGAAACAGA 


CCTACGTATG 


551 


GAAGCCATGT 


AGTGTTCTTC 


ACAGGCTGCT 


GTTGACTGAA 


ATTCCTATCC 


60! 


TCAAATTACT 


CTAGACTGAA 


GCTGCTTCCC 


TTCAGTGAGC 


AGCCTCTCCT 


651 


TCCAAGATTC 


TGGAAAGCAC 


ACCTGACTCC 


AAACAAAGAC 


TTAGAGCCCT 


701 


GTGTCAGTGC 


TGCTGCTGCT 


TTTACCAGAT 


TCTCTAACCT 


TCCGGGTAGA 


75< 


AGAG 


(SEQIDNO: 












8767) 











This sequence was used as input for a series of BLASTN searches. First, it 
was used to search the UniGene database, build 132 

(http://www.ncbi.nlm.nih.gov/BLAST/). No alignments were found with an expect 
value less than the threshold value of 10" 25 . A BLASTN search of the database 
dbEST, release 041001 , was then performed on the sequence and 21 alignments were 
found (http://www.ncbi.nlm.nih.gov/BLAST/). Ten of these had expect values less 
than 10' 25 , but all were matches to unidentified cDNA clones. Next, the sequence was 
used to run a BLASTN search of the nr database, release 123.0. No significant 
alignment to any sequence in nr was found. Finally, a BLASTN search of the human 
genome was performed on the sequence 

(http://ww.ncbi.nlm.nih.gov/genome/seq/page.cgi?F=HsBlast.html&& 

A single alignment to the genome was found on contig NT_004698.3 (e=0.0). 
The region of alignment on the contig was from base 1,821,298 to base 1,822,054, 
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and this region was found to be mapped to chromosome 1, from base 1 05,552,694 to 
base 105,553,450. The sequence containing the aligned region, plus 100 kilobases on 
each side of the aligned region, was downloaded. Specifically, the sequence of 
chromosome 1 from basel 05,452,694 to 105,653,450 was downloaded 
(http ://www.ncbi.nlm.nih.go v/cgi- 

buVEntrez/seq_reg.cgi?chr=l&from=105452694&to=105653450). 

This 200,757 bp segment of the chromosome was used to predict exons and 
their peptide products as follows. The sequence was used as input for the Genscan 

algorithm (http://genes.mit.edu/GENSCAN.htrnl), using the following Genscan 
settings: 

Organism: vertebrate 

Suboptimal exon cutoff: 1.00 (no suboptimal exons) 
Print options: Predicted CDS and peptides 

The region matching the sequence of clone 596H6 was known to span base 
numbers 100,001 to 100,757 of the input sequence. An exon was predicted by the 
algorithm, with a probability of 0.695, covering bases 100,601 to 101,094 (designated 
exon 4.14 of the fourth predicted gene). This exon was part of a predicted cistron that 
is 24,195 bp in length. The sequence corresponding to the cistron was noted and 
saved separately from the 200,757 bp segment. BLASTN searches of the Unigene, 
dbEST, and nr databases were performed on it. 

At least 100 significant alignments to various regions of the sequence were 
found in the dbEST database, although most appeared to be redundant representations 
of a few exons. All matches were to unnamed cDNAs and mRNAs (unnamed cDNAs 
and mRNAs are cDNAs and mRNAs not previously identified, or shown to 
correspond to a known or predicted human gene) from various tissue types. Most 
aligned to a single region on the sequence and spanned 500 bp or less, but several 
consisted of five or six regions separated by gaps, suggesting the locations of exons in 
the gene. Several significant matches to entries in the UniGene database were found 
as well, even after masking low-complexity regions and short repeats in the sequence'. 
All matches were to unnamed cDNA clones. 

At least 100 significant alignments were found in the nr database, as well A 
similarity to hypothetical protein FLJ22457 (UniGene cluster Hs.238707)was found 
(e-0.0). The cDNA of this predicted protein has been isolated from B lymphocytes 
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(http://ww.ncbi.nlm.nih.gov/entrez/viewerxgi?save=0&cmd=&cfm=on&f=l&view 
=gp&txt=0&val=l 3637988). 

Other significant alignments were to unnamed cDNAs and mRNAs. 

Using Genscan, the following 730 residue peptide sequence was predicted 
from the putative gene: 



MDGLGRRLRA 

ERAQEHSLPN 

RGQQEEEERL 

QPRTCCHASA 

CFGLFSOLD 

SGTEFISLTR 

EGLREEEKDV 

GTSCSTLSQC 

MRFQQEVMDS 

CEGTFLMSVG 

QFFVKIVGHY 

FSLFIQEAEK 

HTLWSKGSAS 

MTIKWTTSGR 

KSLVWSQVCF 



SLRLKRGHGG 

FAGGQHFFEY 

LKAIPLFCFP 

PSAAPQARGP 

EVEKRHQISM 

PLDSHLEHVD 

RDSTEVRGAG 

IHAAAALLYP 

PMEEIQPQAE 

DEKDBLPPKL 

ASYKREANG 

SKNPPAEVTQ 

LHEVCGHVRT 

PGHGDMFGVI 

PESWEERLLT 



HWRLNEMPYM 

LLWSLKKKR 

DGNEWASLTE 

DAPSPAAGQA 

AVIYPFMQGL 

FSSLLHCLSF 

ECHGFQRKGN 

FSWAHTYIPV 

IKTVNPLGVY 

QDD1LDSLGQ 

QGHFQERSFC 

VGNSSTCWD 

RVKRKILFLY 

ESWGAAALLL 

EGKQLQSRVI 



KHEFDGGPPQ 

SEDDYEPITT 

YPSLSCKTPG 

LPAGPGPRLP 

REAAFPAPGK 

EQILQIFASA 

LGKQWGLCVE 

VPESLLATVC 

EERGPEKASL 

GINELKTAEQ 

KALTSKTNRR 

TWLEAAATAL 

VSLAFTMGKS 

LTGRVRDTGK 

SEQIDNO:8768 



DNSGEALKEP 

YQFPKRENLL 

LLAALWEKA 

KVYCHSCIG 

TVTLKSFIPD 

VLERKUFLA 

DSVKMGDNQR 

CPTPFMVGVQ 

CLFQVXLVNL 

INEHVSGPFV 

FVKKFVKTQL 

SHHYNIFNTE 

IFLVENKAMN 

SSSSTGHRAS 



Multiple analyses were performed using this prediction. First, a pairwise 
comparison of the sequence above and the sequence of FLJ22457, the hypothetical 
protein mentioned above, using BLASTP version 2.1.2 

(http://ncbi.nlm.nih.gov/BLAST/), resulted in a match with an expect value of 0.0. 
The peptide sequence predicted from clone 596H6 was longer and 19% of the region 
of alignment between the two resulted from gaps in hypothetical protein FLJ22457. 
The cause of the discrepancy might be alternative mRNA splicing, alternative post- 
translational processing, or differences in the peptide-predicting algorithms used to 
create the two sequences, but the homology between the two is significant. 

BLASTP and TBLASTN were also used to search for sequence similarities in 
the SWISS-PROT, TrEMBL, GenBank Translated, and PDB databases. Matches to 
several proteins were found, among them a tumor cell suppression protein, HTS1. No 
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matches aligned to the full length of the peptide sequence, however, suggesting that 
similarity is limited to a few regions of the peptide. 

TBLASTN produced matches to several proteins - both identified and 
theoretical - but again, no matches aligned to the full length of the peptide sequence 
The best alignment was to the same hypothetical protein found in GenBank before 
(FLJ22457). 

To discover similarities to protein families, comparisons of the domains 
(described above) were earned out using the Pfam and Blocks databases. A search of 
the Pfam database identified two regions of the peptide domains as belonging the 
DENN protein family (e=2. 1 x 1 0--"). The human DENN protein possesses an RGD 
cellular adhesion motif and a leucine-zipper-like motif associated with protein 
dimerization, and shows partial homology to the receptor binding domain of tumor 
necrosis factor alpha. DENN is virtually identical to MADD, a human MAP kinase- 
activating death domain protein that interacts with type I tumor necrosis factor 
receptor (http://srs.ebi.ac.uk/srs6bin/cgi-bin/wget Z ?-id+fS5nlGQsHf+- 
e + [INTERPRO:'IPR001 194']). The search of the Blocks database also revealed 
similarities between regions of the peptide sequence and known protein groups but 
none with a satisfactory degree of confidence. In the Blocks scoring system, scores 
over 1,100 are likely to be relevant. The highest score of any match to the predicted 
peptide was 1,058. 

The Prosite, ProDom, PRINTS databases (all publicly available) were used to 
conduct further domain and motif analysis. The Prosite search generated many 
recognized protein domains. A BLASTP search was performed to identify areas of 
similarity between the protein query sequence and PRINTS, a protein database of 
protein fingeiprints, groups of motifs that together form a characteristic signature of a 
protem family. In this case, no groups were found to align closely to any section of 
the submitted sequence. The same was true when the ProDom database was searched 
withBLASTP. 

A prediction of protein structure was done by performing a BLAST search of 
the sequence against PDB, a database in which every member has tertiary structure 
information. No significant alignments were found by this method. Secondary and 
super-secondary structure was examined using the Gamier algorithm. Although it is 
only considered to be 60-65% accurate, the algorithm provided infonnation on the 
locanons and lengths of alpha-helices, beta-sheets, turns and coils. 
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The antigenicity of the predicted peptide was modeled by graphing 
hydrophilicity vs. amino acid number. This produced a visual representation of trends 
in hydrophilicity along the sequence. Many locations in the sequence showed 
antigenicity and five sites had antigenicity greater than 2. This information can be 
used in the design of affinity reagents to the protein. 

Membrane-spanning regions were predicted by graphing hydrophobicity vs. 
amino acid number. Thirteen regions were found to be somewhat hydrophobic. The 
algorithm TMpred predicted a model with 6 strong transmembrane helices 
(http://www.ch.embnet.org/software/ 

TMPRED Jbrm.html). 

NNPSL is a neural network algorithm developed by the Sanger Center. It uses 
amino acid composition and sequence to predict cellular location. For the peptide 
sequence submitted, its first choice was mitochondrial (51.1% expected accuracy). Its 
second choice was cytoplasmic (91.4% expected accuracy). 



Example 6: Further sequence analysis of novel Clone 486E11 
The sequence of clone 486E11 is provided below: 



TAAAAGCAGG 


CTGTGCACTA 


GGGACCTAGT 


GACCTTACTA 


GAAAAAACTC 


5 


AAATTCTCTG 


AGCCACAAGT 


CCTCATGGGC 


AAAATGTAGA 


TACCACCACC 


1 


TAACCCTGCC 


AATTTCCTAT 


CATTGTGACT 


ATCAAATTAA 


ACCACAGGCA 


1 


GGAAGTTGCC 


TTGAAAACTT 


TTTATAGTGT 


ATATTACTGT 


TCACATAGAT 


i 


NAGCAATTAA 


CTTTACATAT 


ACCCGTTTTT 


AAAAGATCAG 


TCCTGTGATT 


2 


AAAAGTCTGG 


CTGCCCTAAT 


TCACTTCGAT 


TATACATTAG 


GTTAAAGCCA 


2 


TATAAAAGAG 


GCACTACGTC 


TTCGGAGAGA 


TGAATGGATA 


TTACAAGCAG 


3 


TAATGTTGGC 


TTTGGAATAT 


ACACATAATG 


TCCACTTGAC 


CTCATCTATT 


A 


TGACACAAAA 


TGTAAACTAA 


ATTATGAGCA 


TCATTAGATA 


CCTTGGCCTT 


A 


TTCAAATCAC 


ACAGGGTCCT 


AGATCTNNNN 


NNNNO'WNNNN 


NNNNNNNNNN 




NNNNNNNNNN 


NNNNNNNNNN 


NNNNNNNNNN 


M^NNNNNNAC 


TTTGGGATTC 


5 


CTATATCTTT 


GTCAGCTGTC 


AACTTCAGTG 


il'lTCAGGTT 


AAATTCTATC 


e 


CATAGTCATC 


CCAATATACC 


TGCTTTAGAT 


GATACAACCT 


TCAAAAGATC 


6 


CGCTCTTCCT 


CGTAAAAAGT 


GGAG 


SEQ ID NO: 8769 







The BLASTN program was used to compare the sequence to the UniGene and 
dbEST databases. No significant alignments were found in either. It was then 
searched against the nr database and only alignments to unnamed genomic DNA 
clones were found. 
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CAP2 was used to cluster a group of unknowns, including clone 486E1 1. The 
sequence for 486E11 was found to overlap others. These formed a contig of 1,010 
residues, which is shown below: 



CGGACAGGTA 

TAGAAAAAAC 

GATACCACCA 

AAACCACAGG 

GTTCACATAG 

AGTCCTGTGA 

AGGTTAAAGC 

TATTACAAGC 

ACCTCATCTA 

TACCTTGGGC 

NNNNNNNNNN 

NACTTTGGAT 

NTAAATTCTA 

CTTCAAAAGA 

GGGGTTTTCT 

CACAACAGGA 

TTCACTTCTG 

CTTTGTAAAA 

AAGATACAAG 

TGTTTTACAC 

ATTATACAGG 



CCTAAAAGCA 

TCAAATTCTC 

CCTAACCCTG 

CAGGAAGTTG 

ATNAGCAATT 

TTAAAAGTCT 

CATATAAAAG 

AGTAATTTTG 

TTTGACACAA 

CTTTTCAAAT 

NNNNNNNNNN 

TCTTATATCT 

TCCATAGTCA 

TCCGGCTCTC 

GAGTAAAGAA 

NCGAATATAT 

TTAAATGAAG 

TTAAAATAGA 

TTTTGAAGGC 

ACTTCTCTGG 

SEQIDNO: 8832 



GGCTGTGCAC 

TGAGCCACAA 

CCAATTTCCT 

CCTTGAAAAC 

AACTTTACAT 

GGCTGCCCTA 

AGGCACTACG 

GCTTTGGAAT 

AATGTAAACT 

CACACAGGGT 

NNNNNNNNNN 

TTGTCAGCTG 

TCCCAATATA 

CCTCGTAAAA 

AGGCAACCGC 

ACAGACGCTG 

ACATTGATAT 

TTTGTAGTTA 

AGTCTCTTTT 

CCACTCCAAC 



TAGGGACCTA 

GTCCTCATGG 

ATCATTGTGA 

TTTTTATAGT 

ATACCCGTTT 

ATTCACTTCG 

TCTTCGGAGA 

ATACACATAA 

AAATTATGAG 

CCTAGATCTG 

NNNNNNNNNN 

TCAACTTCAG 

CCTGCTTTAG 

CGTGGAGGAC 

TCGGCAAAAA 

ATTGAGCGTT 

CTAAAATGCT 

TTTTTCAAAA 

TCCACCCTGC 

AGGGAAGCTG 



GTGACCTTAC 5i 

GCAAAATGTA li 

CTATCAAATT 1: 

GTATATTACT 2' 

TTAAAAGATC 2 

ATTATACATT 3' 

GATGAATGGA 3 

TGTCCACTTG 4 

CATCATTAGA 4 

NNNNNNNNNN 5 

NNNNNNNNNN 5 

TGTTTTCAGG 6 

ATGATACAAA 6 

AGACATCAAG 7 

CTCACCCTGG 7 

TTGCTCCATC 8 

ATGAGTCTAA 8 

TGAAATCGAA 9 

CCCTCTAGTG 9 

GTCCAGGGCC 1 



The sequence of the CAP2 contig was used in a BLAST search of the human 
genome. 934 out of 1,010 residues aligned to a region of chromosome 21. Agapof 
61 residues divided the aligned region into two smaller fragments. The sequence of 
this region, plus 100 kilobases on each side of it, was downloaded and analyzed using 
the Genscan site at MIT (http://genes.mit.edu/GENSCAN.html), with the Mowing 
settings: 

Organism: vertebrate 

Suboptimal exon cutoff: 1.00 (no suboptimal exons) 
Print options: Predicted CDS and peptides 
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The fragment was found to fall within one of several predicted genes in the 
chromosome region. The bases corresponding to the predicted gene, including its 
predicted introns, were saved as a separate file and used to search GenBank again 
with BLASTN to find any ESTs or UniGene clusters identified by portions of the 
sequence not included in the original unknown fragment. The nr database contained 
no significant matches. At least 100 significant matches to various parts of the 
predicted gene were found in the dbEST database, but all of them were to unnamed 
cDNA clones. Comparison to UniGene produced fewer significant matches, but all 
matches were to unnamed cDNAs. 

The peptide sequence predicted by Genscan was also saved. Multiple types of 
analyses were performed on it using the resources mentioned in Table 3. BLASTP 
and TBLASTN were used to search the TrEMBL protein database 
(http://www.expasyxh/sprot/) and the GenBank nr database 
(http://www.ncbi.nlm.hih.gov/BLAST/), which includes data from the SwissProt, 
PIR, PRE, and PDB databases. No significant matches were found in any of these, so 
no gene identity or tertiary structure was discovered. 

The peptide sequence was also searched for similarity to known domains and 
motifs using BLASTP with the Prosite, Blocks, Pfam, and ProDom databases. The 
searches produced no significant alignments to known domains. BLASTP 
comparison to the PRINTS database produced an alignment to the P450 protein 
family, but with a low probability of accuracy (e=6.9). 

Two methods were used to predict secondary structure - the 
Garnier/Osguthorpe/Robson model and the Chou-Fasman model. The two methods 
differed somewhat in their results, but both produced representations of the peptide 
sequence with helical and sheet regions and locations of turns. 

Antigenicity was plotted as a graph with amino acid number in the sequence 
on the x-axis and hydrophilicity on the y-axis. Several areas of antigenicity were 
observed, but only one with antigenicity greater than 2. Hydrophobicity was plotted 
in the same way. Only one region, from approximately residue 135 to residue 150, 
had notable hydrophobicity. TMpred, accessed through ExPASy, was used to predict 
transmembrane helices. No regions of the peptide sequence were predicted with 
reasonable confidence to be membrane-spanning helices. 
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NNPSL predicted that the putative protein would be found either in the 
nucleus (expected prediction accuracy = 51.1%) or secreted from the cell (expected 
prediction accuracy = 9 1 .4%). 

Example 7: Preparation of a leukocyte cDNA array comprising a candidate gene 
library 

Candidate genes and gene sequences for leukocyte expression profiling were 
.denhfied through methods described elsewhere in this document. Candidate genes 
are used to obtain or design probes for peripheral leukocyte expression profiling in a 
variety of ways. 

A cDNA microarray carrying 384 probes was constructed using sequences 
selected from the cDNA libraries described in example 1. cDNAs were selected from 
T-cell libraries, PBMC libraries and buffy coat libraries. A listing of the cDNA 
fragments used is given in Table 8. 

96-WellPCR 

Plasmids were isolated in 96-well format and PGR was performed in 96-well 
format. A master mix was made that contain the reaction buffer, dNTPs, forward and 
reverse pnmer and DNA polymerase was made. 99 ul of the master mix was 
aliquoted into 96-well plate. 1 ul of plasmid (1-2 ng/ul) of plasmid was added to the 
plate. The final reaction concentration was 10 mM Tris pH 8.3, 3.5 mM MgCl2 25 
mM KC1, 0.4 mM dNTPs, 0.4 uM M13 forward primer, 0.4 M13 reverse primer' and 
10 U of Taq Gold (Applied Biosystems). The PGR conditions were: 

Stepl95Cforl0min 

Step 2 95C for 15 sec 

Step 3 56C for 30 sec 

Step 4 72C for 2 min 15 seconds 

Step 5 go to Step 2 39 times 

Step 6 72C for 1 0 minutes 

Step 7 4C for ever. 

PCR Purification 

PCR purification was done in a 96-well format. The Arraylt (Telechem 
International, Inc.) PCR purification kit was used and the provided protocol was 
followed without modification. Before the sample was evaporated to dryness the 



115 



WO 02/057414 



PCI7US01/47856 



concentration of PCR products was determined using a spectrophotometer. After 
evaporation, the samples were re-suspended in Ix Micro Spotting Solution (Airaylt) 
so that the majority of the samples were between 0.2-1.0 ug/ul. 

Array Fabrication 

Spotted cDNA microarrays were then made from these PCR products by 
Arraylt using their protocols (http://arrayit.com/Custom_Microarrays/Flex-Chips/flex- 
chips.html). Each fragment was spotted 3 times onto each array. 

Candidate genes and gene sequences for leukocyte expression profiling were 
identified through methods described elsewhere in this document. Those candidate 
genes are used for peripheral leukocyte expression profiling. The candidate libraries 
can used to obtain or design probes for expression profiling in a variety of ways. 

Oligonucleotide probes are also prepared using the DNA sequence 
information for the candidate genes identified by differential hybridization screening 
(listed in Table 3 and the sequence listing) and/or the sequence information for the 
genes identified by database mining (listed in Table 2) is used to design 
complimentary oligonucleotide probes. Oligo probes are designed on a contract basis 
by various companies (for example, Compugen, Mergen, Affymetrix, Telechem), or 
designed from the candidate sequences using a variety of parameters and algorithms 
as indicated at http://ww.genome.wi.niit.edu/cgi-bin/primer/primer3.cgi. Briefly, 
the length of the oligonucleotide to be synthesized is determined, preferably greater 
than 18 nucleotides, generally 18-24 nucleotides, 24-70 nucleotides and, in some 
circumstances, more than 70 nucleotides. The sequence analysis algorithms and tools 
described above are applied to the sequences to mask repetitive elements, vector 
sequences and low complexity sequences. Oligonucleotides are selected that are 
specific to the candidate nucleotide sequence (based on a Blast n search of the 
oligonucleotide sequence in question against gene sequences databases, such as the 
Human Genome Sequence, UniGene, dbEST or the non-redundant database at NCBI), 
and have <50% G content and 25-70% G+C content. Desired oligonucleotides are 
synthesized using well-known methods and apparatus, or ordered from a company 
(for example Sigma). Oligonucleotides are spotted onto microarrays. Alternatively, 
oligonucleotides are synthesized directly on the array surface, using a variety of 
techniques (Hughes et al. 2001, Yershov et al. 1996, Lockhart et al 1996). 
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Example 8: Preparation of WA from mononuclear cells for expression profiling 
Blood was isolated from the subject for leukocyte expression profiling usiug 
the following methods: 

Two tubes were drawn per patient. Blood was drawn from either a standard 
peripheral venous blood draw or directly from a large-bore intra-arterial or 
intravenous catheter inserted in the femoral artery, femoral vein, subclavian vein or 
mternal jugular vein. Care was taken to avoid sample contamination with heparin 
from the intravascular catheters, as heparin can interfere with subsequent RNA 
reactions. 

For each tube, 8 ml of whole blood was drawn into a tube (CPT, Becton- 
D 1C kinson order #362753) containing the anticoagulant Citrate, 25°C density gradient 
3olution(e.g.Picoll,Percoll)andapolyester gel barrier that upon centrifugatfon was 
permeable to RBCs and granulocytes but not to mononuclear cells. The tube was 
inverted several times to mix the blood with the anticoagulant. The tubes were 
centnfoged at 1750xg in a swing-out rotor at room temperature for 20 minutes The 
tubes were removed from the centrifuge and inverted 5-10 times to mix the plasma 
With the mononuclear cells, while trapping the RBCs and the granulocytes beneath the 
gel bamer. The plasma/mononuclear cell mix was decanted into a 1 5ml tube and 5ml 
of phosphate-buffered saline (PBS) is added. The 15ml tubes were spun for 5 minutes 
at 1750xg to pellet the cells. The supernatant was discarded and 1.8 ml ofRLT lysis 
buffer is added to the mononuclear cell pellet. The buffer and cells were pipetted up 
and down to ensure complete lysis of the pellet. The cell lysate was frozen and stored 
until it is convenient to proceed with isolation of total RNA. 

Total RNA was purified from the lysed mononuclear cells using the Qiagen 
Rneasy Miniprep kit, as directed by the manufacturer (10/99 version) for total RNA 
eolation, including homogenization (Qiashredder columns) and on-column DNase 
treatment. The purified RNA was eluted in 50ul of water. The further use of RNA 
prepared by this method is described in Example 1 1, 24, and 23. 

Some samples were prepared by a different protocol, as follows: 
Two 8 ml blood samples were drawn from a peripheral vein into a tube (CPT 
Becton-Dickinson order #362753) containing anticoagulant (Citrate), 25°C density ' 
gradient solution (Ficoll) and a polyester gel barrier that upon centrifugation is 
permeable to RBCs and granulocytes but not to mononuclear cell, The mononuclear 
cells and plasma remained above the barrier while the RBCs and granulocytes were 
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trapped below. The tube was inverted several times to mix the blood with the 
anticoagulant, and the tubes were subjected to centrifiigation at 1750xg in a swing-out 
rotor at room temperature for 20 min. The tubes were removed from the centrifuge, 
and the clear plasma layer above the cloudy mononuclear cell layer was aspirated and 
discarded. The cloudy mononuclear cell layer was aspirated, with care taken to rinse 
all of the mononuclear cells from the surface of the gel barrier with PBS (phosphate 
buffered saline). Approximately 2 mis of mononuclear cell suspension was 
transferred to a 2ml microcentrifuge tube, and centrifiiged for 3min. at 16,000 ipm in 
a microcentrifuge to pellet the cells. The supernatant was discarded and 1.8 ml of 
RLT lysis buffer (Qiagen) were added to the mononuclear cell pellet, which lysed the 
cells and inactivated Rnases. The cells and lysis buffer were pipetted up and down to 
ensure complete lysis of the pellet. Cell lysate was frozen and stored until it was 
convenient to proceed with isolation of total RNA. 

RNA samples were isolated from 8 mL of whole blood. Yields ranged from 2 
ug to 20ug total RNA for 8mL blood. A260/A280 spectrophotometric ratios were 
between 1 .6 and 2.0, indicating purity of sample. 2ul of each sample were run on an 
agarose gel in the presence of ethidium bromide. No degradation of the RNA sample 
and no DNA contamination was visible. 

Example 9: Preparation of Buffy Coat Control RNA for use in leukocyte 
expression profiling 

Control RNA was prepared using total RNA from Buffy coats and/or total 
RNA from enriched mononuclear cells isolated from Buffy coats, both with and 
without stimulation with ionomycin and PMA. The following control RNAs were 
prepared: 

Control 1 : Buffy Coat Total RNA 

Control 2 : Mononuclear cell Total RNA 

Control 3: Stimulated buffy coat Total RNA 

Control 4: Stimulated mononuclear Total RNA 

Control 5: 50% Buffy coat Total RNA / 50% Stimulated buffy coat Total 

RNA 

Control 6: 50% Mononuclear cell Total RNA / 50% Stimulated Mononuclear 
Total RNA 
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Some samples were prepared using the following protocol: Buffy coats from 
38 individuals were obtained from Stanford Blood Center. Each buffy coat is derived 
from -350 mL whole blood from one individual. 10 ml buffy coat was removed from 
the bag, and placed into a 50 ml tube. 40 ml of Buffer EL (Qiagen) was added, the 
tube was mixed and placed on ice for 15 minutes, then cells were pelleted by 
centrifugation at 2000xg for 10 minutes at 4°C. The supernatant was decanted and 
the cell pellet was re-suspended in 10 ml of Qiagen Buffer EL. The tube was then 
centrifuged at 2000xg for 10 minutes at 4°C. The cell pellet was then re-suspended in 
20 ml TRIZOL (GibcoBRL) per Buffy coat sample, the mixture was shredded using a 
rotary homogenizer, and the lysate was then frozen at -80°C prior to proceeding to 
RNA isolation. 

Other control RNAs were prepared from enriched mononuclear cells prepared 
from Buffy coats. Buffy coats from Stanford Blood Center were obtained, as 
described above. 10 ml buffy coat was added to a 50 ml polypropylene tube, and 10 
ml of phosphate buffer saline (PBS) was added to each tube. A polysucrose (5.7 
g/dL) and sodium diatrizoate (9.0 g/dL) solution at a 1.077 +/-0.0001 g/ml density 
solution of equal volume to diluted sample was prepared (Histopaque 1077, Sigma 
cat. no 1077-1). This and all subsequent steps were performed at room temperature 
15 ml of diluted buffy coat/PBS was layered on top of 15 ml of the histopaque 
solution in a 50 ml tube. The tube was centrifuged at 400xg for 30 minutes at room 
temperature. After centrifugation, the upper layer of the solution to within 0.5 cm of 
the opaque interface containing the mononuclear cells was discarded. The opaque 
interface was transferred into a clean centrifuge tube. An equal volume of PBS was 
added to each tube and centrifuged at 350xg for 1 0 minutes at room temperature The 
supernatant was discarded. 5 ml of Buffer EL (Qiagen) was used to resuspend the 
remaining cell pellet and the tube was centrifuged at 2000xg for 10 minutes at room 
temperature. The supernatant was discarded. The pellet was resuspended in 20 ml of 
TRIZOL (GibcoBRL) for each individual buffy coat that was processed. The sample 
was homogenized using a rotary homogenizer and frozen at -80C until RNA was 
isolated. 

RNA was isolated from frozen lysed Buffy coat samples as follows: frozen 
samples were thawed, and 4 ml of chloroform was added to each buffy coat sample 
The sample was mixed by vortexing and centrifuged at 2000xg for 5 minutes. The 
aqueous layer was moved to new tube and then repurified by using the RNeasy Maxi 
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RNA clean up kit, according to the manufacturer's instruction (Qiagen, PN 75162). 
The yield, purity and integrity were assessed by spectrophotometer and gel 
electrophoresis. 

Some samples were prepared by a different protocol, as follows. The further 
use of RNA prepared using this protocol is described in Example 11. 

50 whole blood samples were randomly selected from consented blood donors 
at the Stanford Medical School Blood Center. Each buffy coat sample was produced 
from -350 mL of an individual's donated blood. The whole blood sample was 
centrifuged at -4,400 x g for 8 minutes at room temperature, resulting in three distinct 
layers: a top layer of plasma, a second layer of buffy coat, and a third layer of red 
blood cells. 25 ml of the buffy coat fraction was obtained and diluted with an equal 
volume of PBS (phosphate buffered saline). 30 ml of diluted buffy coat was layered 
onto 15 ml of sodium diatrizoate solution adjusted to a density of 1.077+/-0.001 g/ml 
(Histopaque 1077, Sigma) in a 50mL plastic tube. The tube was spun at 800 g for 10 
minutes at room temperature. The plasma layer was removed to the 30 ml mark on 
the tube, and the mononuclear cell layer removed into a new tube and washed with an 
equal volume of PBS, and collected by centrifugation at 2000 g for 10 minutes at 
room temperature. The cell pellet was resuspended in 10 ml of Buffer EL (Qiagen) 
by vortexing and incubated on ice for 10 minutes to remove any remaining 
erythrocytes. The mononuclear cells were spun at 2000 g for 10 minutes at 4 
degrees Celsius. The cell pellet was lysed in 25 ml of a phenol/guanidinium 
thiocyanate solution (TRIZOL Reagent, Invitrogen). The sample was homogenized 
using a PowerGene 5 rotary homogenizer (Fisher Scientific) and Omini disposable 
generator probes (Fisher Scientific). The Trizol lysate was frozen at -80 degrees C 
until the next step. 

The samples were thawed out and incubated at room temperature for 5 
minutes. 5 ml chloroform was added to each sample, mixed by vortexing, and 
incubated at room temperature for 3 minutes. The aqueous layers were transferred to 
new 50 ml tubes. The aqueous layer containing total RNA was further purified using 
the Qiagen RNeasy Maxi kit (PN 75162), per the manufacturer's protocol (October 
1999). The columns were eluted twice with 1 ml Rnase-free water, with a minute 
incubation before each spin. Quantity and quality of RNA was assessed using 
standard methods. Generally, RNA was isolated from batches of 10 buffy coats at a 
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time, with an average yield per buffy coat of 870 pg, and an estimated total yield of 
43.5 mg total RNA with a 260/280 ratio of 1 .56 and a 28S/18S ratio of 1 .78. 

Quality of the RNA was tested using the Agilent 21 00 Bioanalyzer using RNA 
6000 microfluidics chips. Analysis of the electrophorgrams from the Bioanalyzer for 
five different batches demonstrated the reproducibility in quality between the batches. 

Total RNA from all five batches were combined and mixed in a 50 ml tube, 
then aliquoted as follows: 2 x 10 ml aliquots in 15 ml tubes, and the rest in 100 ul' 
aliquots in 1.5 ml microcentrifuge tubes. The aliquots gave highly reproducible 
results with respect to RNA purity, size and integrity. The RNA was stored at -80»C. 

Test hvbridiVflHnn of Referent RNA 

The reference RNA (hereinafter, "R50") was hybridized to a spotted cDNA 
array (prepared as described in Example 1 0). There are a total of 1 1 52 features on the 
array: 384 clones printed in triplicate. The R50 targets were fluorescently labeled 
with Cy-5 using methods described herein. In five array hybridizations, the reference 
RNA detected 94% of probes on the array with a Signal to Noise ratio of greater than 
three. 99% of probes on the array were detected with a signal to noise ratio of greater 
than one. Figure 8 shows one array hybridization. The probes are ordered from high 
to low in signal to noise ratio, and the log of median and the log of the background 
were plotted for each probe. 

Example 10. RNA Labeling and hybridization to a leukocyte cDNA array of 
candidate nucleotide sequences. 

Comparison of Guanine-Silica to Anirf-PWoi rna Pnrifir a t i on (QSvsAP) 
These data are from a set of 12 hybridizations designed to identify differences 
between the signal strength from two different RNA purification methods. The two 
RNA methods used were guanidine-silica (GS, Qiagen) and acid-phenol (AP, Trizol, 
GibcoBRL). Ten tubes ofblood were drawn from each of four people. Twowere ' 
used for the AP prep, the other eight were used for the GS prep. The protocols for the 
leukocyte RNA preps using the AP and GS techniques were completed as described 
here: 

Guanidine-silica fGS) method- 

For each tube, 8ml blood was drawn into a tube containing the anticoagulant 
Citrate, 25°C density gradient solution and a polyester gel barrier that upon 
centrifugation is permeable to RBCs and granulocytes but not to mononuclear cells. 
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The mononuclear cells and plasma remained above the barrier while the RBCs and 
granulocytes were trapped below. CPT tubes from Becton-Dickinson (#362753) were 
used for this purpose. The tube was inverted several times to mix the blood with the 
anticoagulant. The tubes were immediately centrifiiged @1750xg in a swinging 
bucket rotor at room temperature for 20 min. The tubes were removed from the 
centrifuge and inverted 5-10 times. This mixed the plasma with the mononuclear 
cells, while the RBCs and the granulocytes remained trapped beneath the gel barrier. 
The plasma/mononuclear cell mix was decanted into a 15ml tube and 5ml of 
phosphate-buffered saline (PBS) was added. The 15ml tubes are spun for 5 minutes 
at 1750xg to pellet the cells. The supernatant was discarded and 1.8 ml of RLT lysis 
buffer (guanidine isothyocyanate) was added to the mononuclear cell pellet. The 
buffer and cells were pipetted up and down to ensure complete lysis of the pellet. The 
cell lysate was then processed exactly as described in the Qiagen Rneasy Miniprep kit 
protocol (10/99 version) for total RNA isolation (including steps for homogenization 
(Qiashredder columns) and on-column DNase treatment. The purified RNA was 
eluted in 50ul of water. 

Acid-phenol (AP) method: 

For each tube, 8ml blood was drawn into a tube containing the anticoagulant 
Citrate, 25 °C density gradient solution and a polyester gel barrier that upon 
centrifiigation is permeable to RBCs and granulocytes but not to mononuclear cells. 
The mononuclear cells and plasma remained above the barrier while the RBCs and 
granulocytes were trapped below. CPT tubes from Becton-Dickinson (#362753) were 
used for this purpose. The tube was inverted several times to mix the blood with the 
anticoagulant. The tubes were immediately centrifiiged @1750xg in a swinging 
bucket rotor at room temperature for 20 min. The tubes were removed from the 
centrifuge and inverted 5-10 times. This mixed the plasma with the mononuclear 
cells, while the RBCs and the granulocytes remained trapped beneath the gel barrier. 
The plasma/mononuclear cell mix was decanted into a 15ml tube and 5ml of 
phosphate-buffered saline (PBS) was added. The 15ml tubes are spun for 5 minutes 
@1 750xg to pellet the cells. The supernatant was discarded and the cell pellet was 
lysed using 0.6 mL Phenol/guanidine isothyocyanate (e.g. Trizol reagent, GibcoBRL). 
Subsequent total RNA isolation proceeded using the manufacturers protocol. 
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RNA from each person was labeled with either Cy3 or Cy5, and then 

hybridized in pairs to the mini-array. For instant* th P fircto^ 

y rorinst ance,tne first array was hybndized with 

GS RNA from one person (Cy3) and GS RNA from a second person (Cy5). 

Techniques for labeling and hybridization for all experiments discussed here 
were completed as detailed above in example 10. Arrays wereprepared as described 
in example 7. 

RNA isolated from subject samples, or control Buffy coat RNA, were labeled 
forhybridi^tiontoacDNAarray. Total RNA (up to 100 pg) was combined with 2 
° f 100 m S0M0n ° fm mm 8 (GibcoBRL) and heated to 70=0 for 10 
mmutes and place on ice. Reaction buffer was added to the tube, to a final 
concentrauonof IxRTbuffer (GibcoBRL), 10 mM DTT (GibcoBRL), 0 1 mM 
unlabeled dATP, dTTP, and dGTP, and 0.025 mM unlabeled dCTP, 200 pg of CAB 
(A. thahana photosystem I chlorophyll a/b binding protein), 200 pg of RCA (A 
^alianaRT^SCOact^ 

nRT (GibcoBRL). P 
The volumes of each component of the labeling reaction were as follows- 20 
pi of 5xRT buffer; 10 ul of 100 mM DTT; 1 ul of 1 0 mM dNTPs without dCTP- 0 5 
Ml of 5 mM CTP; 13 pi 0 f H20; 0.02 pi of 10 ng/pl CAB and RCA; 1 pi of 40 ' 
Umts/pl RNAseOUT Recombinatnt Ribonuclease Inhibitor (GibcoBRL)- 2 5 pi of 1 , 
mM Cy-3 or Cy-5 dCTP; and 2.0 pi of 200 Units/pi of Superscript n RT. The sample 
was vortexed and centrifuged. The sample was incubated at 4°C for 1 hour for first 
strand cDNA synthesis, then heated at 70°C for 10 minutes to quench enzymatic 
acfivity. 1 p, oflOmg/mlofRnaseAwasadded to degrade the RNAstrand, and the 
sample was incubated at 37°C for 30 minutes. 

Next, the Cy-3 and Cy-5 cDNA samples were combined into one tube 
Uxuncorporated nucleotides were removed using QIAquick RCR purification protocol 
(Qxagen), as directed by the manufacturer. The sample was evaporated to dryness and 
resuspended in 5 pi of water. The sample was mixed with hybridization buffer 
containing 5xSSC, 0.2% SDS, 2 mg/ml Cot-1 DNA (GibcoBRL), 1 mg/ml yeast 
tRNA (GibcoBRL), and 1 .6 ng/pl poly dA40-60 (Phannacia). This mixture was 
placed on the microarray surface and a glass cover slip was placed on the array 
(Commg). The microarray glass slide was placed into a hybridization chamber 
(Arrraylt). The chamber was then submerged in a water bath overnight at 62° C The 
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microarray was removed from the cassette and the cover slip was removed by 
repeatedly submerging it to a wash buffer containing IxSSC, and 0.1% SDS. The 
microarray slide was washed in lxSSC/0.1% SDS for 5 minutes. The slide was then 
washed in 0.1%SSC/0.1% SDS for 5 minutes. The slide was finally washed in 
O.lxSSC for 2 minutes. The slide was spun at 1000 rpm for 2 minutes to dry out the 
slide, then scanned on a microarray scanner (Axon Instruments, Union City, CA.). 

Six hybridizations with 20 |ig of RNA were performed for each type of RNA 
preparation (GS or AP). Since both the Cy3 and the Cy5 labeled RNA are from test 
preparations, there are six data points for each GS prepped, Cy3-labeled RNA and six 
for each GS-prepped, Cy5-labeled RNA. The mini array hybridizations were scanned 
on and Axon Instruments scanner using GenPix 3.0 software. The data presented 
were derived as follows. First, all features flagged as "not found" by the software 
were removed from the dataset for individual hybridizations. These features are 
usually due to high local background or other processing artifacts. Second, the 
median fluorescence intensity minus the background fluorescence intensity was used 
to calculate the mean background subtracted signal for each dye for each 
hybridization. In Figure 4, the mean of these means across all six hybridizations is 
graphed (n=6 for each column). The error bars are the SEM. This experiment shows 
that the average signal from AP prepared RNA is 47% of the average signal from GS 
prepared RNA for both Cy3 and Cy5. 

Generation of expression data for leukocyte genes from peripheral leukocyte 
samples 

Six hybridizations were performed with RNA purified from human blood 
leukocytes using the protocols given above. Four of the six were prepared using the 
GS method and 2 were prepared using the AP method. Each preparation of leukocyte 
RNA was labeled with Cy3 and 10 p.g hybridized to the mini-array. A control RNA 
was batch labeled with Cy5 and 10 pg hybridized to each mini-array together with the 
Cy3-labeled experimental RNA. 

The control RNA used for these experiments was Control 1 : Buffy Coat 
RNA, as described above. The protocol for the preparation bf that RNA is reproduced 
here: 

Buffy Coat RNA Isolation: 

Buffy coats were obtained from Stanford Blood Center (in total 38 individual 
buffy coats were used. Each buffy coat is derived from -350 mL whole blood from 
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one individual. 10 ml buffy coat was taken and placed into a 50 ml tube and 40 ml of 
a hypoclorous acid (HOC1) solution (Buffer EL from Qiagen) was added. The tube 
was mixed and placed on ice for 1 5 minutes. The tube was then centrifuged at 
2000xg for 10 minutes at 4°C. The supernatant was decanted and the cell pellet was 
re-suspended in 10 ml of hypochlorous acid solution (Qiagen Buffer EL). The tube 
was then centrifuged at 2000xg for 10 minutes at 4°C. The ceil pellet was then re- 
suspended in 20 ml phenol/guanidine thiocyanate solution ( TRIZOL from 
GibcoBRL) for each individual buffy coat that was processed. The mixture was then 
shredded using a rotary homogenizer. The lysate was then frozen at -80°C prior to 
proceeding to RNA isolation. 

The arrays were then scanned and analyzed on an Axon Instruments scanner 
using GenePix 3.0 software. The data presented were derived as follows. First, all 
features flagged as "not found" by the software were removed from the dataset for 
individual hybridizations. Second, control features were used to normalize the data 
for labeling and hybridization variability within the experiment. The control features 
are cDNA for genes from the plant, Arabidopsis thaliana, that were included when 
spotting the mini-array. Equal amounts of RNA complementary to two of these 
cDNAs were added to each of the samples before they were labeled. A third was pre- 
labeled and equal amounts were added to each hybridization solution before 
hybridization. Using the signal from these genes, we derived a normalization constant 
(LJ) according to the following formula: 

Z BGSS ; , 



L J=~ 



1 

N 



K 



Y, BGSS j i 
M N 



where BGSS,- is the signal for a specific feature as identified in the GenePix software 
as the median background subtracted signal for that feature, N is the number of A. 
thaliana control features, K is the number of hybridizations, and L is the 
normalization constant for each individual hybridization. 
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Using the formula above, the mean over all control features of a particular 
hybridization and dye (eg Cy3) was calculated. Then these control feature means for 
all Cy3 hybridizations were averaged. The control feature mean in one hybridization 
divided by the average of all hybridizations gives a normalization constant for that 
particular Cy3 hybridization. 

The same normalization steps were performed for Cy3 and Cy5 values, both 
fluorescence and background. Once normalized, the background Cy3 fluorescence 
was subtracted from the Cy3 fluorescence for each feature. Values less than 100 were 
eliminated from further calculations since low values caused spurious results. 

Figure 5 shows the average background subtracted signal for each of nine 
leukocyte-specific genes on the mini array. This average is for 3-6 of the above- 
described hybridizations for each gene. The error bars are the SEM. Figure 3 : The 
ratio of Cy3 to Cy5 signal is shown for a number of genes. This ratio corrects for 
variability among hybridizations and allows comparison between experiments done at 
different times. The ratio is calculated as the Cy3 background subtracted signal 
divided by the Cy5 background subtracted signal. Each bar is the average for 3-6 
hybridizations. The error bars are SEM. 

Together, these results show that we can measure expression levels for genes 
that are expressed specifically in sub-populations of leukocytes. These expression 
measurements were made with only 10 jxg of leukocyte total RNA that was labeled 
directly by reverse transcription. The signal strength can be increased by improved 
labeling techniques that amplify either the starting RNA or the signal fluorescence. In 
addition, scanning techniques with higher sensitivity can be used. 
Genes in Figures 5 and 6: 



Gene Name/Description 


GenBank 
Accession Number 


Gene Name 
Abbreviation 


T cell-specific tyrosine kinase Mma 


L10717 


TKTCS 


Interleukin 1 alpha (IL 1) mRNA, complete cds 


NM_000575 


ILIA 


T-cell surface antigen CD2 (Til) mRNA, complete cds 


M14362 - 


cm 


Interleukin- 13 (IL-13) precursor gene, complete cds 


U31120 


IL-13 


Thymocyte antigen CD la mRNA, complete cds 


M28825 


CDla 
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CD6 mRNA for T cell glycoprotein CDS 



Granulocyte colony-stimulating factor 



Homo sapiens CD69 antigen 



NM_006725 
U77589 



M28170 



NM 001781 



CD6 



HLA-DQAl 



CD19 



CD69 



Example 11: Identification of diagnostic gene sets usefnl in diagnosis and 
treatment of Cardiac allograft rejection 

An observational study was conducted in which a prospective cohort of 
cardiac transplant recipients were analyzed for associations between clinical events or 
rejection grades and expression of a leukocyte candidate nucleotide sequence library 
Patients were identified at 4 cardiac transplantation centers while on the transplant 
waiting list or during their routing post-transplant care. All adult cardiac transplant 
recipients (new or re-transplants) who received an organ at the study center during the 
study period or within 3 months of the start of the study period were eligible The 
first year after transplantation is the time when most acute rejection occurs and it is 
thus xmportant to study patients during this period. Patients provided informed 
consent prior to study procedures. 

Peripheral blood leukocyte samples were obtained from all patients at the 
following time points: prior to transplant surgery (when able), the same day as 
routinely scheduled screening biopsies, upon evaluation for suspected acute rejection 
(urgent biopsies), on hospitalization for an acute complication of transplantation or 
mxmunosuppression, and when Cytomegalovirus (CMV) infection was suspected or 
confirmed. Samples were obtained through a standard peripheral vein blood draw or 
through a catheter placed for patient care (for example, a central venous catheter 
placed for endocardial biopsy). When blood was drawn from a intravenous line, care 
was taken to avoid obtaining heparin with the sample as it can interfere with 
downstream reactions involving the RNA. Mononuclear cells were prepared from 
whole blood samples as described in Example 8. Samples were processed within 2 
hours of the blood draw and DNA and serum were saved in addition to RNA 
Samples were stored at -70° C or on dry ice and sent to the site of RNA preparation in 
a sealed container with ample dry ice. RNA was isolated from subject samples as 
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described in Example 8 and hybridized to a candidate library of differentially 
expressed leukocyte nucleotide sequences, as further described in Examples 20-22. 
Methods used for amplification, labeling, hybridization and scanning are described in 
example 23. Analysis of human transplant patient mononuclear cell RNA hybridized 
to a microarray is shown in Example 24. 

From each patient, clinical information was obtained at the following time 
points: prior to transplant surgery (when available), the same day as routinely 
scheduled screening biopsies, upon evaluation for suspected acute rejection (e.g., 
urgent biopsies), on hospitalization for an acute complication of transplantation or 
immunosuppression, and when Cytomegalovirus (CMV) infection was suspected or 
confirmed. Data was collected directly from the patient, from the patient's medical 
record, from diagnostic test reports or from computerized hospital databases. It was 
important to collect all information pertaining to the study clinical correlates 
(diagnoses and patient events and states to which expression data is correlated) and 
confounding variables (diagnoses and patient events and states that may result in 
altered leukocyte gene expression. Examples of clinical data collected are: patient 
sex, date of birth, date of transplant, race, requirement for prospective cross match, 
occurrence of pre-transplant diagnoses and complications, indication for 
transplantation, severity and type of heart disease, history of left ventricular assist 
devices, all known medical diagnoses, blood type, HLA type, viral serologies 
(including CMV, Hepatitis B and C, HIV and others), serum chemistries, white and 
red blood cell counts and differentials, CMV infections (clinical manifestations and 
methods of diagnosis), occurrence of new cancer, hemodynamic parameters measured 
by catheterization of the right or left heart (measures of graft function), results of 
echocardiography ^ results of coronary angiograms, results of intravascular ultrasound 
studies (diagnosis of transplant vasculopathy), medications, changes in medications, 
treatments for rejection, and medication levels. Information was also collected 
regarding the organ donor, including demographics, blood type, HLA type, results of 
screening cultures, results of viral serologies, primary cause of brain death, the need 
for inotropic support, and the organ cold ischemia time. 

Of great importance was the collection of the results of endocardial biopsy for 
each of the patients at each visit. Biopsy results were all interpreted and recorded 
using the international society for heart and lung transplantation (ISHLT) criteria, 
described below. Biopsy pathological grades were determined by experienced 
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pathologists at each center. It is desirable to have 



determine the grades when an analysis is done 
centers. 

ISHLT Criteria 



a single centralized pathologist 



using samples from multiple medical 



Grade 


Finding 


Rejection 
Severity 


0 


No lymphocytic infiltrates 


None 


1A 


Focal (perivascular or interstitial lymphocytic 
infiltrates without necrosis) 


Borderline 
mild 


IB 


Diffuse but sparse lymphocytic infiltrates without 
necrosis 


Mild 


2 


One focus only with aggressive iy^h^cyti^nln^te 

and/or mvnnvfo rlomnnn 
** uu/vi lu^ucyie damage 


Mild, focal 
moderate 


3A 


Multifocal aggressive lymphocytic infiltrates and/or 
myocardial damage 


Moderate 


~3B 


diff use inflammatory lymphocytic infilh^teFwJft 

necrosis 


Borderline 

Severe 


4 


Diffuse aggressive polymorphous lymphocytic 
infiltrates with edema hemorrhage and vasculitis, with 
necrosis 


Severe 



anneal data was entered and stored in a database. The database was queried 
to identify all patients and patient visits that meet desired criteria (for example 
patients with > grade II biopsy results, no CMV infection and time since transit < 
12 weeks). 1 

The collected clinical data (disease criteria) is used to define patient or sample 
groups for con-elation of expression data. Patient groups are identified for 
comparison, for example, a patient group that possesses a useful or interesting clinical 
dxsuncuon, versus a patient group that does not possess the distinction. Examples of 
useful and mteresting patient distinctions that can be made on the basis of collected 
clinical data are listed here (and further described in Table 2): 

m treatment offtlpatntt^ 

total lymphoid irradktion ' COrtlcosterolds ' antibodies, or. 



129 



WO 02/057414 



PCT/USO 1/47856 



2. Rejection with histologic grade 2 or higher. 

3. Rejection with histologic grade <2. 

4. The absence of histologic rejection and normal or unchanged allograft 
function (based on hemodynamic measurements from catheterization or on 
echocardiographic data). 

5 . The presence of severe allograft dysfunction or worsening allograft 
dysfunction during the study period (based on hemodynamic measurements from 
catheterization or on echocardiographic data). 

6. Documented CMV infection by culture, histology, or PCR, and at least 
one clinical sign or symptom of infection. 

7. Specific graft biopsy rejection grades 

8. Rejection of mild to moderate histologic severity prompting 
augmentation of the patient's chronic immunosuppressive regimen 

9. Rejection of mild to moderate severity with allograft dysfunction 
prompting plasmapheresis or a diagnosis of "humoral" rejection 

10. Infections other than CMV, esp. Epstein Barr virus (EBV) 

1 1 . Lymphoproliferative disorder (also called, post-transplant lymphoma) 

1 2. Transplant vasculopathy diagnosed by increased intimal thickness on 
intravascular ultrasound QVUS), angiography, or acute myocardial infarction. 

13. Graft Failure or Retransplantation 

14. All cause mortality 

Expression profiles of subject samples are examined to discover sets of 
nucleotide sequences with differential expression between patient groups, for 
example, by methods describes above and below. 

Non-limiting examples of patient leukocyte samples to obtain for discovery of 
various diagnostic nucleotide sets are as follows: 



a. Leukocyte set to avoid biopsy or select for biopsy: 
Samples : Grade 0 vs. Grades 1-4 

b. Leukocyte set to monitor therapeutic response: 
Examine successful vs. unsuccessful drug treatment. 

Samples: 

Successful: Time 1: rejection, Time 2: drug therapy Time 3: no 
rejection 

Unsuccessful: Time 1: rejection, Time 2: drug therapy; Time 3: 
rejection 

c. Leukocyte set to predict subsequent acute rejection. 

Biopsy may show no rejection, but the patient may develop rejection 
shortly thereafter. Look at profiles of patients who subsequently do 
and do not develop rejection. 

Samples: 

Group 1 (Subsequent rejection): Time 1: Grade 0; Time 2: Grade>0 
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Group 2 (No subsequent rejection): Time 1: Grade 0, ; Time 2: Grade 0 

Focal rejection may be missed by biopsy. When this occurs the patient 
may have a Grade 0, but actually has rejection. These patients may go 
on to have damage to the graft etc. y& 

Samples: 

Non-rejectors: no rejection over some period of time 
Rejectors: an episode of rejection over same period 

d. Leukocyte set to diagnose subsequent or current graft failure: 
Samples: 

Echocardiographic or catheterization data to define worsening function 
over time and correlate to profiles. """urn 

e. Leukocyte set to diagnose impending active CMV: 
Samples: 

Look at patients who are CMV IgO positive. Compare patients with 

cltafcal CMV **— ~ - — *i 

£ Leukocyte set to diagnose current active CMV: 
Samples: 

Analyze patients who are CMV IgG positive. Compare patients with 
mfSr CMV infeCti ° n VS - n ° aCtive CMV 

Upon identification of a nucleotide sequence or set of nucleotide sequences 
that distinguish patient groups with a high degree of accuracy, that nucleotide 
sequence or set of nucleotide sequences is validated, and implemented as a diagnostic 
test. The use of the test depends on the patient groups that are used to discover the 
nucleotide set. For example, if a set of nucleotide sequences is discovered that have 
collective expression behavior that reliably distinguishes patients with no histological 
rejection or graft dysfunction from all others, a diagnostic is developed that is used to 
screen patients for the need for biopsy. Patients identified as having no rejection do 
not need biopsy, while others are subjected to a biopsy to further define the extent of 
disease. In another example, a diagnostic nucleotide set that detennines continuing 
graft rejection associated with myocyte necrosis (> grade I) is used to determine that a 
patient is not receiving adequate treatment under the current treatment regimen After 
increased or altered immunosuppressive therapy, diagnostic profiling is conducted to 
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determine whether continuing graft rejection is progressing. In yet another example, a 
diagnostic nucleotide set(s) that determine a patient's rejection status and diagnose 
cytomegalovirus infection is used to balance immunosuppressive and anti-viral 
therapy. 

Example 12; Identification of diagnostic nucleotide sets for kidney and liver 
allograft rejection 

Diagnostic tests for rejection are identified using patient leukocyte expression 
profiles to identify a molecular signature correlated with rejection of a transplanted 
kidney or liver. Blood, or other leukocyte source, samples are obtained from patients 
undergoing kidney or liver biopsy following liver or kidney transplantation, 
respectively. Such results reveal the histological grade, i.e., the state and severity of 
allograft rejection. Expression profiles are obtained from the samples as described 
above, and the expression profile is correlated with biopsy results. In the case of 
kidney rejection, clinical data is collected corresponding to urine output, level of 
creatine clearance, and level of serum creatine (and other markers of renal function). 
Clinical data collected for monitoring liver transplant rejection includes, biochemical 
characterization of serum markers of liver damage and function such as SGOT, 
SGPT, Alkaline phosphatase, GGT, Bilirubin, Albumin and Prothrombin time. 

Leukocyte nucleotide sequence expression profiles are collected and 
correlated with important clinical states and outcomes in renal or hepatic 
transplantation. Examples of useful clinical correlates are given here: 

1 . Rejection episode of at least moderate histologic grade, which results 
in treatment of the patient with additional corticosteriods, anti-T cell antibodies, or 
total lymphoid irradiation. 

2. The absence of histologic rejection and normal or unchanged allograft 
function (based on tests of renal or liver function listed above). 

3 . The presence of severe allograft dysfunction or worsening allograft 
dysfunction during the study period (based on tests of renal and hepatic function listed 
above). 

4. Documented CMV infection by culture, histology, or PCR, and at least 
one clinical sign or symptom of infection. 

5 . Specific graft biopsy rejection grades 

. 6. Rejection of mild to moderate histologic severity prompting 
augmentation of the patient's chronic immunosuppressive regimen 

7. Infections other than CMV, esp. Epstein Barr virus (EBV) 

8. Lymphoproliferative disorder (also called, post-transplant lymphoma) 

9. Graft Failure or Retransplantation 

1 0. Need for hemodialysis or other renal replacement therapy for renal 
transplant patients. 
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1 1 . Hepatic encephalopathy for liver transplant recipients. 

12. All cause mortality 

Subsets of the candidate library (or of a previously identified diagnostic 
nucleotide set), are identified, according to the above procedures, that have predictive 
and/or diagnostic value for kidney or liver allograft rejection. 

Example 13: Identification of diagnostic nucleotide sequences sets for use in the 
diagnosis, prognosis, risk stratification, and treatment of Atherosclerosis, Stable 
Angina Pectoris, and acute coronary syndrome. 

Prediction of complications of a therosclerosis- angina p ectoris 
Over 50 million in the US have atherosclerotic coronary artery disease (CAD). 
Almost all adults have some atherosclerosis. The most important question is who will 
develop complications of atherosclerosis. Patients with angiographically-confirmed 
atherosclerosis are enrolled in a study, and followed over time. Leukocyte expression 
profiles are taken at the beginning of the study, and routinely thereafter. Some 
patients develop angina and others do not. Expression profiles are correlated with 
development of angina, and subsets of the candidate library (or a previously identified 
diagnostic nucleotide set) are identified, according to the above procedures, that have 
predictive and/or diagnostic value for angina pectoris. 

Alternatively, patients are followed by serial angiography. Profiles are 
collected at the first angiography, and at a repeat angiography at some future time (for 
example, after 1 year). Expression profiles are correlated with progression of disease, 
.measured, for example, by decrease in vessel lumen diameter. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures., that have predictive and/or diagnostic value for 
progression of atherosclerosis. 

Pred iction and/or diagnosis of acute coronary syndrome 
The main cause of death due to coronary atherosclerosis is the occurrence of 
acute coronary syndromes: myocardial infarction and unstable angina. Patients with 
at a very high risk of acute coronary syndrome (e.g., patients with a history of acute 
coronary syndrome, patients with atherosclerosis, patients with multiple traditional 
risk factors, clotting disorders or lupus) are enrolled in a prospective study. 
Leukocyte expression profiles are taken at the beginning of the study period and 
patients are monitored for the occurrence of unstable angina and/or myocardial 
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infarction. Standard criteria for the occurrence of an event are used (serum enzyme 
elevation, EKG, nuclear imaging or other), and the occurrence of these events can be 
collected from the patient, the patient's physician, the medical record or medical 
database. Expression profiles (taken at the beginning of the study) are correlated with 
the occurrence of an acute event. Subsets of the candidate library (or a previously 
identified diagnostic nucleotide set) are identified, according to the above procedures, 
that have predictive value for occurrence of an acute event. 

In addition, expression profiles (taken at the time that an acute event occurs) 
are correlated with the occurrence of an acute event. Subsets of the candidate library 
(or a previously identified diagnostic nucleotide set) are identified, according to the 
above procedures, that have diagnostic value for occurrence of an acute event. 

Risk stratification: occurrence of coronary artery disease 

The established and classic risks for the occurrence of coronary artery disease 
and complications of that disease are: cigarette smoking, diabetes, hypertension, 
hyperlipidemia and a family history of early atherosclerosis. Obesity, sedentary 
lifestyle, syndrome X, cocaine use, chronic hemodialysis and renal disease, radiation 
exposure, endothelial dysfunction, elevated plasma homocysteine, elevated plasma 
lipoprotein a, and elevated CRR Infection with CMV and chlamydia infection are 
less well established, controversial or putative risk factors for the disease. These risk 
factors can be assessed or measured in a population. 

Leukocyte expression profiles are measured in a population possessing risk 
factors for the occurrence of coronary artery disease. Expression profiles are 
correlated with the presence of one or more risk factors (that may correlate with future 
development of disease and complications). Subsets of the candidate library (or a 
previously identified diagnostic nucleotide set) are identified, according to the above 
procedures, that have predictive value for the development of coronary artery disease. 

Additional examples of useful correlation groups in cardiology include: 

1 .Samples from patients with a high risk factor burden (e.g., smoking, 
diabetes, high cholesterol, hypertension, family history) versus samples from those 
same patients at different times with fewer risks, or versus samples from different 
patients with fewer or different risks. 
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2.Samples from patients during an episode of unstable angina or 
myocardial infarction versus paired samples from those same patients before the 
episode or after recovery, or from different patients without these diagnoses. 

3.SampIes from patients (with or without documented atherosclerosis) 
who subsequently develop clinical manifestations of atherosclerosis such as stable 
angina, unstable angina, myocardial infarction, or stroke .versus samples from 
patients (with or without atherosclerosis) who do not develop these manifestations 
over the same time period. 

4.Samples from patients who subsequently respond to a given 
medication or treatment regimen versus samples from those same or different patients 
who subsequently do not respond to a given medication or treatment regimen. 

Example 14: Identification of diagnostic nucleotide sets for use in diagnosing 
and treating Restenosis 

Restenosis is the re-narrowing of a coronary artery after an angioplasty. 
Patients are identified who are about to, or have recently undergone angioplasty. 
Leukocyte expression profiles are measured before the angioplasty, and at 1 day and 
1-2 weeks after angioplasty or stent placement. Patients have a follow-up angiogram 
at 3 months and/or are followed for the occurrence of clinical restenosis, e.g., chest 
pain due to re-narrowing of the artery, that is confirmed by angiography. Expression 
profiles are compared between patients with and without restenosis, and candidate 
nucleotide profiles are correlated with the occurrence of restenosis. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures, that have predictive value for the development of 
restenosis. 

Example 15: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Congestive Heart Failure 
CHF effects greater than 5 million individuals in the US and the prevalence of 
this disorder is growing as the population ages. The disease is chronic and 
debilitating. Medical expenditures are huge due to the costs of drug treatments, 
echocardiograms and other tests, frequent hospitalization and cardiac transplantation. 
The primary causes of CHF are coronary artery disease, hypertension and idiopathic 
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cardiomyopathy. Congestive heart failure is the number one indication for heart 
transplantation. 

There is ample recent evidence that congestive heart failure is associated with 
systemic inflammation. A leukocyte test with the ability to determine the rate of 
progression and the adequacy of therapy is of great interest. Patients with severe CHF 
are identified, e.g. in a CHF clinic, an inpatient service, or a CHF study or registry 
(such as the cardiac transplant waiting list/registry). Expression profiles are taken at 
the beginning of the study and patients are followed over time, for example, over the 
course of one year, with serial assessments performed at least every three months. 
Further profiles are taken at clinically relevant end-points, for example: 
hospitalization for CHF, death, pulmonary edema, worsening of Ejection Fraction or 
increased cardiac chamber dimensions determined by echocardiography or another 
imaging test, and/or exercise testing of hemodynamic measurements. Clinical data is 
collected from patients if available, including: 

Serial C-Reactive Protein (CRP), other serum markers, echocardiography 
(e.g., ejection fraction or another echocardiography measure of cardiac function), 
nuclear imaging, NYHA functional classes, hospitalizations for CHF, quality of life 
measures, renal function, transplant listing, pulmonary edema, left ventricular assist 
device use, medication use and changes. 

Expression profiles correlating with progression of CHF are identified. 
Expression profiles predicting disease progression, monitoring disease progression 
and response to treatment, and predicting response to a particular treatment(s) or class 
of treatment(s) are identified. Subsets of the candidate library (or a previously 
identified diagnostic nucleotide set) are identified, according to the above procedures, 
that have predictive value for the progression of CHF. Such diagnostic nucleotide 
sets are also useful for monitoring response to treatment for CHF. 

Example 16: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Rheumatoid arthritis 
Rheumatoid arthritis (hereinafter, "RA") is a chronic and debilitating 
inflammatory arthritis. The diagnosis of RA is made by clinical criteria and 
radiographs. A new class of medication, TNF blockers, are effective, but the drugs 
are expensive, have side effects and not all patients respond to treatment. In addition, 
relief of disease symptoms does not always correlate with inhibition of joint 
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destruction. For these reasons, an alternative mechanism for the titration of therapy is 
needed. 

An observational study was conducted in which a cohort of patients meeting 
American College of Rheumatology (hereinafter "ARC") criteria for the diagnosis of 
RA was identified. Arnett et al. (1988) Arthritis Rheum 31:315-24. Patients gave 
informed consent and a peripheral blood mononuclear cell RNA sample was obtained 
by the methods as described herein. When available, RNA samples were also 
obtained from surgical specimens of bone or synovium from effected joints, and 
synovial fluid . 

From each patient, the following clinical information was obtained if 
available: 

Demographic information; information relating to the ACR criteria for RA; 
presence or absence of additional diagnoses of inflammatory and non-inflammatory 
conditions; data from laboratory test, including complete blood counts with 
differentials, CRP, ESR, ANA, Serum JL6, Soluble CD40 ligand, LDL, HDL, Anti- 
DNA antibodies, rheumatoid factor, C3, C4, serum creatinine and any medication 
levels; data from surgical procedures such as gross operative findings and 
pathological evaluation of resected tissues and biopsies; information on 
pharmacological therapy and treatment changes; clinical diagnoses of disease "flare"; 
hospitalizations; quantitative joint exams; results from health assessment 
questionnaires (HAQs); other clinical measures of patient symptoms and disability; 
physical examination results and radiographic data assessing joint involvement, 
synovial thickening, bone loss and erosion and joint space narrowing and deformity. 

From these data, measures of improvement in RA are derived as exemplified 
by the ACR 20% and 50% response/improvement rates (Felson et al. 1996). 
Measures of disease activity over some period of time is derived from these data as 
are measures of disease progression. Serial radiography of effected joints is used for 
objective determination of progression (e.g., joint space narrowing, peri-articular 
osteoporosis, synovial thickening). Disease activity is determined from the clinical 
scores, medical history, physical exam, lab studies, surgical and pathological findings. 
The collected clinical data (disease criteria) is used to define patient or sample groups 
for correlation of expression data. Patient groups are identified for comparison, for 
example, a patient group that possesses a useful or interesting clinical distinction, 
verses apatient group that does not possess the distinction. Examples of useful and 
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interesting patient distinctions that can be made on the basis of collected clinical data 
are listed here: 

1. Samples from patients during a clinically diagnosed RA flare versus 
samples from these same or different patients while they are asymptomatic. 

2. Samples from patients who subsequently have high measures of disease 
activity versus samples from those same or different patients who have low 
subsequent disease activity. 

3. Samples from patients who subsequently have high measures of disease 
progression versus samples from those same or different patients who have low 
subsequent disease progression. 

4. Samples from patients who subsequently respond to a given medication or 
treatment regimen versus samples from those same or different patients who 
subsequently do not respond to a given medication or treatment regimen (for example, 
TNF pathway blocking medications). 

5. Samples from patients with a diagnosis of osteoarthritis versus patients with 
rheumatoid arthritis. 

6. Samples from patients with tissue biopsy results showing a high degree of 
inflammation versus samples from patients with lesser degrees of histological 
evidence of inflammation on biopsy. 

Expression profiles correlating with progression of RA are identified. Subsets 
of the candidate library (or a previously identified diagnostic nucleotide set) are 
identified, according to the above procedures, that have predictive value for the 
progression of RA. 

Diagnostic nucleotide set(s) are identified which predict respond to TNF 
blockade. Patients are profiled before and during treatment with these medications. 
Patients are followed for relief of symptoms, side effects and progression of joint 
destruction, e.g., as measured by hand radiographs. Expression profiles correlating 
with response to TNF blockade are identified. Subsets of the candidate library (or a 
previously identified diagnostic nucleotide set) are identified, according to the above 
procedures that have predictive value for response to TNF blockade. 
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Example 17: Identification of diagnostic nucleotide sets for diagnosis of 
Systemic Lupus Erythematosis 

SLE is a chronic, systemic inflammatory disease characterized by 
dysregulation of the immune system. Clinical manifestations affect every organ 
system and include skin rash, renal dysfunction, CNS disorders, arthralgias and 
hematologic abnormalities. SLE clinical manifestations tend to both recur 
intermittently (or "flare") and progress over time, leading to permanent end-organ 
damage. 

An observational study was conducted in which a cohort of patients meeting 
American College of Rheumatology (hereinafter "ACR") criteria for the diagnosis of 
SLE were identified. See Tan et al. (1982) Arthritis Rhe„ m 25:1271-7 Patients gave 
informed consent and a peripheral blood mononuclear cell RNA sample was obtained 
by the methods as described herein. 

From each patient, the following clinical information was obtained if 
available: 

Demographic information, ACR criteria for SLE, additional diagnoses of 
inflammatory and non-inflammatory conditions, data from laboratory testing 
including complete blood counts with differentials, CRP, ESR, ANA, Serum IL6, 
Soluble CD40 ligand, LDL, HDL, Anti-DNA antibodies, rheumatoid factor, C3, C4, 
serum creatinine (and other measures of renal dysfunction) and any medication levels, 
data from surgical procedures such as gross operative findings and pathological 
evaluation of resected tissues and biopsies (e.g., renal, CNS), information on 
pharmacological therapy and treatment changes, clinical diagnoses of disease "flare", 
hospitalizations, quantitative joint exams, results from health assessment 
questionnaires (HAQs), SLEDAls (a clinical score for SLE activity that assess many 
clinical variables), other clinical measures of patient symptoms and disability, 
physical examination results and carotid ultrasonography. 

The collected clinical data (disease criteria) is used to define patient or sample ' 
groups for correlation of expression data. Patient groups are identified for 
comparison, for example, a patient group that possesses a useful or interesting clinical 
distinction, verses a patient group that does not possess the distinction. Measures of 
disease activity in SLE are derived from the clinical data described above to divide 
patients (and patient samples) into groups with higher and lower disease activity over 
some period of time or at any one point in time. Such data are SLEDAI scores and 
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other clinical scores, levels of inflammatory markers or complement, number of 
hospitalizations, medication use and changes, biopsy results and data measuring 
progression of end-organ damage or end-organ damage, including progressive renal 
failure, carotid atherosclerosis, and CNS dysfunction. Further examples of useful and 
interesting patient distinctions that can be made on the basis of collected clinical data 
are listed here: 

Samples from patients during a clinically diagnosed SLE flare versus samples 
from these same or different patients while they are asymptomatic or while they have 
a documented infection. 

1. Samples from patients who subsequently have high measures of disease 
activity versus samples from those same or different patients who have low 
subsequent disease activity. 

2. Samples from patients who subsequently have high measures of disease 
progression versus samples from those same or different patients who have low 
subsequent disease progression. 

3. Samples from patients who subsequently respond to a given medication or 
treatment regimen versus samples from those same or different patients who 
subsequently do not respond to a given medication or treatment regimen. 

4. Samples from patients with premature carotid atherosclerosis on 
ultrasonography versus patients with SLE without premature atherosclerosis. 

Expression profiles correlating with progression of SLE are identified, 
including expression profiles corresponding to end-organ damage and progression of 
end-organ damage. Expression profiles are identified predicting disease progression 
or disease "flare", response to treatment or likelihood of response to treatment, predict 
likelihood of "low" or "high" disease measures (optionally described using the 
SLEDAI score), and presence or likelihood of developing premature carotid 
atherosclerosis. Subsets of the candidate library (or a previously identified diagnostic 
nucleotide set) are identified, according to the above procedures, that have predictive 
value for the progression of SLE. 
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Example 18: Identification of a diagnostic nucleotide set for diagnosis of 
cytomegalovirus 

Cytomegalovirus is a very important cause of disease in immunosupressed 
patents, for example, transplant patients, cancer patients, and AIDS patients The 
virus can cause mflammation and disease in almost any t 1S sue (particularly the colon 
lung,bonemarrowandretina). It is mcreasmgly important to identify patients with ' 
current orimpending clinical CMV disuse, particularly when immunosuppressive 
drugs are to be used in apatient, e.g. for preventing transplant rejection 

Leukocytes are profiled in patients with active CMV, impending CMV, or no 
CMV. Expression profiles correlating with diagnosis of active or impending CMV 
areadentified. Subsets ofthe candidate library (or a previously identified diagnostic 
nucleotide set)are identified, according the above procedures, that have predictive 
value for the diagnosis of active or impending CMV. Diagnostic nucleotide set(s) 

combmed, or used in conjunction with, cardiac, liver and/or kidney allograft-related 
diagnostic gene set(s) (described in Examples 1 1 and 12). 

In addition, or alternatively, CMV nucleotide sequences are obtained, and a 
diagnostic nucleotide set is designed using CMV nucleotide sequence. The entire 
^TTr 6 °^^ e 0rSat " sm ' s kn own and all CMV nucleotide sequences can be isolated 
and added to the library using thesequence information and the approach described 
below. Known expressed genes are preferred. Alternatively, nucleotide sequences 
are selected to represent groups of CMV genes that are coordinately expressed 

etT^PO) ^ ^ ^ ^ 86neS) (SP6Ct0r 6t 31 199 °' Stann ^ 

CMV nucleotide sequences were isolated as follows: Primers were designed 
to amphfy known expressed CMV genes, based on the publically available sequence 
of CMV strain AD 169 (Genbank LOCUS: HEHCMVCG 229354 bp- 
DEFINITION Human cytomegalovirus strain AD169 complete genome- 
ACCESSION XI 7403; VERSION Xl 7403, 01:59591, The following primer 
were used to PCR amplify nucleotide sequences from 175 ng of AD 169 viral 
genormc DNA (Advance Biotechnologies Incorporated) as a template- 



CMV GENE 



UL21 5' 



PRIMER SEQUENCES 



atgtggccgcttctgaaaaac 



SEQ. ID. NO; 



8771 
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UL21 y 


tcatggggtggggacgggg 


8772 


UL33 5' 


gtacgcgctgctgggtcatg 


8773 


UL33 3' 


tcataccccgctgaggttatg 


8774 


UL54 5* 


cacggacgacgacgctgacg 


8775 


UL54 3* 


gtacggcagaaaagccggctc 


8776 


UL55 5' 


caccaaagacacgtcgttacag 


8777 


UL55 3' 


tcagacgttctcttcttcgtcg 


8778 


UL75 5* 


cagcggcgctcaacatttcac 


8779 


UL75 3' 


tcagcatgtcttgagcatgcgg 


8780 


UL80 5' 


cctccccaactactactaccg 


8781 


UL80 3' 


ttactcgagcttattgagcgcag 


8782 


UL83 5' 


cacgtcgggcgttatgacac 


8783 


UL83 3' 


tcaacctcggtgctttttggg 


8784 


UL97 5' 


ctgtctgctcattctggcgg 


8785 


UL97 3' 


ttactcggggaacagttggcg 


8786 


UL106 5* 


atgatgaccgaccgcacgga 


8787 


UL106 3' 


tcacggtggctcgatacactg 


8788 


UL107 5' 


aagcttccttacagcataactgt 


8789 


UL107 3' 


ccttataacatgtattttgaaaaattg 


8790 


UL109 5' 


atgatacacgactaccactgg 


8791 


UL109 3* 


ttacgagcaagagttcatcacg 


8792 


UL112 5' 


ctgcgtgtcctcgctgggt 


8793 


UL112 3' 


tcacgagtccactcggaaagc 


8794 


UL113 5' 


ctcgtcttcttcggctccac 


8795 


UL113 3' 


ttaatcgtcgaaaaacgccgcg 


8796 


UL122 5' 


gatgcttgtaacgaaggcgtc I 


8797 


UL122 3* 


ttactgagacttgttcctcagg 


8798 


UL123 5' 


gtagcctacactttggccacc 


8799 


UL123 3' 


ttactggtcagccttgcttcta 


8800 


IRL2 5' 


acgtccctggtagacggg 


8801 


IRL2 3' 


ttataagaaaagaagcacaagctc 


8802 


1RL3 5' 


atgtattgttttctttttttacagaaag 


8803 


IRL3 3' 


ttatattattatcaaaacgaaaaacag 


8804 


IRL4 5' 


cttctcctttccttaatctcgg 


8805 


IRL4 3' 


ctatacggagatcgcggtcc 


8806 


IRL5 5' 


atgcatacatacacgcgtgcat 


8807 


IRL5 3' 


ctaccatataaaaacgcagggg 


8808 


IRL7 5' 


atgaaagcaagaggcagccg 


8809 


IRL7 3' 


tcataaggtaacgatgctacttt 


8810 


IRL13 5' 


atggactggcgatttacggtt 


8811 


IRL13 3' 


ctacattgtgccatttctcagt 


8812 


US2 5' 


atgaacaatctctggaaagcctg 


8813 


US2 3' 


tcagcacacgaaaaaccgcatc 


8814 
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US3 5' 


atgaagccggtgttggtgctc 


8815 


US3 3' 


ttaaataaatcgcagacqqqcq 


8816 


US6 5* 


atggatctcttgattcgtctcg 


8817 ■ 


US6 3' 


tcaggagccacaacgtcgaatc 


8818 


US11 5' 


cgcaaaacgctactggctcc 


8819 


US113' 


tcaccactggtccgaaaacatc 




US18 5' 


lacggctggtccgtcatcgt 


8821 


US18 3' 


ttacaacaagctgaggagactc 


8822 


US27 5* 


atgaccacctctacaaataatcaaac 


8823 


US27 3' 


gtagaaacaagcgttgagtccc 


8824 


US28 5' 


cgttgcggtgtctcagtcg 


8825 


US28 3* 


tcatgctgtggtaccaggata 


8826 



The PCR reaction conditions were 10 mM Tris pH 8.3, 3.5 mM MgC12 25 
mM KC1, 200 uM dNTP's, 0.2 uM primers, and 5 Units of Taq Gold. The cycle 
parameters were as follows: 



1. 

2. 
3. 
4. 
5. 
6. 
7. 



95°Cfor30sec 
95°C for 15 sec 
56°C for 30 sec 
72°Cfor2min 
go to step 2, 29 times 
72°Cfor2min 
4°C forever 

PCR products were gel purified, and DNA was extracted from the agarose 
using the QiaexH gel purification kit (Qiagen). PCR product was ligated into the T/A 
cloning vector p-GEM-T-Easy (Promega) using 3 ul of gel purified PCR product and 
following the Promega protocol. The products of the ligation reaction were 
transformed and plated as described in the p-GEM protocol. White colonies were 
picked and grow culture in LB-AMP medium. Plasmid was prepared from these 
cultures using Qiagen Miniprep kit (Qiagen). Restriction enzyme digested plasmid 
(Not I and EcoRD was examined after agarose gel electrophoresis to assess insert size. 
When the insert was the predicted size, the plasmid was sequenced by well-known 
techniques to confirm the identity of the CMV gene. Using forward and reverse 
primers that are complimentary to sequences flanking the insert cloning site (M13F 
and M13R), the isolated CMV gene was amplified and purified as described above 
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Amplified cDNAs were used to create a microarray as described above. In addition, 
50mer oligonucleotides corresponding the CMV genes listed above were designed, 
synthesized and placed on a microarray using methods described elsewhere in the 
specification. 

Alternatively, oligonucleotide sequences aredesigned and synthesized for 
oligonucleotide array expression analysis from CMV genes as described in examples 
20-22. 

Diagnostic nucleotide set(s) for expression of CMV genes is used in 
combination with diagnostic leukocyte nucleotide sets for diagnosis of other 
conditions, e.g. organ allograft rejection. 

Example 19; Identification of diagnostic nucleotide sets for monitoring response 
to Statins 

HMG-CoA reductase inhibitors, called "Statins," are very effective in 
preventing complications of coronary artery disease in either patients with coronary 
disease and high cholesterol (secondary prevention) or patients without known 
coronary disease and with high cholesterol (primary prevention). Examples of Statins 
are (generic names given) pravistatin, atorvastatin, and simvastain. Monitoring 
response to Statin therapy is of interest. Patients are identified who are on or are 
about to start Statin therapy. Leukocytes are profiled in patients before and after 
initiation of therapy, or in patients already being treated with Statins. Data is 
collected corresponding to cholesterol level, markers of inflammation (e.g., C- 
Reactive Protein and the Erythrocyte Sedimentation Rate), measures of endothelial 
function (e.g., improved forearm resistance or coronary flow reserve) and clinical 
endpoints (new stable angina, unstable angina, myocardial infarction, ventricular 
arrhythmia, claudication). Patient groups can be defined based on their response to 
Statin therapy (cholesterol, clinical endpoints, endothelial function). Expression 
profiles correlating with response to Statin treatment are identified. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures, that have predictive value for the response to 
Statins. Members of candidate nucleotide sets with expression that is altered by 
Statins are disease target nucleotides sequences. 

Example 20— Probe Selection for a 24,000 Feature Array 
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This Example describes the compilation of almost 8,000 unique genes and 
ESTs using sequences identified from the sources described below. The sequences of 
these genes and ESTs were used to design probes, as described in the following 
Example. 

Tables 3A, 3B and 3C list the sequences identified in the subtracted leukocyte 
expression libraries. All sequences that were identified as corresponding to a known 
RNA transcript were represented at least once, and all unidentified sequences were 
represented twice - once by the sequence on file and again by the complementary 
sequence - to ensure that the sense (or coding) strand of the gene sequence was 
included. 

Table 3A. Table 3A contained all those sequences in BioCardia's subtracted 
libraries that matched sequences in GenBank's nr, ESTHuman, and UniGene 
databases with an acceptable level of confidence. All the entries in the table 
representing the sense strand of their genes were grouped together and all those 
representing the antisense strand were grouped. A third group contained those entries 
whose strand could not be determined. Two complementary probes were designed for 
each member of this third group. 

Table 3B and 3C. Table 3B and 3C contained all those sequences in the 
leukocyte expression subtracted library that did not match sequences in GenBank's nr, 
ESTHuman, and UniGene databases with an acceptable level of confidence, but 
which had a high probability of representing real mKNA sequences. Sequences in 
Table 3B did not match anything in the databases above but matched regions of the 
human genome draft and were spatially clustered along it, suggesting that they were 
exons, rather than genomic DNA included in the library by chance. Sequences in 
Table 3C also aligned well to regions of the human genome draft, but the aligned 
regions were interrupted by genomic DNA, meaning they were likely to be spliced 
transcripts of multiple exon genes. 

Table 3B lists 510 clones and Table 3C lists 48 clones that originally had no 
similarity with any sequence in the public databases. Blastn searches conducted after 
the initial filing have identified sequences in the public database with high similarity 
(E values less than le-40) to the sequences determined for these clones. Table 3B 
contained 272 clones and Table 3C contained 25 clones that were found to have high 
similarity to sequences in dbEST. The sequences of the similar dbEST clones were 
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used to design probes. Sequences from clones that contained no similar regions to 
any sequence in the database were used to design a pair of complementary probes. 

Probes were designed from database sequences that had the highest similarity 
to each of the sequenced clones in Tables 3A, 3B, and 3C. Based on BLASTn 
searches the most similar database sequence was identified by locus number and the 
locus number was submitted to GenBank using batch Entrez 
(http://www.ncbi.nlm.nih.gov/entre^atchentrez.cgi?db==Nucleotide) to obtain the 
sequence for that locus. The GenBank entry sequence was used because in most 
cases it was more complete or was derived from multi-pass sequencing and thus 
would likely have fewer errors than the single pass cDNA library sequences. When 
only UniGene cluster IDs were available for genes of interest, the respective 
sequences were extracted from the UniGene_unique database, build 137, downloaded 
from NCBI (ftp://ncbi.nlm.nih.gov/repositoryAJniGene/). This database contains one 
representative sequence for each cluster in UniGene. 



Summary of BioCardia library clones used in probe design. 



Table 


Sense 


Antisense 


Strand 


Strand 


Strand 


Undetermined 


Table 3A 


3621 


763 


124 


Table 3B 


142 


130 


238 


Table 3C 


19 


6 


23 


Totals 


3782 


899 


385 



Literature Searches 

Example 2 describes searches of literature databases. We also searched for 
research articles discussing genes expressed only in leukocytes or involved in 
inflammation and particular disease conditions, including genes that were specifically 
expressed or down-regulated in a disease state. Searches included, but were not 
limited to, the following terms and various combinations of theses, terms: 
inflammation, atherosclerosis, rheumatoid arthritis, osteoarthritis, lupus, SLE, 
allograft, transplant, rejection, leukocyte, monocyte, lymphocyte, mononuclear, 
macrophage, neutrophil, eosinophil, basophil, platelet, congestive heart failure, 
expression, profiling, microarray, inflammatory bowel disease, asthma, RNA 
expression, gene expression, granulocyte. 
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A UniGene cluster ID or GenBank accession number was found for each gene 
in the list. The strand of the corresponding sequence was determined, if possible and 
the genes were divided into the three groups: sense (coding) strand, anti-sense strand 
or strand unknown. The rest of the probe design process was carried out as described 
above for the sequences from the leukocyte subtracted expression library. 

Database Minin g 

Database mining was performed as described in Example 2. In addition, the 
Library Browser at the NCBI UniGene web site 
(http://www.ncbi.nlm.nm.go^ 

was used to identify genes that are specifically expressed in leukocyte cell 
populations. All expression libraries available at the time were examined and those 
derived from leukocytes were viewed individually. Each library viewed through the 
Library Browser at the UniGene web site contains a section titled "Shown below are 
UniGene clusters of special interest only" that lists genes that are either highly 
represented or found only in that library. Only the genes in this section were 
downloaded from each library. Alternatively, every sequence in each library is 
downloaded and then redundancy between libraries is reduced by discarding all 
UniGene cluster IDs that are represented more than once. 

A total of 439 libraries were downloaded, containing 35,819 genes, although 
many were found in more than one library. The most important libraries from the 
remaining set were separated and 3,914 genes remained. After eliminating all 
redundancy between these libraries and comparing the remaining genes to those listed 
in Tables 3A, 3B and 3C, the set was reduced to 2,573 genes in 35 libraries (listed 
below). From these, all genes in first 30 libraries were used to design probes. A 
random subset of genes was used from Library Lib.376, "Activated_T-cells_XX». 
From the last four libraries, a random subset of sequences listed as "ESTs, found only 
in this library" was used. 



Library 

*D Library Name 

Lib.2228 



No. of No. of 

sequences sequences 
before used on 
Category reduction array* 

other/unclassified 
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Lib.238 


RA-MO-III (activated monocytes from RA patient) 


Blood 


2 


1 


Lib.242 


Human jDeripheral_blood_(Whole)_(Steve_Elledge) 


Blood 


4 


2 


Lib.2439 


Subtracted_cDNAJfl5raries_from_human_Jurkat_cells 


other/unclassified 


4 


1 


Lib.323 


Activated_T-cellsJ 


other/unclassified 


19 


3- 


Lib.327 


Monocytes,_stimulated_II 


Blood 


92 


35 


Lib.387 


Macrophage_I 


other/unclassified 


84 


24 


Lib.409 


AcuvatedJT-cellsJV 


other/unclassified 


37 


10 


Lib.410 


Acuvated_T-cells_VIII 


other/unclassified 


27 


10 


Lib.411 


Activated_T-cells_V 


other/unclassified 


41 


9 


Lib.412 


Activated JT-cells_XII 


other/unclassified 


29 


12 


Lib.413 


Activated_T-cells_XI 


other/unclassified 


13 


6 


Lib.414 


ActivatedJT-cellsJI 


other/unclassified 


69 


30 


Lib.429 


MacrophageJU 


other/unclassified 


56 


24 


Lib.4480 


Homo_sapiens_rheumatoid_artlmn^_fibroblast-like_synovia] 


other/unclassified 


7 


6 


Lib.476 


Macrophage,_subtracted_(total_cDNA) 


other/unclassified 


11 


1 


Lib.490 


AchvatedJT-cellsJII 


other/unclassified 


9 


5 


Lib.491 


Activated JT-cells_VII 


other/unclassified 


27 


8 


Lib.492 


AcuvatedJT-cellsJX 


other/unclassified 


16 


5 


Lib.493 


Activated_T-cells_VT 


other/unclassified 


31 


15 


Lib.494 


Activated_T-cells_X 


other/unclassified 


18 


5 


Lib.498 


RA-MOJ (activated peripheral blood monocytes from RA patient) 


Blood 


2 


1 


Lib.5009 


Homo_Sapiens_cDNA__Library_from_PeripheraI_White_Blood_Cell 


other/unclassified 


3 


3 


Lib.6338 


human_activated__B_lymphocyte 


Tonsils 


9 


8 


Lib.6342 


Human_lymphocytes 


other/unclassified 


2 


2 


Lib.646 


Human_leukocyte_(M.L.Markelov) 


other/unclassified 


1 


1 


Lib.689 


Subtracted_cDNA_library_of_activated_B_lymphocyte 


Tonsil 


1 


1 


Lib.773 


PMA-induced_HL60_cell_subtractionJibrary (leukemia) 


other/unclassified 


6 


3 


Lib.1367 


cDNA_Library_fi:om_rIL-2_activatedJymphocytes 


other/unclassified 


3 


2 


Lib.5018 


Homo_sapiens_CD4+_T-cell_clone_HAl .7 


other/unclassified 


6 


3 


Lib.376 


AcrivatedJT-cells_XX 


other/unclassified 


999 


119 


Lib.669 


NCI_CGAP_CLL1 (Lymphocyte) 


Blood 


353 


Bit 


Lib. 1395 


NCI_CGAP_Sub6 (germinal center b-cells) 


B cells germinal , 


389 


lOOf 


Lib.2217 


NO_CGAP_Sub7 (genriinal center b-cells) 


B cells germinal 


605 


200| 


Lib.289 


NCI_CGAPJ3CB1 (germinal center b-cells) 


Tonsil 


935 


200| 


Total 






3,914 


939 



* Redundancy of UniGene numbers between the libraries was eliminated, 
f A subset of genes flagged as "Found only in this library" were taken. 
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Aneioeenesis Marker* 

215 sequences derived from an angiogenic endothelial cell subtracted cDNA 
library obtained from Stanford University were used for probe design. Briefly, using 
well known subtractive hybridization procedures, (as described in, e.g., US Patent 
Numbers 5,958,738; 5,589,339; 5,827,658; 5,712,127; 5,643,761; 5,565,340) 
modified to normalize expression by suppressing over-representation of abundant 
RNA species while increasing representation of rare RNA species, a library was 
produced that is enriched for RNA species (messages) that are differentially expressed 
between test (stimulated) and control (resting) HUVEC populations. The 
subtraction/suppression protocol was performed as described by the kit manufacturer 
(Clontech, PCR-select cDNA Subtraction Kit). 

Pooled primary HUVECs (Clonetics) were cultured in 15% FCS, M199 
(GibcoBRL) with standard concentrations of Heparin, Penicillin, Streptomycin, 
Glutamine and Endothelial Cell Growth Supplement. The cells were cultured on 1% 
gelatin coated 1 0 cm dishes. Confluent HUVECs were photographed under phase 
contrast microscopy. The cells formed a monolayer of flat cells without gaps. 
Passage 2-5 cells were used for all experiments. Confluent HUVECs were treated 
wimtrypsin/EDTA and seeded onto collagen gels. Collagen gels were made 
according to the protocol of the Collagen manufacturer (Becton Dickinson Labware). 
Collagen gels were prepared with the following ingredients: Rat tail collagen type I 
(Collaborative Biomedical) 1 .5 mg/mL, mouse laminin (Collaborative Biomedical) 
0.5mg/mL, 10% 10X media 199 (GibcoBRL). INNaOH, 10 X PBS and sterile 
water were added in amounts recommended in the protocol. Cell density was 
measured by microscopy. 1.2 x 10° cells were seeded onto gels in 6-well, 35 mm 
dishes, in 5% FCS M199 media. The cells were incubated for 2 hrs at 37 C with 5% 
C02. The media was then changed to the same media with the addition of VEGF 
(Sigma) at 30ng/mL media. Cells were cultured for 36 hrs. At 12, 24 and 36 hrs, the 
cells were observed with phase contrast microscopy. At 36 hours, the cells were ' 
observed elongating, adhering to each other and forming lumen structures. At 12 and 
24 hrs media was aspirated and refreshed. At 36 hrs, the media was aspirated, the 
cells were rinsed with PBS and then treated with Collagenase (Sigma) 2.5mg/mL PBS 
for 5 min with active agitation until the collagen gels were liquefied. The cells were 
then centriiuged at 4C, 2000g for 10 min. The supernatant was removed and the cells 
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were lysed with 1 niL Trizol Reagent (Gibco) per 5xl0 6 cells. Total RNA was 
prepared as specified in the Trizol instructions for use. mRNA was then isolated as 
described in the micro-fast track mRNA isolation protocol from Invitrogen. This 
RNA was used as the tester RNA for the subtraction procedure. 

Ten plates of resting, confluent, p4 HUVECs, were cultured with 15 % FCS 
in the Ml 99 media described above. The media was aspirated and the cells were 
lysed with 1 mL Trizol and total RNA was prepared according to the Trizol protocol. 
mRNA was then isolated according to the micro-fast track mRNA isolation protocol 
from Invitrogen. This RNA served as the control RNA for the subtraction procedure. 

The entire subtraction cloning procedure was carried out as per the user 
manual for the Clontech PCR Select Subtraction Kit. The cDNAs prepared from the 
test population of HUVECs were divided into "tester" pools, while cDNAs prepared 
from the control population of HUVE^Cs were designated the "driver" pool. cDNA 
was synthesized from the tester and control RNA samples described above. Resulting 
cDNAs were digested with the restriction enzyme Rsal. Unique double-stranded 
adapters were ligated to the tester cDNA. An initial hybridization was performed 
consisting of the tester pools of cDNA (with its corresponding adapter) and an excess 
of the driver cDNA. The initial hybridization results in a partial normalization of the 
cDNAs such that high and low abundance messages become more equally represented 
following hybridization due to a failure of driver/tester hybrids to amplify. 

A second hybridization involved pooling unhybridized sequences from the 
first hybridization together with the addition of supplemental driver cDNA. In this 
step, the expressed sequences enriched in the two tester pools following the initial 
hybridization can hybridize. Hybrids resulting from the hybridization between 
members of each of the two tester pools are then recovered by amplification in a 
polymerase chain reaction (PCR) using primers specific for the unique adapters. 
Again, sequences originating in a tester pool that form hybrids with components of 
the driver pool are not amplified. Hybrids resulting between members of the same 
tester pool are eliminated by the formation of "panhandles" between their common 5' 
and 3' ends. This process is illustrated schematically in Figure 3. The subtraction 
was done in both directions, producing two libraries, one with clones that are 
upregulated in tube-formation and one with clones that are down-regulated in the 
process. 
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The resulting PGR products representing partial cDNAs of differentially 
expressed genes were then cloned (i.e., ligated) into an appropriate vector according 
to the manufacturer's protocol (pGEM-Teasy from Promega) and transformed into 
competent bacteria for selection and screening. Colonies (2180) were picked and 
cultured in LB broth with 50ug/mL ampicillin at 37C overnight. Stocks of saturated 
LB + 50 ug/mL ampicillin and 15% glycerol in 96- well plates were stored at -80C. 
Plasmid was prepared from 1 .4mL saturated LB broth containing 50 ug/mL 
ampicillin. This was done in a 96 well format using commercially available kits 
according to the manufacturer's recommendations (Qiagen 96-turbo prep). 

2 probes to represent 22 of these sequences required, therefore, a total of 237 
probes were derived from this library. 
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Viral genes. 

Several viruses may play a role in a host of disease including inflammatory 
disorders, atherosclerosis, and transplant rejection. The table below lists the viral 
genes represented by oligonucleotide probes on the microarray. Low-complexity 
regions in the sequences were masked using RepeatMasker before using them to 
design probes. 
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Virus 


Gene Name 


1 Genome Location 


Adenovirus, type 2 

Accession #J01917 


Ela 
Elb_l 
E2a 2 
E3-1 

E4(last exon at 3 '-end) 

IX 

Iva2 

DNA Polymerase 


1226.. 1542 
3270.. .3503 

complement(24089..25885) 
21609.29192 

complement(33193..32802) 
3576..4034 

complement(4081..5417) 
complement^ 1 87..541 8) 


Cytomegalovirus 
(CMV) 

Accession #X1 7403 


HCMVTRL2 (IRL2) 

HCMVTRL7 (IRL7) 

HCMVUL21 

HCMVUL27 

HCMVUL33 

HCMVUL54 

HCMVUL75 

HCMVUL83 

rioiyi v Ul^i (/o 

HCMVUL109 

HCMVULU3 

HCMVUL122 

HCMVUL123 (last exon at 3'-end) 
HCMVUS28 


1893..2240 

complement(6595 ..6843) 
complement(26497.J7024) 
complement(3283 1 ..34657) 
43251. .44423 

coraplement(76903..80631) 
complement(107901..1 10132) 
complement(l 19352.. 121 037) 
complement 1 54947.. 1 55324) 

1 complement(157514..157810) 

1 161503..162800 
complement 1 693 64.. 1 70599) 
complement 1 7 1 006.. 1 72225) 
219200..220171 


Epstein-Barr virus 
(EBV) 

Accession # NCJ)01345 


Exon in EBNA-1 RNA 

Exon in EBNA-1 RNA J 

BRLF1 

BZLF1 (first of 3 exons) j 

BMLF1 

BALF2 


61411..61649 
98364..98730 

complement(l 03366.. 1 051 83) 
complement(l 02655.. 1 03 155) 
complement(82743 ; .84059) 
complement(l 6 1 384.. 1 64770) 


Human Herpesvirus 6 
(HHV6) 

Accession #NCJ)01664 

i 
i 
1 


U16/U17 \ 

U89 
U90 
U86 
U83 
U22 

DR2 (DR2L) 

DR7 (DRID i 
U95 

U94 ( 
U39 ( 
J42 ( 
J81 ( 


compiement(26259. .27349) 
complement(133091..135610) 
complement 1 35664.. 1 35948) 
complement(l 25989.. 1 28 136) 
123528..123821 

complement(33739..34347) 

791. .2653 

5629..6720 

142941. .146306 

:omplement(141394..142866) 

:omplement(59588..62080) 

:omplement(69054..70598) 

:omplement(12 1 8 10..122577) 
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Strand Selection 

It was necessary to design sense oligonucleotide probes because the labeling and 
hybridization protocol to be used with the microarray results in fluorescently-Iabeled 
antisense cRNA. All of the sequences we selected to design probes could be divided into 
three categories: 

(1) Sequences known to represent the sense strand 

(2) Sequences known to represent the antisense strand 

(3) Sequences whose strand could not be easily determined from their 
descriptions 

It was not known whether the sequences from the leukocyte subtracted expression 
library were from the sense or antisense strand. GenBank sequences are reported with 
sequence given 5' to 3', and the majority of the sequences we used to design probes came 
from accession numbers with descriptions that made it clear whether they represented 
sense or antisense sequence. For example, all sequences containing "mRNA" in their 
descriptions were understood to be the sequences of the sense mRNA, unless otherwise 
noted in the description, and all IMAGE Consortium clones are directionally cloned and 
so the direction (or sense) of the reported sequence can be determined from the 
annotation in the GenBank record. 

For accession numbers representing the sense strand, the sequence was 
downloaded and masked and a probe was designed directly from the sequence. These 
probes were selected as close to the 3' end as possible. For accession numbers 
representing the antisense strand, the sequence was downloaded and masked, and a probe 
was designed complementary to this sequence. These probes were designed as close to 
the 5 5 end as possible (i.e., complementary to the 3' end of the sense strand). 

Minimizing Probe Redundancy. 

Multiple copies of certain genes or segments of genes were included in the 
sequences from each category described above, either by accident or by design. 
Reducing redundancy within each of the gene sets was necessary to maximize the 
number of unique genes and ESTs that could be represented on the microarray. 

Three methods were used to reduce redundancy of genes, depending on what 
information was available. First, in gene sets with multiple occurrences of one or more 
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UniGene numbers, only one occurrence of each UniGene number was kept. Next, each 
gene set was searched by GenBank accession numbers and only one occurrence of each 
accession number was conserved. Finally, the gene name, description, or gene symbol 
were searched for redundant genes with no UniGene number or different accession 
numbers. In reducing the redundancy of the gene sets, every effort was made to conserve 
the most information about each gene. 

We note, however, that the UniGene system for clustering submissions to 
GenBank is frequently updated and UniGene cluster IDs can change. Two or more 
clusters may be combined under a new cluster ID or a cluster may be split into several 
new clusters and the original cluster ID retired. Since the lists of genes in each of the 
gene sets discussed were assembled at different times, the same sequence may appear in 
several different sets with a different UniGene ID in each. 

Sequences from Table 3A were treated differently. In some cases, two or more 
of the leukocyte subtracted expression library sequences aligned to different regions of 
the same GenBank entry, indicating that these sequences were likely to be from different 
exons in the same gene transcript. In these cases, one representative library sequence 
corresponding to each presumptive exon was individually listed in Table 3A. 

Compilation. 

After redundancy within a gene set was sufficiently reduced, a table of 
approximately 8,000 unique genes and ESTs was compiled in the following manner. All 
of the entries in Table 3A were transferred to the new table. The list of genes produced 
by literature and database searches was added, eliminating any genes already contained in 
Table 3A. Next, each of the remaining sets of genes was compared to the table and any 
genes already contained in the table were deleted from the gene sets before appending 
them to the table. 

BioCardia Subtracted Leukocyte Expression Library ££obes 
Table 3A ' ' 4R79 

Table 3B 

Table 3C j£ 
Literature Search Results 494 
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Database Mining 



1,607 



Viral genes 



a. CMV 

b. EBV 

c. HHV6 



14 

6 

14. 
8 



d. Adenovirus 



Angiogenesis markers: 215, 22 of which needed two probes 
Arabidopsis thaliana genes 



237 
10 



Total sequences used to design probes 



8,143 



Example 21- Design of oligonucleotide probes 

This section describes the design of four oligonucleotide probes using Array 
Designer Ver 1.1 (Premier Biosoft International, Palo Alto, CA). 
Clone 40H12 

Clone 40H12 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. The sequence matched accession 
number NMJ)02310, a 'curated RefSeq project' sequence, see Pruitt et al. (2000) Trends 
Genet. 16:44-47, encoding leukemia inhibitory factor receptor (LIFR) mRNA with a 
reported E value of zero. An E value of zero indicates there is, for all practical purposes, 
no chance that the similarity was random based on the length of the sequence and the 
composition and size of the database. This sequence, cataloged by accession number 
NM__002310, is much longer than the sequence of clone 40H12 and has a poly-A tail. 
This indicated that the sequence cataloged by accession number NMJ)02310 is the sense 
strand and a more complete representation of the mRNA than the sequence of clone 
40H12, especially at the 3' end. Accession number "NMJ)02310" was included in a text 
file of accession numbers representing sense strand mRNAs, and sequences for the sense 
strand mRNAs were obtained by uploading a text file containing desired accession 
numbers as an Entrez search query using the Batch Entrez web interface and saving the 
results locally as a FASTA file. The following sequence was obtained, and the region of 
alignment of clone 40H12 is outlined: 
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CTCTCTCCCAGAACGTGTCTCTGCTGCAAGGCACCGGGCCCTTTCGCTCTGCAGAACTGC 

ACTTGCAAGACCATTATCAACTCCTAATCCCAGCTCAGAAAGGGAGCCTCTGCGACTCAT 

TCATCGCCCTCCAGGACTGACTGCATTGCACAGATGATGGATATTTACGTATGTTTGAAA 

CGACCATCCTGGATGGTGGACAATAAAAGAATGAGGACTGCTTCAAATTTCCAGTGGCTG 

TTATCAACATTTATTCTTCTATATCTAATGAATCAAGTAAATAGCCAGAAAAAGGGGGCT 

CCTCATGATTTGAAGTGTGTAACTAACAATTTGCAAGTGTGGAACTGTTCTTGGAAAGCA 

CCCTCTGGAACAGGCCGTGGTACTGATTATGAAGTTTGCATTGAAAACAGGTCCCGTTCT 

TGTTATCAGTTGGAGAAAACCAGTATTAAAATTCCAGCTCTTTCACATGGTGATTATGAA 

ATAACAATAAATTCTCTACATGATTTTGGAAGTTCTACAAGTAAATTCACACTAAATGAA 

CAAAACGTTTCCTTAATTCCAGATACTCCAGAGATCTTGAATTTGTCTGCTGATTTCTCA 

ACCTCTACATTATACCTAAAGTGGAACGACAGGGGTTCAGTTTTTCCACACCGCTCAAAT 

GTTATCTGGGAAATTAAAGTTCTACGTAAAGAGAGTATGGAGCTCGTAAAATTAGTGACC 

CACAACACAACTCTGAATGGCAAAGATACACTTCATCACTGGAGTTGGGCCTCAGATATG 

CCCTTGGAATGTGCCATTCATTTTGTGGAAATTAGATGCTACATTGACAATCTTCATTTT 

TCTGGTCTCGAAGAGTGGAGTGACTGGAGCCCTGTGAAGAACATTTCTTGGATACCTGAT 

TCTCAGACTAAGGTTTTTCCTCAAGATAAAGTGATACTTGTAGGCTCAGACATAACATTT 

TGTTGTGTGAGTCAAGAAAAAGTGTTATCAGCACTGATTGGCCATACAAACTGCCCCTTG 

ATCCATCTTGATGGGGAAAATGTTGCAATCAAGATTCGTAATATTTCTGTTTCTGCAAGT 

AGTGGAACAAATGTAGTTTTTACAACCGAAGATAACATATTTGGAACCGTTATTTTTGCT 

GGATATCCACCAGATACTCCTCAACAACTGAATTGTGAGACACATGATTTAAAAGAAATT 

ATATGTAGTTGGAATCCAGGAAGGGTGACAGCGTTGGTGGGCCCACGTGCTACAAGCTAC 

ACTTTAGTTGAAAGTTTTTCAGGAAAATATGTTAGACTTAAAAGAGCTGAAGCACCTACA 

AACGAAAGCTATCAATTATTATTTCAAATGCTTCCAAATCAAGAAATATATAATTTTACT 

TTGAATGCTCACAATCCGCTGGGTCGATCACAATCAACAATTTTAGTTAATATAACTGAA 

AAAGTTTATCCCCATACTCCTACTTCATTCAAAGTGAAGGATATTAATTCAACAGCTGTT 

AAACTTTCTTGGCATTTACCAGGCAACTTTGCAAAGATTAATTTTTTATGTGAAATTGAA 

ATTAAGAAATCTAATTCAGTACAAGAGCAGCGGAATGTCACAATCAAAGGAGTAGAAAAT 

TCAAGTTATCTTGTTGCTCTGGACAAGTTAAATCCATACACTCTATATACTTTTCGGATT 

CGTTGTTCTACTGAAACTTTCTGGAAATGGAGCAAATGGAGCAATAAAAAACAACATTTA 

ACAACAGAAGCCAGTCCTTCAAAGGGGCCTGATACTTGGAGAGAGTGGAGTTCTGATGGA 

AAAAATTTAATAATCTATTGGAAGCCTTTACCCATTAATGAAGCTAATGGAAAAATACTT 
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TCCTACAATGTATCGTGTTCATCAGATGAGGAAACACAGTCCCTTTCTGAAATCCCTGAT 

CCTCAGCACAAAGCAGAGATACGACTTGATAAGAATGACTACATCATCAGCGTAGTGGCT 

AAAAATTCTGTGGGCTCATCACCACCTTCCAAAATAGCGAGTATGGAAATTCCAAATGAT 

GATCTCAAAATAGAACAAGTTGTTGGGATGGGAAAGGGGATTCTCCTCACCTGGCATTAC 

GACCCCAACATGACTTGCGACTACGTCATTAAGTGGTGTAACTCGTCTCGGTCGGAACCA 

TGCCTTATGGACTGGAGAAAAGTTCCCTCAAACAGCACTGAAACTGTAATAGAATCTGAT 

GAGTTTCGACCAGGTATAAGATATAATTTTTTCCTGTATGGATGCAGAAATCAAGGATAT ' 

CAATTATTACGCTCCATGATTGGATATATAGAAGAATTGGCTCCCATTGTTGCACCAAAT 

TTTACTGTTGAGGATACTTCTGCAGATTCGATATTAGTAAAATGGGAAGACATTCCTGTG 

GAAGAACTTAGAGGCTTTTTAAGAGGATATTTGTTTTACTTTGGAAAAGGAGAAAGAGAC 

ACATCTAAGATGAGGGTTTTAGAATCAGGTCGTTCTGACATAAAAGTTAAGAATATTACT 

GACATATCCCAGAAGACACTGAGAATTGCTGATCTTCAAGGTAAAACAAGTTACCACCTG 

GTCTTGCGAGCCTATACAGATGGTGGAGTGGGCCCGGAGAAGAGTATGTATGTGGTGACA 

AAGGAAAATTCTGTGGGATTAATTATTGCCATTCTCATCCCAGTGGCAGTGGCTGTCATT 

GTTGGAGTGGTGACAAGTATCCTTTGCTATCGGAAACGAGAATGGATTAAAGAAACCTTC. 

TACCCTGATATTCCAAATCC^GAAAACTGTAAAGCATTACAGTTTCAAAAGAGTGTCTGT 

GAGGGAAGCAGTGCTCTTAAAACATTGGAAATGAATCCTTGTACCCCAAATAATGTTGAG 

GTTCTGGAAACTCGATCAGCATTTCCTAAAATAGAAGATACAGAAATAATTTCCCCAGTA 

GCTGAGCGTCCTGAAGATCGCTCTGATGCAGAGCCTGAAAACCATGTGGTTGTGTCCTAT 

TGTCCACCCATCATTGAGGAAGAAATACCAAACCCAGCCGCAGATGAAGCTGGAGGGACT 

GCACAGGTTATTTACATTGATGTTCAGTCGATGTATCAGCCTCAAGCAAAACCAGAAGAA 

GAACAAGAAAATGACCCTGTAGGAGGGGCAGG C TATAAGCCACAGATGCACCTC C C CATT 

AATTCTACTGTGGAAGATATAGCTGCAGAAGAGGACTTAGATAAAACTGCGGGTTACAGA 

CCTCAGGCCAATGTAAATACATGGAATTTAGTGTCTCCAGACTCTCCTAGATCCATAGAC 

AGCAACAGTGAGATTGTCTCATTTGGAAGTCCATGCTCCATTAATTCCCGACAATTTTTG 

ATTCCTCCTAAAGATGAAGACTCTCCTAAATCTAATGGAGGAGGGTGGTCCTTTACAAAC 

TTTTTTCAGAACAAACCAAACGATTAACAGTGTCACCGTGTCACTTCAGTCAGCCATCTC 

AATAAGCTCTTACTGCTAGTGTTGCTACATCAGCACTGGGCATTCTTGGAGGGATCCTGT 

GAAGTATTGTTAGGAGGTGAACTTCACTACATGTTAAGTTACACTGAAAGTTCATGTGCT 

TTTAATGTAGTCTAAAAGCCAAAGTATAGTGACTCAGAATCCTCAATCCACAAAACTCAA 

GATTGGGAGCTCTTTGTGATCAAGCCAAAGAATTCTCATGTACTCTACCTTCAAGAAGCA 

TTTCAAGGCTAATACCTACTTGTACGTACATGTAAAACAAATCCCGCCGCAACTGTTTTC 
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TGTTCTGTTGTTTGTGGTTTTCTCATATGTATACTTGGTGGAATTGTAAGTGGATTTGCA 
GGCCAGGGAGAAAATGTCCAAGTAACAGGTGAAGTTTATTTGCCTGACGTTTACTCCTTT 
CTAGATGAAAACCAAGCACAGATTTTAAAACTTCTAAGATTATTCTCCTCTATCCACAGC 
ATTCACAAAAATTAATATAATTTTTAATGTAGTGACAGCGATTTAGTGTTTTGTTTGATA 
AAGTATGCTTATTTCTGTGCCTACTGTATAATGGTTATCAAACAGTTGTCTCAGGGGTAC 
AAACTTTGAAAACAAGTGTGACACTGACCAGCCCAAAT jCATAATCATGTTTTCTTG CTGT[ 
^ATAGGTTT T GCTTGCCTTTTCATTATTTTTTAGCTTTTATG CTTGCTTCCATT ATTfC 

tTTGGTTGC C CTAATATTTAAAATTTACACTTCTAAGACTAG AGACCCACATTT TTTAAH) 
lAATCATTTT A TTTTGTGATACAGTGACAGCTTTATATGAGCA AATTCAATATTA TTCAIA) 
|AGCATGTAA T TCCAGTGACTTACTATGTGAGATGACTACTA AGCAATATCTAG CAGCGTg 
| AGTTC CATATAGTTCTGATTGGATTTCGTTCCT CCTGAGGAGACCATGCCGTTGAGC TTQl 
IGCTACCCAG GCAGTGGTGATCTTTGACACCTTCTGGTGGATGTTCCTCCCACTCATGAGg 

|c ttttcatcatgccacattatctgatccagtcctcacatttttaaatataaaactaaaga] 

pAGAATGCTT C TTACAGGAACAGTTACCCAAG GGCTGTTTCTTAGTAACTGTCAT AAAC^ 
[G ATC TGGATCCATGGGCATACCTGTGTTCGAGGTGCAGCAATT GCTTGGTGAGCT GfGCA] 

| gaattgattgcc ttcagcacagcatcctctgccc acccttgtttctcataagcgatgtct| 

lGGAGTGATTG T GGTTCTTGGAAAAGCAGAAGGAAAAACTAAAA AGTGTATCTTGf ATTTl| 
|CCCTGCC)CTCAGGTTGCCTATGTATTTTACCTTTTCATATTTAAGGCAAAAGTACTTGAA 
AATTTTAAGTGTCCGAATAAGATATGTCTTTTTTGTTTGTTTTTTTTGGTTGGTTGTTTG 
TTTTTTATCATCTGAGATTCTGTAATGTATTTGCAAATAATGGATCAATTAATTTTTTTT 
GAAGCTCATATTGTATCTTTTTAAAAACCATGTTGTGGAAAAAAGCCAGAGTGACAAGTG 
ACAAAATCTATTTAGGAACTCTGTGTATGAATCCTGATTTTAACTGCTAGGATTCAGCTA 
AATTTCTGAGCTTTATGATCTGTGGAAATTTGGAATGAAATCGAATTCATTTTGTACATA 

CATAGTATATTAAAACTATATAATAGTTCATAGAAATGTTCAGTAATGAAAAAATATATC 
CAATCAGAGCCATCCCGAAAAAAAAAAAAAAA (SEQ ID No . : 8827) 

The FASTA file, including the sequence of NM.002310, was masked using the 
RepeatMasker web interface (Smit, AFA & Green, P RepeatMasker at 
http://ftp.genome.washingtonxdu^M^epeatMasker.html, Smit and Green). 
Specifically, during masking, the following types of sequences were replaced with "N's": 
SINE/MIR & LINF/L2, LINE/LI , LTR/MaLR, LTR/Retroviral , Alu, and other low 
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informational content sequences such as simple repeats. Below is the sequence following 
masking: 

CTCTCTCCCAGAACGTGTCTCTGCTGCAAGGCACCGGGCCCTTTCGCTCTGCAGAACTG 
CACTTGCAAGACCATTATCAACTCCTAATCCCAGCTCAGAAAGGGAGCCTCTGCGACTC 
ATTCATCGCCCTCCAGGACTGACTGCATTGCACAGATGATGGATATTTACGTATGTTTG 
AAACGACCATCCTGGATGGTGGACAATAAAAGAATGAGGACTGCTTCAAATTTCCAGTG 
GCTGTTATCAACATTTATTCTTCTATATCTAATGAATCAAGTAAATAGCCAGAAAAAGG 
GGGCTCCTCATGATTTGAAGTGTGTAACTAACAATTTGCAAGTGTGGAACTGTTCTTGG 
AAAGCACCCTCTGGAACAGGCCGTGGTACTGATTATGAAGTTTGCATTGAAAACAGGTC 

ccgttcttgttatcagttggagaaaaccagtattaaaattccagctctttcacatggtg 
attatgaaataacaataaattctctacatgattttggaagttctacaa!gtaaattcaca ■ 

CTAAATGAACAAAACGTTTCCTTAATTCCAGATACTCCAGAGATCTTGAATTTGTCTGC 
TGATTTCTCAACCTCTACATTATACCTAAAGTGGAACGACAGGGGTTCAGTTTTTCCAC 
ACCGCTCAAATGTTATCTGGGAAATTAAAGTTCTACGTAAAGAGAGTATGGAGCTCGTA 
AAATTAGTGACCCACAACACAACTCTGAATGGCAAAGATACACTTCATCACTGGAGTTG 
GGCCTCAGATATGCCCTTGGAATGTGCCATTCATTTTGTGGAAATTAGATGCTACATTG 
ACAATCTTCATTTTTCTGGTCTCGAAGAGTGGAGTGACTGGAGCCCTGTGAAGAACATT 
TCTTGGATACCTGATTCTCAGACTAAGGTTTTTCCTCAAGATAAAGTGATACTTGTAGG 
CTCAGACATAACATTTTGTTGTGTGAGTCAAGAAAAAGTGTTATCAGCACTGATTGGCC 
ATACAAACTGCCCCTTGATCCATCTTGATGGGGAAAATGTTGCAATCAAGATTCGTAAT 
ATTTCTGTTTCTGCAAGTAGTGGAACAAATGTAGTTTTTACAACCGAAGATAACATATT 
TGGAACCGTTATTTTTGCTGGATATCCACCAGATACTCCTCAACAACTGAATTGTGAGA 
CACATGATTTAAAAGAAATTATATGTAGTTGGAATCCAGGAAGGGTGACAGCGTTGGTG 
GGCCCACGTGCTACAAGCTACACTTTAGTTGAAAGTTTTTCAGGAAAATATGTTAGACT 
TAAAAGAGCTGAAGCACCTACAAACGAAAGCTATCAATTATTATTTCAAATGCTTCCAA 
ATCAAGAAATATATAATTTTACTTTGAATGCTCACAATCCGCTGGGTCGATCACAATCA 
ACAATTTTAGTTAATATAACTGAAAAAGTTTATCCCCATACTCCTACTTCATTCAAAGT 
GAAGGATATTAATTCAACAGCTGTTAAACTTTCTTGGCATTTACCAGGCAACTTTGCAA 
AGATTAATTTTTTATGTGAAATTGAAATTAAGAAATCTAATTCAGTACAAGAGCAGCGG 
AATGTCACAATCAAAGGAGTAGAAAATTCAAGTTATCTTGTTGCTCTGGACAAGTTAAA 
TCCATACACTCTATATACTTTTCGGATTCGTTGTTCTACTGAAACTTTCTGGAAATGGA 



160 



WO 02/057414 



PCT7US01/47856 



GCAAATGGAGCAATAAAAAACAACATTTAACAACAGAAGCCAGTCCTTCAAAGGGGCCT 

GATACTTGGAGAGAGTGGAGTTCTGATGGAAAAAATTTAATAATCTATTGGAAGCCTTT 

ACCCATTAATGAAGCTAATGGAAAAATACTTTCCTACAATGTATCGTGTTCATCAGATG 

AGGAAACACAGTCCCTTTCTGAAATCCCTGATCCTCAGCACAAAGCAGAGATACGACTT 

GATAAGAATGACTACATCATCAGCGTAGTGGCTAAAAATTCTGTGGGCTCATCACCACC 

TTCCAAAATAGCGAGTATGGAAATTCCAAATGATGATCTCAAAATAGAACAAGTTGTTG 

GGATGGGAAAGGGGATTCTCCTCACCTGGCATTACGACCCCAACATGACTTGCGACTAC 

GTCATTAAGTGGTGTAACTCGTCTCGGTCGGAACCATGCCTTATGGACTGGAGAAAAGT 

TCCCTCAAACAGCACTGAAACTGTAATAGAATCTGATGAGTTTCGACCAGGTATAAGAT 

ATAATTTTTTCCTGTATGGATGCAGAAATCAAGGATATCAATTATTACGCTCCATGATT 

GGATATATAGAAGAATTGGCTCCCATTGTTGCACCAAATTTTACTGTTGAGGATACTTC 

TGCAGATTCGATATTAGTAAAATGGGAAGACATTCCTGTGGAAGAACTTAGAGGCTTTT 

TAAGAGGATATTTGTTTTACTTTGGAAAAGGAGAAAGAGACACATCTAAGATGAGGGTT 

TTAGAATCAGGTCGTTCTGACATAAAAGTTAAGAATATTACTGACATATCCCAGAAGAC 

ACTGAGAATTGCTGATCTTCAAGGTAAAACAAGTTACCACCTGGTCTTGCGAGCCTATA 

CAGATGGTGGAGTGGGCCCGGAGAAGAGTATGTATGTGGTGACAAAGGAAAATTCTGTG 

GGATTAATTATTGCCATTCTCATCCCAGTGGCAGTGGCTGTCATTGTTGGAGTGGTGAC 

AAGTATCCTTTGCTATCGGAAACGAGAATGGATTAAAGAAACCTTCTACCCTGATATTC 

CAAATCCAGAAAACTGTAAAGCATTACAGTTTCAAAAGAGTGTCTGTGAGGGAAGCAGT 

GCTCTTAAAACATTGGAAATGAATCCTTGTACCCCAAATAATGTTGAGGTTCTGGAAAC 

TCGATCAGCATTTCCTAAAATAGAAGATACAGAAATAATTTCCCCAGTAGCTGAGCGTC 

CTGAAGATCGCTCTGATGCAGAGCCTGAAAACCATGTGGTTGTGTCCTATTGTCCACCC 

ATCATTGAGGAAGAAATACCAAACCCAGCCGCAGATGAAGCTGGAGGGACTGCACAGGT 

TATTTACATTGATGTTCAGTCGATGTATCAGCCTCAAGCAAAACCAGAAGAAGAACAAG 

AAAATGACCCTGTAGGAGGGGCAGGCTATAAGCCACAGATGCACCTCCCCATTAATTCT 

ACTGTGGAAGATATAGCTGCAGAAGAGGACTTAGATAAAACTGCGGGTTACAGACCTCA 

GGCCAATGTAAATACATGGAATTTAGTGTCTCCAGACTCTCCTAGATCCATAGACAGCA 

ACAGTGAGATTGTCTCATTTGGAAGTCCATGCTCCATTAATTCCCGACAATTTTTGATT 

CCTCCTAAAGATGAAGACTCTCCTAAATCTAATGGAGGAGGGTGGTCCTTTACAAACTT 

TTTTCAGAACAAACCAAACGATTAACAGTGTCACCGTGTCACTTCAGTCAGCCATCTCA 

ATAAGCTCTTACTGCTAGTGTTGCTACATCAGCACTGGGCATTCTTGGAGGGATCCTGT 

GAAGTATTGTTAGGAGGTGAACTTCACTACATGTTAAGTTACACTGAAAGTTCATGTGC 
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TTTTAATGTAGTCTAAAAGCCAAAGTATAGTGACTCAGAATCCTCAATCCACAAAACTC 
AAGATTGGGAGCTCTTTGTGATCAAGCCAAAGAATTCTCATGTACTCTACCTTCAAGAA 
GCATTTCAAGGCTAATACCTACTTGTACGTACATGTAAAACAAATCCCGCCGCAACTGT 
TTTCTGTTCTGTTGTTTGTGGTTTTCTCATATGTATACTTGGTGGAATTGTAAGTGGAT 
TTGCAGGCCAGGGAGAAAATGTCCAAGTAACAGGTGAAGTTTATTTGCCTGACGTTTAC 
TCCTTTCTAGATGAAAACCAAGCACAGATTTTAAAACTTCTAAGATTATTCTCCTCTAT 
CCACAGCATTCACNNN^^ 

GTTTGATAAAGTATGCTTATTTCTGTGCCTACTGTATAATGGTTATCAAACAGTTGTCT 
CAGGGGTACAAACTTTGAAAACAAGTGTGACACTGACCAGCCCAAAT^^^M^^GT§ 
|TTCTTGCTGTGATAGGTTTTGCTTGCCTTTTCATTATTTTTTAGCTTTTATGCTTGCTT| 
CCATTATTTCAGTTGGTTGCCCTAATATTTAAAATTTACACTTCTAAGACTAGAGACCC| 



ACATTTTTTAAAAATCATTTTATTTTGTGATACAGTGACAGCTTTATATGAGCAAATTC 



AATATTATTCATAAGCATGTAATTCCAGTGACTTACTATGTGAGATGACTACTAAGCAA 



TATCTAGCAGCGTTAGTTCCATATAGTTCTGATTGGATTTCGTTCCTCCTGAGGAGACC 



ATGCCGTTGAGCTTGGCTACCCAGGCAGTGGTGATCTTTGACACCTTCTGGTGGATGTT 



CCTCCCACTCATGAGTCTTTTCATCATGCCACATTATCTGATCCAGTCCTCACATTTTTl 



AAATATAAAACTAAAGAGAGAATGCTTCTTACAGGAACAGTTACCCAAGGGCTGTTTCT 



TAGTAACTGTCATAAACTGATCTGGATCCATGGGCATACCTGTGTTCGAGGTGCAGCAA 



TTGCTTGGTGAGCTGTGCAGAATTGATTGCCTTCAGCACAGCATCCTCTGCCCACCCTT 



|GTTTCTCATAAGCGATGTCTGGAGTGATTGTGGTTCTTGGAAAAGCAGAAGGAAAAACT| 



^AAAAGTGTATCTTGTATTTTCCCTGCC[ CTCAGGTTGCCTATGTATTTTACCTTTTCAT 

ATTTAAGGCAAAAGTACTTGAAAATTTTAAGTGTCCGAATAAGATATGTCTTTTTTGTT 

TGTTTTTTTTGGTTGGTTGTTTGTTTTTTATCATCTGAGATTCTGTAATGTATTTGCAA 

ATAATGGATCAATTAATTTTTTTTGAAGCTCATATTGTATCTTTTTAAAAACCATGTTG 

TGGAAAAAAGCCAGAGTGACAAGTGACAAAATCTATTTAGGAACTCTGTGTATGAATCC 

TGATTTTAACTGCTAGGATTCAGCTAAATTTCTGAGCTTTATGATCTGTGGAAATTTGG 

AATGAAATCGAATTCATTTTGTACATACATAGTATATTAAAACTATATAATAGTTCATA:; 

gAj&TGTgCAG 

A SEQ ID No. : 8828 
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The length of this sequence was determined using batch, automated 
computational methods and the sequence, as sense strand, its length, and the desired 
location of the probe sequence near the 3' end of the mKNA was submitted to Array 
Designer Ver 1 .1 (Premier Biosoft International, Palo Alto, CA). Search quality was set 
at 100%, number of best probes set at 1, length range set at 50 base pairs, Target Tm set 
at 75 C. degrees plus or minus 5 degrees, Hairpin max deltaG at 6.0 -kcal/mol., Self 
dimmer max deltaG at 6.0 -kcal/mol, Run/repeat (dinucleotide) max length set at 5, and 
Probe site minimum overlap set at 1 . When none of the 49 possible probes met the 
criteria, the probe site would be moved 50 base pairs closer to the 5' end of the sequence 
and resubmitted to Array Designer for analysis. When no possible probes met the 
criteria, the variation on melting temperature was raised to plus and minus 8 degrees and 
the number of identical basepairs in a run increased to 6 so that a probe sequence was 
produced. 

In the sequence above, using the criteria noted above, Array Designer Ver 1.1 
designed a probe corresponding to oligonucleotide number 2280 in Table 8 and is 
indicated by underlining in the sequence above. It has a melting temperature of 68.4 
degrees Celsius and a max run of 6 nucleotides and represents one of the cases where the 
criteria for probe design in Array Designer Ver 1 . 1 were relaxed in order to obtain an 
oligonucleotide near the 3' end of the mRNA (Low melting temperature was allowed). 
Clone 463D12 

Clone 463D12 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. The sequence matched accession 
number All 84553, an EST sequence with the definition line "qd60a05.xl 
Soares_testis_NHT Homo sapiens cDNA clone IMAGE: 1733840 3" similar to 
gb:M29550 PROTEIN PHOSPHATASE 2B CATALYTIC SUBUNIT 1 (HUMAN);, 
mRNA sequence." The E value of the alignment was 1.00 x 10" 118 . The GenBank 
sequence begins with a poly-T region, suggesting that it is the antisense strand, read 5' to 
3'. The beginning of this sequence is complementary to the 3' end of the mRNA sense 
strand. The accession number for this sequence was included in a text file of accession 
numbers representing antisense sequences. Sequences for antisense strand mRNAs were 
obtained by uploading a text file containing desired accession numbers as an Entrez 
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search query using the Batch Entrez web interface and saving the results locally as a 
FASTA file. The following sequence was obtained, and the region of alignment of clone 
463D12is outlined: 

TTTTTTTTTTTTTTCTTAAATAGCATTTATTTTCTCTCAAAAAGCCTATTATGTACTAA 
CAAGTGTTCCTCTAAATTAGAAAGGCATCACTACTAAAATTTTATACATATTTTTTATA 
TAAGAGAAGGAATATTGGGTTACAATCTGAATTTCTCTTTATGATTTCTCTTAAAGTAT 
AGAACAGCTATTAAAATGACTAATATTGCTA7^AATGAAGGCTACTAAATTTCCCCAAGA 
ATTTCGGTGGAATGCCCAAAAATGGTGTTAAGATATGCAGAAGGGCCCATTTCAAGCAA 
AGCAATCTCTCCACCCCTTCATA?^ 

|A.TCCAACAGCTGAAGACATTGGGCTATTTATAAATCTTCTCCCAGTCCCCCAGACAGCC| 
TCACATGGGGGCTGTAAACAGCTAACTAAAATATCTTTGAGACTCTTATGTCCACACCC 
ACTGACACAAGGAGAGCTGTAACCACAGTGAAACTAGACTTTGCTTTCCTTTAGCAAGT 
ATGTGCCTATGATAGTAAACTGGAGTAAATGTAACA| GT7^TAAAACAAATTTTTTTTAA 
AAATAAAAATTATACCTTTTTCTCCAACAAACGGTAAAGACCACGTGAAGACATCCATA 
AAATTAGGCAACCAGTAAAGATGTGGAGAACCAGTAAACTGTCGAAATTCATCACATTA 
TTTTCATACTTTAATACAGCAGCTTTAATTATTGGAGAACATCAAAGTAATTAGGTGCC 
GAAAAACATTGTTATTAATGAAGGGAACCCCTGACGTTTGACCTTTTCTGTACCATCTA 
TAGCCCTGGACTTGA (SEQ ID No. : 8829) 

The FASTA file, including the sequence of AA1 84553, was then masked using 
the RepeatMasker web interface, as shown below. The region of alignment of clone 
463D12 is outlined. 

TTTTTTTTTTTTTTCTTAAATAGCATTTATTTTCTCTCAAAAAGCCTATTATGTACTAA 
CAAGTGTTCCTCTAAATTAGAAAGGCATCACTACN^^ 

NTSFNGAGAAGGAATATTGGGTTACAATCTGAATTTCTCTTTATGATTTCTCTTAAAGTAT 

AGAACAGCTATTAAAATGACTAATATJGG^AAAATC 

ATTTCGGTGGAATGC^^ 

AGCAATCTCTCCACCCCTTCATAAAAGATTTAAGCTAAAAAAAAAAAAAAAAGAA jGAAA 
|ATCCAACAGCTGAAGACATTGGGCTATTTATAAATCTTCTCCCAGTCCCCCAGACAGCC 
TCACATGGGGGCTGTAAACAGCTAACTAAAATATCTTTGAGACTCTTATGTCCACACCC 
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[A,CTGACACAAGGAGAGCTGTAACCACAGTGAAACTAGACTTTGCTTTCCTTTAGCAAGTj 

[atgtgcctatgatagtaaactggagtaaatc 

NNNN^^ 

aaattaggcaaccagtaaagatgtggagaaccagtaaactgtcgaaattcatcacatta 
ttttcatactttaatacagcagctttaattattggagaacatcaaagtaattaggtgcc 
gaaaaacattgttattaatgaagggaacccctgacgtttgaccttttctgtaccatcta 

TAGCCCTGGACTTGA Masked version of 463D12 sequence. (SEQ ID 
NO:8830) 

The sequence was submitted to Array Designer as described above, however, the 
desired location of the probe was indicated at base pair 50 and if no probe met the 
criteria, moved in the 3' direction. The complementary sequence from Array Designer 
was used, because the original sequence was antisense. The oligonucleotide designed by 
Array Designer corresponds to oligonucleotide number 4342 in Table 8 and is 
complementary to the underlined sequence above. The probe has a melting temperature 
of 72.7 degrees centigrade and a max run of 4 nucleotides. 
Clone 72D4 

Clone 72D4 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. No significant matches were found in 
any of these databases. When compared to the human genome draft, significant 
alignments were found to three consecutive regions of the reference sequence 
NTJ)08060, as depicted below, suggesting that the insert contains three spliced exons of 
an unidentified gene. 



Residue numbers on Matching residue 

clone 72D4 seq u ence numbers on NT 008060 
1-198 478646-478843 
1^7-489 479876-480168 
491 -585 489271 -489365 



Because the reference sequence contains introns and may represent either the 
coding or noncoding strand for this gene, BioCardia's own sequence file was used to 
design the oligonucleotide. Two complementary probes were designed to ensure that the 
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sense strand was represented. The sequence of the insert in clone 72D4 is shown below, 
with the three putative exons outlined. 



CAGGTCACACAGCACATCAGTGGCTACATGTGAGCTCAGACCTGGGTCTGCT 
GCTGTCTGTCTTCCCAATATCCATGACCTTG^CITGATGCAGGTGTCTAGGGAT 
ACGTCCATCCCCGTCCTGCTGGAGCCCAGAGCACGGAAGCCTGGCCCTCCGA 
GGAGACAGAAGGGAGTGTCGGACACCATGACGAGAGCTT|G GCAGAA 

fcGGAm 

^^CTGTGTTG^ 

^CCGGCGAGGCG^ 

iMCTGTGCA^ 

jACATTT^^ 

|lCCAGATGTGCGTGTTGTGGTCCCCAAGTATCACCTTCCAATTTCTGGGAGCA|l 
gGTGCTCTGGCCG|| GATCCTTGCCGCGCGGATAAAAAC (SEQ ID NO.: 8445) 

The sequence was submitted to RepeatMasker, but no repetitive sequences were 
found. The sequence shown above was used to design the two 50-mer probes using 
Array Designer as described above. The probes are shown in bold typeface in the 
sequence depicted below. The probe in the sequence is oligonucleotide number 641 5 
(SEQ ID NO.: 6415) in Table 8 and the complementary probe is oligonucleotide number 
6805 (SEQ ID NO.:6805). 

CAGGTCACACAGCACATCAGTGGCTACATGTGAGCTCAGACCTGGGTCTGCTGCTGTCT 
GTCTTCCCAATATCCATGACCTTGACTGATGCAGGTGTCTAGGGATACGTCCATCCCCG 
TCCTGCTGGAGCCCAGAGCACGGAAGCCTGGCCCTCCGAGGAGACAGAAGGGAGTGTCG 
GACACCATGACGAGAGCTTGGCAGAATAAATAACTTCTTTAAACAATTTTACGGCATGA 
AGAAATCTGGACCAGTTTATTAAATGGGATTTCTGCCACAAACCTTGGAAGAATCACAT 
CATCTTAJSnSICCCAAGTGAAAACTGTGTTGCGTAACAAAGAACATGACTGCGCTCCACAC 
ATACATCATTGCCCGGCGAGGCGGGACACAAGTCAACGACGGAACACTTGAGACAGGCC 

166 



WO 02/057414 



PCT/US01/47856 



TACAACTGTGCACGGGTCAGAAGCAAGTTTAAGCCATACTTGCTGCAGTGAGACTACAT 
TTCTGTCTATAGAAGATACCTGACTTGATCTGTTTTTCAGCTCCAGTTCCCAGATGTGC 

<£- GTCAAGGGTCTACACG 

GTGTTGTGGTCCCCAAGTATCACCTTCCAATTTCTGGGAG- - -> 
CACAACACCAGGGGTTCATAGTGGAAGGTTAAAG-5 ' 

CAGTGCTCTGGCCGGATCCTTGCCGCGCGGATAAAAACT- - - -> 



Confirmation of probe sequence 

Following probe design, each probe sequence was confirmed by comparing the 
sequence against dbEST, the UniGene cluster set, and the assembled human genome 
using BLASTn at NCBI. Alignments, accession numbers, gi numbers, UniGene cluster 
numbers and names were examined and the most common sequence used for the probe. 
The final probe set was compiled into Table 8. 

Example 22 - Production of an array of 8000 spotted SOnier oligonucleotides 
We produced an array of 8000 spotted 50mer oligonucleotides. Examples 20 and 
21 exemplify the design and selection of probes for this array. 

Sigma-Genosys (The Woodlands, TX) synthesized un-modified 50-mer 
oligonucleotides using standard phosphoramidite chemistry, with a starting scale of 
synthesis of 0.05 umole (see, e.g., R. Meyers, ed. (1995) Molecular Biology and 
Biotechnology: A Comprehensive Desk Reference) Briefly, to begin synthesis, a 3' 
hydroxyl nucleoside with a dimethoxytrityl (DMT) group at the 5' end was attached to a 
solid support. The DMT group was removed with trichloroacetic acid (TCA) in order to 
free the 5'-hydroxyl for the coupling reaction. Next, tetrazole and a phosphoramidite 
derivative of the next nucleotide were added. The tetrazole protonates the nitrogen of the 
phosphoramidite, making it susceptible to nucleophilic attack. The DMT group at the 5'- 
end of the hydroxyl group blocks further addition of nucleotides in excess. Next, the 
inter-nucleotide linkage was converted to a phosphotriester bond in an oxidation step 
using an oxidizing agent and water as the oxygen donor. Excess nucleotides were filtered 
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out and the cycle for the next nucleotide was started by the removal of the DMT 
protecting group. Following the synthesis, the oligo was cleaved from the solid support. 
The oligonucleotides were desalted, resuspended in water at a concentration of 100 or 
200 jliM, and placed in 96-deep well format. The oligonucleotides were re-arrayed into 
Whatman Uniplate 384-well polyproylene V bottom plates. The oligonucleotides were 
diluted to a final concentration 30 jaM in IX Micro Spotting Solution Plus 
(Telechem/arrayitxom, Sunnyvale, CA) in a total volume of 15 In total, 8,031 
oligonucleotides were arrayed into twenty-one 384-well plates. 

Arrays were produced on Telechem/arrayit.com Super amine glass substrates 
(Telechem/arrayitxom), which were manufactured in 0.1 mm filtered clean room with 
exact dimensions of 25x76x0.96 mm. The arrays were printed using the Virtek 
Chipwriter with a Telechem 48 pin Micro Spotting Printhead. The Printhead was loaded 
with 48 Stealth SMP3B TeleChem Micro Spotting Pins, which were used to print 
oligonucleotides onto the slide with the spot size being 1 10-1 15 microns in diameter. 
Example 23- Amplification, labeling, and hybridization of total RN A to an 
oligonucleotide microarray 

Amplification, labeling, hybridization and scanning 

Samples consisting of at least 2 jig of intact total RNA were further processed for 
airay hybridization. Amplification and labeling of total RNA samples was performed in 
three successive enzymatic reactions. First, a single-stranded DNA copy of the RNA was 
made (hereinafter, "ss-cDNA"). Second, the ss-cDNA was used as a template for the 
complementary DNA strand, producing double-stranded cDNA (hereinafter, "ds-cDNA, 
or cDNA"). Third, linear amplification was performed by in vitro transcription from a 
bacterial T 7 promoter. During this step, fluorescent-conjugated nucleotides were 
incorporated into the amplified RNA (hereinafter, "aRNA"). 

The first strand cDNA was produced using the Invitrogen kit (Superscript II). 
The first strand cDNA was produced in a reaction composed of 50 mM Tris-HCl (pH 
8.3), 75 mM KC1, and 3 mM MgCl 2 (lx First Strand Buffer, Invitrogen), 0.5 mM dGTP, 
0.5 mM dATP, 0.5 mM dTTP, 0.5 mM dCTP, 1 0 mM DTT, 1 0 U reverse transcriptase 
(Superscript II, Invitrogen, #18064014), 15 U RNase inhibitor (RNAGuard, Amersham 
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Pharmacia, #27-0815-01), 5 T7T24 primer 
(5'-GGCCAGTGAATTGTAATACGACT 



Several purified, recombinant control mRNAs from the plant Arabidopsis thaliana were 
added to the reaction mixture: 20 pg of CAB and RCA, 14 pg of LTP4 and NAC1, and 2 
pg of RCP1 and XCP2 (Stratagene, #252201, #252202, #252204, #252208, #252207, 
#252206 respectively). The control RNAs allow the estimate of copy numbers for 
individual mRNAs in the clinical sample because corresponding sense oligonucleotide 
probes for each of these plant genes are present on the microarray. The final reaction 
volume of 40 |il was incubated at 42°C for 60 min. 

For synthesis of the second cDNA strand, DNA polymerase and RNase were 
added to the previous reaction, bringing the final volume to 150 jid. The previous 
contents were diluted and new substrates were added to a final concentration of 20 mM 
Tris-HCl (pH 7.0) (Fisher Scientific, Pittsburgh, PA #BP1756-100), 90 mMKCl 
(Teknova, Half Moon Bay, CA, #0313-500) , 4.6 mM MgCl 2 (Teknova, Half Moon Bay, 
CA, #0304-500), 10 mM(NH4) 2 S0 4 (Fisher Scientific #A702-500)(lx Second Strand • 
buffer, Invitrogen), 0.266 mM dGTP, 0.266 mM dATP, 0.266 mM dTTP, 0.266 mM 
dCTP, 40 U E. coli DNA polymerase (Invitrogen, #1 8010-025), and 2 U RNaseH 
(Invitrogen, #18021-014). The second strand synthesis took place at 16°C for 120 
minutes. 

Following second-strand synthesis, the ds-cDNA was purified from the enzymes, 
dNTPs, and buffers before proceeding to amplification, using phenol-chloroform 
extraction followed by ethanol precipitation of the cDNA in the presence of glycogen. 
Alternatively, a silica-gel column is used to purify the cDNA (e.g. Qiaquick PCR cleanup 
from Qiagen, #28104). The cDNA was collected by centrifugation at >10,000 xg for 30 
minutes, the supernatant is aspirated, and 150 jal of 70% ethanol, 30% water was added to 
wash the DNA pellet. Following centrifugation, the supernatant was removed, and 
residual ethanol was evaporated at room temperature. 

Linear amplification of the cDNA was performed by in vitro transcription of the 
cDNA. The cDNA pellet from the step described above was resuspended in 7.4 y\ of 
water, and in vitro transcription reaction buffer was added to a final volume of 20 \il 




'), (SEQ ID NO.:8831) and 2 |ag of selected sample total RNA. 
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containing 7.5 mM GTP, 7.5 mM ATP, 7.5 mM TTP, 2.25 mM CTP, 1.025 mM Cy3- 
conjugated CTP (Perkin Elmer; Boston, MA, #NEL-580), lx reaction buffer (Ambion, 
Megascript Kit, Austin, TX and #1334) and 1 % T 7 polymerase enzyme mix (Ambion, 
Megascript Kit, Austin, TX and #1334). This reaction was incubated at 37°C overnight. 
Following in vitro transcription, the RNA was purified from the enzyme, buffers, and 
excess NTPs using the RNeasy kit from Qiagen (Valencia, CA; # 74106) as described in 
the vendor's protocol. A second elution step was performed and the two eluates were 
combined for a final volume of 60 |xl- RNA is quantified using an Agilent 2100 
bioanalyzer with the RNA 6000 nano LabChip. 

Reference RNA was prepared as described above, except that 10 \ig of total RNA 
was the starting material for amplification, and Cy5-CTP was incorporated instead of 
Cy3CTP. Reference RNA from five reactions was pooled together and quantitated as 
described above. 

Hybridization to an array 

RNA was prepared for hybridization as follows: for an 18mmx55mm array, 20 
of amplified RNA (aRNA) was combined with 20 fig of reference aRNA. The combined 
sample and reference aRNA was concentrated by evaporating the water to 5 \il in a 
vacuum evaporator. Five jal of 20 mM zinc acetate was added to the aRNA and the mix 
incubated at 60°C for 10 minutes to fragment the RNA into 50-200 bp pieces. Following 
the incubation, 40 jul of hybridization buffer was added to achieve final concentrations of 
5xSSC and 0.20 %SDS with 0.1 fig/ul of Cot-1 DNA (Invitrogen) as a competitor DNA. 
The final hybridization mix was heated to 98°C, and then reduced to 50°C at 0.1 °C per 
second. 

Alternatively, formamide is included in the hybridization mixture to lower the 
hybridization temperature. 

The hybridization mixture was applied to the microarray surface, covered with a 
glass coverslip (Corning, #2935-246), and incubated in a humidified chamber (Telechem, 
AHC-10) at 62°C overnight. Following incubation, the slides were washed in 2xSSC, 
0.1% SDS for two minutes, then in 2xSSC for two minutes, then in 0.2xSSC for two 
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minutes. The arrays were spun at lOOOxg for 2 minutes to dry them. The dry 
microarrays are then scanned by methods described above. 
Example 24: Analysis of Human Transplant Patient Mononuclear cell SNA 
Hybridized to a 24,000 Feature Microarray. 

Patients who had recently undergone cardiac transplant and were being monitored 
for rejection by biopsy were selected and enrolled in a clinical study, as described in 
Example 1 1 . Blood was drawn from several patients and mononuclear cells isolated as 
described in Example 8. The rejection grade determined from the biopsy is presented in 
Table 9 for some of the patient samples. Four samples (14-0001-2, 14-0001-3, 14-0005-1 
and 14-0005-2) from one center were selected for further examination. Two sets of 
paired samples were available that allowed comparison of severe rejection (rejection 
grade 3A) to minimal or no rejection (rejection grade 1 or 0). These two groups are 
designated "high rejection grade 55 and "low rejection grade", respectively. 

Additional RNA was isolated from the mononuclear cells of enrolled cardiac 
allograft recipients as described in Example 8. The yield of RNA from 8 ml of blood is 
shown in Table 9, below. 

1 or 2 ^g of total RNA was amplified by making cDNA copies using a T7T24 
primer and subsequent in vitro transcription, as described in Example 23. This "target" 
amplified RNA was labeled by incorporation of Cy3-conjugated nucleotides, as described 
in Example 23. The amplified RNA was quantified by analysis at A260 on a 
spectrophotometer. 

Hybridization to the 8,000 probe (24,000-feature) microarray (described in 
Examples 20-22) was performed essentially as described in Example 23. 20 |ag of 
amplified and labeled RNA was combined with 20 jig of R50 reference RNA that was 
labeled and prepared as described in Example 9. 

The sample and reference amplified and labeled RNAs were combined and 
fragmented at 95°C for 30 min, as described in Example 23. The fragmented RNA was 
mixed with 40 pi of hybridization solution (to bring the total to 50 \x\) and applied to the 
8,000-probe, 24,000-feature microarray and covered with a 21mmx60mm coverslip. The 
arrays were hybridized overnight and washed as described in Example 23. 
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Once hybridized and washed, the arrays were scanned as described in Example 
23. The full image produced by the Agilent scanner G2565AA was flipped, rotated, and 
split into two images (one for each signal channel) using TIFFSplitter (Agilent, Palo 
Alto, CA). The two channels are the output at 532 nm (Cy3-labeled sample) and 633 
nm(Cy5-labeled R50). The individual images were loaded into GenePix 3.0 (Axon 
Instruments, Union City, CA) and the software was used to determine the median pixel 
intensity for each feature (FO and the median pixel intensity of the local background for 
each feature (BO in both channels. The standard deviation (SDFj and SDBi) for each is 
also determined. Features for which GenePix could not discriminate the feature from the 
background were "flagged", and the data were deleted from further consideration. 

From the remaining data, the following calculations were performed. 

The first calculation performed was the signal to noise ratio: 



SDB i 



All features with a S/N less than 3 in either channel were removed from further 
consideration. All features that did not have GenePix flags and passed the S/N test were 
considered usable features. The background-subtracted signal (hereinafter, "BGSS") was 
calculated for each usable feature in each channel (BGSSi=Fj-Bi). 

The BGSS was used for the scaling step within each channel. The median BGSS 
for all usable features was calculated. The BGSSi for each feature was divided by the 
median BGSS. The median BGSS for the scaled data then became 1 for each channel on 
each array. This operation did not change the distribution of the data, but did allow each 
to be directly compared 

The scaled BGSSi (Sj) for each feature was used to calculate the ratio of the Cy3 
to the Cy5 signal: 



„ cm 

" CySS, 
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The ratio data from the triplicate features were combined for each probe on the 
array. If all three features were still usable, their average was taken (Rp) and the 
coefficient of variation (hereinafter "CV") was determined. If the CV was less than 15%, 
the average was carried forward for that probe. If the CV was greater than 15% for the 
triplicate features, then the average of the two features with the closest R,, values were 
used. If there were only two usable features for a given probe, the average of the two 
features was used. If there was only one usable feature for a given probe, the value of 
that feature was used. 

The logarithm of the average ratio was taken for each probe (log Rp). This value 
was used for comparison among arrays. For comparison of gene expression in high 
rejection grade patients to gene expression from low rejection grade patients, the average 
was taken for each probe for hybridizations 107739 and 107741 (high rejection grades) 
and 107740 and 107742 (low rejection grades). Since there were only two patients, each 
with a change from high to low rejection grade, there should be less variability in the data 
than if all four samples were from different patients. The results of this comparison were 
plotted in Figure 9. The X-axis is the high rejection grade average (the average of each 
probe for hybridizations of samples from high rejection grade patients) and the Y-axis is 
the low rejection grade average. There was complete data for 5562 probes, all plotted in 
Figure 9. Each "point" in the graph corresponded to a probe on the microanray. 

A "cluster" of points were shaded in white. Points within the cluster represented 
genes with expression that is not significantly changed from one sample group to the 
other. The far ends of the cluster corresponded to genes that are expressed at either low 
or high levels in each group. 

Outlier points, corresponding to genes with differential expression between high 
and low rejection grade patients, were shaded black and are further described in Table 10. 
There was one point above the cluster (indicating that expression was relatively higher in 
the low rejection grade than in the low rejection grade), and 7 points below the cluster 
(indicating that expression was relatively higher in the high rejection grade than in the 
low rejection grade). 
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Many of the differentially expressed genes had unknown or poorly described 
functions. One, corresponding to probe number 8091, was known in the public databases 
only as a predicted mRNA and protein. 

Using the data from samples 107739 (Grade 3A rejection) and 107742 (Grade 0), 
a scaled ratio of sample (Cy3) to reference (Cy5) expression was determined using the 
same techniques. The ratio of was taken of these scaled ratios, denoted "the ratio of 
scaled ratios (hereinafter, "SR"). Replicate features were not combined and all probes 
with S/N < 3 in either channel were filtered out. Some probes with differential 
expression between these two samples are shown in Figure 10. In this Figure, the probes 
are sorted from the top to the bottom by relative expression in the first grade 0 sample vs 
grade 3 A (ratio of SRs, grade 0/3 A). 

Diagnostic accuracy for sample classification is determined using additional 
samples and suitable methods for correlation analysis. 

Comparing Figure 10 and Table 10, genes of particular interest include those 
corresponding to SEQ ID NO:2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID NO: 
2283, SEQ ID NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ 
ID NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ED NO: 1796, SEQ ID 
NO:4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID NO:4829 
and SEQ ID NO: 8091. 



174 



WO 02/057414 



PCT/US01/47856 



Table 1 





Dtepasp/Patipnt t^rnnn 


Cardinva<5riilar Dicipacp 

vaiuivvaouuiai uiocadc 


Atherosclerosis 




1 InQtahlP annina i 

\j\ loldUiC en lyii la 




IviyUUdiUldl liiidluUUil 




rxtJolCi lUblo dllcl ell iy lUjJIdbLy 




ounyebiive ncdii rdiiuie 




Myoca ranis 


• 


Endocarditis 




endothelial uysTunction 




Cardiomyopathy 




oaraiovascuiar a rug use 


Endocrine Disease 


Diabetes Mellitus 1 and II 




i nyroiurus 




Auuisson s uisease 


inTectious uisease 


nepaiius A, d, u, u, c, o 




ivldldl Id 




i uuercuiosis 




MIX/ 

Ml V 




Pneumocystis Carinii 




oldlUld 




i oxopiasmosis 




Lyme uisease 




r\oci\y Mountain opoiteu rever 




oyiomegaiovirus 




1— r\ctotn Rorr \/iri ic 
L_poltrlil Ddll VII Uo 




nerpes oimpiex virus 




oiubinuiuin uinoiie ouiiiib 




Meningitis (an organisms; 




rneumoma (an organisms; 




urinary i raci mTeciion (an organisms; 




inieciious uiarrnea (an organisms; 




/Anii-inTcCuouo ui uy use 


— — * — ■» 

Angiogenesis 


rainoiogic angiogenesis 




n lyoiuiuy Jo aiiyiuyci icbib 




i redimeni inouceu dngiogenesis 




rtu ur ariii-ar igiuyeniu urug use 


Inflammatorv/Rheiimatic 


Rheumatoid Arthritis 




Systemic Lupus Erythematosus 




Sjogrens Disease 




CREST syndrome 




Scleroderma ' , 




Ankylosing Spondylitis 




Crohn's 




Ulcerative Colitis 




Primary Sclerosing Cholangitis 



175 



WO 02/057414 



PCT/US01/47856 



Table 1 (continued) 



Disease Classification 


Disease/Patient Group 


Inflammatory/Rheumatic 


Appendicitis 




Diverticulitis 




Primary Biliary Sclerosis 




Wegener's Granulomatosis 




Polyarteritis nodosa 




Whipple's Disease 




Psoriasis 




Microscopic Polyanngiitis 




Takayasu's Disease 




Kawasaki's Disease 




Autoimmune hepatitis 




Asthma 




Churg-Strauss Disease 




Beurger's Disease 




Raynaud's Disease 




Cholecystitis 




Sarcoidosis 




Asbestosis 




Pneumoconioses 




Antinfiammatory drug use 


Transplant Rejection 


Heart 




Lung 




Liver 




Pancreas 




Bowel 




Bone Marrow 




Stem Cell 




Graft versus host disease 




Transplant vasculopathy 




Skin 




Cornea 




Immunosupressive drug use 


Malignant Disorders 


Leukemia 




Lymphoma 




Carcinoma 




Sarcoma 


Neurological Disease 


Alzheimer's Dementia 




Pick's Disease 




Multiple Sclerosis 




Guillain Barre Syndrome 




Peripheral Neuropathy 



176 



WO 02/057414 



Table 2; Candidate genes, Database mining 



PCT/US01/47856 



Unigene clusters are listed. 

Cluster numb ers are defined as in Unigene build uploaded on: Fri Apr 20 20m 
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fH. sapiens] 




HLA-DRB6 


Hs:167385 




rlS.lo//jl 


CD56 


rlS.lo/yoo 






RBTI 


no. ioy I oo 


APOE 


rlS.lOyHUl 




Hs.l 6944 




Hs. 169470 


MMP12 | 


Hs.1695 


CD161 


Hs.l 69824 


tenascin XB 


Hs.l 69886 




Hs.l 70027 




Hs.170150 


C4A 


Hs.l 70250 
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CD120a=TNFR-l 
EST 


Hs.l 59 
Hs. 159000 


TP53BP1 


I no. I / u^OO 


EST 
EST 


Hs.159013 

Hs. 159025 
Hs. 159059 


ESTs 

ESTs, Weakly similar to ALU 1 HUMAN 

ALU SUBFAMILY J SEQUENCE 

CONTAMINATION WARNING 

ENTRY □ rRsaoiensl 

ESTs 

EST 


Hs. 170274 
Hs.l 70338 

Hs.l 70578 
Hs.l 70579 


IL18R1 

ftp-3 

CASP8 

EST 
EST 
EST 

kallikrein 12 (KLKm 
EST 


Tjf_ i eni a\ i 

Hs. 159301 
Hs. 159494 
Hs.159651 

Hs. 159655 
Hs.l 59660 
Hs. 159678 
Hs. 159679 
Hs. 159682 


ESTs 

EST 

ESTs 

EST 
EST 
EST 


Hs.l 70580 
Hs.170581 
Hs.l 70583 

Hs. 170586 
Hs. 170588 
Hs. 170589 
|Hs. 170772 


EST 
EST 
EST 
EST 
SPOIl 

EST 

EST 

EST 

EST 

EST 

EST 

RPA3 

ESTs 


Hs. 159683 
Hs. 159693 
Hs. 1 59706 
Hs. 1597 18 
Hs.159737 

Hs. 159754 
Hs.160401 
Hs.160405 
Hs. 160408 
Hs.160410 
Hs.160423 
Hs.1608 
Hs.l 60946 


ftf 5 IHs.170786 

r 1 - Hs.170909 

ig Hs.170912 

IS - r 170933 

Hp ■ Hs.171004 

bo1 Hs.171095 

= Hs.171098 

f^f Hs.171101 

~ ■ Mnw 

~~ Hs.171110 

tefe mmm . 

Hs.171117 

^r- IHs.171119 


EST 

ESTs 

EST 

EST 

EST 

EST 

Tachykinin ReceDtor 2 
RAD 1 7 (RAU24) 


Hs. 160956 
Hs.160978 
Hs.l 60980 
Hs.160981 
Hs. 160982 
Hs.l 60983 
Hs.161305 
Hs.16184 


EST 1 

EST 1 

EST f 

EST \ 

EST " \ 

EST \ } 

ESTs h 

RIP f" 


Hs.I71i20 
Hs.171122 
Hs.171123 
Hs.171124 
Hs. 171 140 
Hs.171216 
tfs.171260 
ns. 171264 
Hs.171545 


Human phosphatidylinositol 3-kinase ] 
catalytic subunit pi lOdelta mRNA, 
complete cds. 


Is. 162808 


ESTs, Weakly similar to immunoglobulin I 
superfamily member [D.melanogaster] 


is.171697 


Human alpha- 1 Ig germline C-region 

membrane-codine reeion, V ft nH 

GCP-2 ; 


is. 163271 


CD22 k 


Is.171763 


b 


is. 164021 
Is 1649S4 

Is. 164331 
Is. 364427 


\i 

sema domain, immunoglobulin domain (Ig), f- 
short basic domain, secreted, (semaphorin) 
3C J 
interleukin 1 1 ~ 


ls.171776 
Is.171921 

(s.1721 


ER H 


Is. 165568 
s.1657 ; 


CDIlb ~ E 
EST, Highly similar to APS FH.sapiensl H 
ALKI " H 


[s. 1 72631 
s. 172656 
S. 172670 
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EST, Highly similar to JM26 fH.sapiensl 


Hs. 165701 


EST 


Hs. 165702 


EST 


Hs. 165704 


EST 


Hs. 165732 


regulatory factor X, 3 (influences HLA class 
II expression) 


Hs.166019 


LIG4 


Hs.166091 


TNFSF18 


Hs.248197 


EST 


Hs.248228 


H.sapiens rearranged gene for kappa 
immunoglobulin subgroup V kappa IV 


Hs.248756 


caspase 1, apoptosis-related cysteine 
protease (interleukin 1, beta, convertase) 


Hs.2490 


EST 


Hs.249031 


TNFRSF10A 


Hs.249190 


immunoglobulin lambda variable 3-10 


Hs.249208 


Homo sapiens mRNA for single-chain 
antibody, complete cds 


Hs.249245 


EST 


Hs.250473 


ESTs 


Hs.250591 


ESTs 


Hs.250605 




Hs.25063 


Human DNA sequence from clone RP1- 
149A16 on chromosome 22 Contains an 
IGLC (Immunoglobulin Lambda Chain C) 
pseudogene, the RFPL3 gene for Ret finger 
protein-like 3, the RPPL3S gene for Ret 
finger protein-like 3 antisense, the gene for 
a novel Immunoglobulin Lambda Chain V 
family protein, the gene for a novel protein 
similar to mouse RGDS (RALGDS, 
RALGEF, Guanine Nucleotide Dissociation 
Stimulator A) and rabbit oncogene RSC, the 
gene for a novel protein (ortholog of worm 

F'lfiAl 1 0 and hartprtnl anH archpH-haotprial 
nrpHiftpH nrr\tp inc^ tV\t* cxptip fr\r o nrtvpl 

protein similar to BPI (Bacterial 
Perrneabilitv-Increasinff Protein "1 and rahhit 
LBP (Liposaccharide-Binding Protein) and 
the 5' part of a novel gene. Contains ESTs, 
STSs, GSSs and three putative CpG islands 


Hs.250675 


ACE 


Hs.250711 


TREX2 


Hs.251398 





Hs. 172674 


CD123 


Hs. 172689 


ESTs 


Hs. 172822 


Collal 


Hs. 172928 




Hs. 172998 




Hs. 173081 


myosin, heavy polypeptide 3, skeletal 
muscle, embryonic 


Hs. 173084 






Hs. 173201 


Mediterranean fever (MEFV) 


Hs.173730 




Hs.173749 


interleukin 1 receptor accessory protein 


Hs. 173 880 


EST, Weakly similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN L13 
fH.sapiensl 


Hs. 174231 


EST 


Hs.174242 


EST 


Hs.174300 


EST 


Hs.174634 


EST 


Hs. 174635 


EST 


Hs. 174650 


EST 


Hs. 174673 


EST 

- 


Hs.174716 


EST 


Hs. 174740 


EST 


Hs. 174778 
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Human DNA sequence from clone 1 170K' 
on cnromosome Z2q 12.2-13.1. Contains 
three novel genes, one of which codes for i 
Trypsin family protein with class A LDL 
receptor domains, and the 1L2RB gene for 
Interleukin 2 Receptor, Beta (IL-2 Recepto 
^Ul22 antigen). Contams a putative CpG 
island, ESTs, and GSSs 

EST 


* Hs.251417 
i 

r, 


EST 


|Hs. 174779 


Co 1 

C3 
EST 


Hs.251539 

Hs.251540 
Hs.251972 


EST, Weakly similar to RL13 HUMAN 
60S RIBOSOMAL PROTEIN L13 
[H.sapiens] 

(KIAA0033) for ORF. partial crte 


Hs. 174780 
Hs. 174905 


EST 

ESTs, Moderately similar to 
T2DTJJUMAN TRANSCRIPTION 
INITIATION FACTOR THID 105 KDA 
SUBUNTT fH-sapien^ 


Hs.252273 
Hs.252359 
Hs.252867 


p™ . 

EST 
EST 


Hs. 175270 
Hs. 1 75281 1 
Hs.175300 
Hs. 1 75336 


EST, Moderately similar to RS2 HUMAN 
40S RIBOSOMAL PROTEIN S2 
H.sapiens] 
EST 


Hs.253150 
Hs.253151 


EST 


Hs. 175388 


EST 

EST 
EST 
EST 
EST 
EST 


Hs.253154 

Hs.253165 
Hs.2531 66 
Hs.253167 
Hs.2531 68 
Hs.253169 


EST, Weakly similar to salivary proline-rich 

protein precursor [H.sapiens] 

EST 

ESTs 

EST —\ 

.Co l I 


Hs. 175437) 
Hs. 175777 

Hs. 175803 
Hs. 176337 
HsA76374 
Hs.176380 


interleukin 1 receptor, type II 

EST 
EST 

fcS I , Weakly similar to AF161429 1 
HSPC311 [H.sanifli.1 

EST 

EST — " 


Hs.25333 

Hs.25361 

Hs.253742 

Hs.253743 

Hs.253744 

Hs.253747 
Hs.253748 


EST 1 

EST f 

LCK f 

LIG1 f* 

EST — [- 

rcisjj 1 1 ramiiy member in MHC class I 
region I 
EST f] 


Hs. 176404 ] 
Hs. 176406 
Hs.1765 
Hs.1770 
Hs.177012 
tfs. 17704 

is.l 77146 


.EST ] 

c-o i , Moderately similar to ] 
ALU5_HUMAN ALU SUBFAMILY SC 
SEQUENCE CONTAMINATION 
WARNING ENTRY n fW * ap i«„ cl 
ESTs t 


tts.253753 
tfs.254108 

Is.254948 


EST 

I 

I 


is. 177209 j 
is. 177376 
is.177461 


COT. ~ — — 

Ho IS j 

EST " 7 


is.255011 
Is.255118 


CD99 — ff 
PMS2 k 

human calmodulin U 


Is. 1 77543 J 
is. 1775481 


EST ^ 

F 

EST „ 
EST „ 
EST Ti 


Is.255119 
Is.255123 

s.255129 
fe.255134 j 


_ IB 

Homo sapiens immunoglobulin lambda m 
eene locus DNA, clone :288A 1 0 i 

BST L 


[s.l77656 | 
[s.177712 
[s. 178665 

s. 178743 


EST ^ 


^s.255135 ] 
s.255139 ] 


EST 
BST 


s. 179008 
s. 179070 
s.179130 J 
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EST ~^ 


Hs.255140 


ESTs 


Hs.255142 


EST 


Hs.255150 


EST 


Hs.255152 


ESTs 


Hs.255153 


ESTs 


Hs.255157 


ESTs 


Hs.255171 


EST 


Hs.255172 


EST, Moderately similar to 


Hs.255174 


PGTA HUMAN RAB 




GERANYLGERANYLTRANSFERASE 




ALPHA SUBUNIT FH.sapiensl 




EST 


Hs.255177 


EST 


Hs.255178 


EST 


Hs.255245 


EST 


Hs.255246 


EST 


Hs.255249 


EST 


Hs.255251 


EST 


Hs.255253 


EST 


Hs255254 


EST 


Hs.255255 


ESTs 


Hs.255256 


EST 


Hs.255330 


EST, Weakly similar to putative G protein- 


Hs.255333 


coupled Receptor fH. sapiens] 




EST 


Hs.255336 


EST 


Hs.255337 


EST 


Hs.255339 


EST 


Hs.255340 


EST 


Hs.255341 


ESTs 


Hs.255343 


EST 


Hs.255347 


EST 


Hs.255349 


EST 


Hs.255350 


EST 


Hs.255354 


ESTs 


Hs.255359 


ESTs 


Hs.255387 


EST 


Hs.255388 


EST 


Hs.255389 


ESTs 


Hs.255390 


EST 


Hs.255392 


EST 


Hs.255444 


EST 


Hs.255446 


EST 


Hs.255448 


ESTs 


Hs.255449 


EST 


Hs.255454 


EST 


Hs.255455 


EST 


Hs.255457 


EST 


Hs.255459 



EST 


Hs.179132 




Hs. 179149 


EST 


Hs. 179490 


EST 


Hs. 179492 


promyelocyte leukemia cell inRNA, clones 
pHH58 andpHH81. 


Hs.179735 




Hs.179817 


major histocompatibility complex, class II, 
DO beta 


Hs.1802 




HLA-DRB1 


Hs. 180255 


TNFRSF12 


Hs. 180338 


RAD23A (HR23A) 


Hs.180455 


MKK3 


Hs. 180533 


EST 


Hs. 180637 


CD27 


Hs.180841 


STAT6 


Hs.181015 


TNFSF4 


Hs.181097 


immunoglobulin lambda locus 


BsASU25 




Hs.181368 


CD3 


Hs. 18 1392 


EST 


Hs.255745 


EST 


Hs.255746 


EST 


Hs.255747 


EST 


Hs.255749 


EST 


Hs.255754 


ESTs, Moderately similar to KIAA1271 
protein IH.sapiensl 


Hs.255759 


EST 


Hs.255762 


EST 


Hs.255763 


EST 


Hs.255764 


EST 


Hs.255766 


EST 


Hs.255767 


EST 


Hs.255768 


EST 


Hs.255769 


EST 


Hs.255770 


EST 


Hs.255772 


EST 


Hs.255777 


EST 


Hs.255778 


EST 


Hs.255779 


EST 


Hs.255782 


EST 


Hs.255783 


EST 


Hs.255784 


EST 


Hs.255785 


EST, Weakly similar to Conl [H.sapiensl 


Hs.255788 


EST 


Hs.255791 


EST 


Hs.255794 


EST 


Hs.255796 


EST 


Hs.255797 
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PCT/US01/47856 



EST 
EST 



EST 



EST 
EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



ESTs 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 



EST 

TNFRSF17 



EST 
EST 



ESTs, Highly similar to KIAA1039 protein 
li.sagiensj 



Hs.255462 



Hs.255464 



Hs.255492 



Hs.255494 



Hs.255495 



Hs.255497 



Hs.255498 



Hs.255499 



Hs.255501 



Hs.255502 



Hs.255505 



Hs.255541 



Hs.255543 



Hs.255544 



Hs.255546 



Hs.255549 



Hs.255552 



Hs.255554 



Hs,255556 



Hs.255558 



Hs.2S5559 



Hs.255560 



Hs.255561 



Hs.255569 



Hs.255572 



Hs.255573 



Hs.255575 



Hs.255577 



Hs.255578 



Hs.255579 



Hs.255580 



Hs.255590 



Hs.255591 



Hs.255598 



Hs.2556 



Hs.255600 



Hs.255601 



Hs.255603 



EST 



EST 



ESTs 
EST 



EST 



EST 



ESTs 



EST 



ESTs 



ESTs 



EST 



EST 



Hs.255614 



Hs.255615 



Hs.2556 17 



Hs.2556 18 



EST 



ESTs 



|Hs.255799 



EST 



lHs.255877 



EST 



EST 



Ms.255880 
|Hs.255920 



CD40 



lHs.255927 



Hs.25648 



interleukin enhancer binding factor 3, 90kD [hs.256583 



ESTs 



EST 



|Hs.25681Q 



EST 



IHs.256956 



EST 



JHs.256957 



EST 



EST 



Hs.256959 
1Hs.256961 



EST 



[Hs.256970 



ESTs 



(Hs.256971 



ESTs 



lHs.256979 



EST 



lHs.257572 



EST 



|Hs.257579 



EST 



JHs.257581 



EST 



[Hs.257582 



EST 



IHs.257630 



EST 



EST 



EST 



Hs.257632 
Hs.257633 
IHs.257636 



ESTs 



IHs.257640 



EST 



|Hs.25764I 



EST 



|Hs.257644 



EST 
EST 



Hs.257645 
[Hs.257646 



EST 



[Hs.257647 



EST 



lHs.257667 



EST 



|Hs.257668 



EST 



EST 



ESTs 



Hs.257677 
Hs.257679 
[Hs.257680 



ESTs 



|Hs.257682 



EST 



EST 



Hs.257684 
Jhs.257687 



Hs.257688 



EST 



Hs.255621 



Hs.255622 



Hs.255625 



Hs.255626 



Hs.255627 



Hs.255630 



Hs.255632 



Hs.255633 



EST 



|Hs.257690 



EST 



lHs.257695 



EST 



lHs.257697 



EST 



[Hs.257705 



EST 



ESTs, Moderately similar to 
ALU8_HUMAN ALU SUBFAMILY SX 
SEQUENCE CONTAMINATION 
WARNING ENTRY □ fH.saoiens1 



Hs.257706 
Hs.257709 
Hs.257711 



EST 



EST 



JHs.257713 



EST 



EST 



Hs.257716 
|Hs.257719 



EST 



IHs.257720 



JHs.257727 
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EST 


Hs.255634 




EST 


Hs.257730 


EST 


Hs.255635 




EST 


Hs.257738 


EST 


Hs.255637 


EST 


Hs.257743 


ESTs 


Hs.255639 




ESTs 


Hs.258513 


EST 


Hs.255641 




EST 


Hs.258820 


EST 


Hs.255644 




EST 


Hs.258864 


EST 


Hs.255645 




sema domain, immunoglobulin domain (Ig), 
transmembrane domain (TM) and short 
cytoplasmic domain, (semaphorin) 4F 


Hs.25887 


EST 


Hs.255646 




EST 


Hs.258898 


EST 


Hs.255647 




EST 


Hs.258933 


EST 


Hs.255648 




interleukin 13 receptor, alpha 2 


Hs.25954 


EST 


Hs255649 




Homo sapiens HSPC101 mRNA, partial cds 


Hs.259683 


EST 


Hs.255650 




EST 


Hs.263695 


EST 


Hs.255653 


ESTs 


Hs.263784 


EST 


Hs.255657 


TNFSF12 


Hs.26401 


EST 


Hs.255661 


EST 


Hs.264154 


ESTs 


Hs.255664 


EST 


Hs.264654 


EST 


Hs.255665 


CDwll6b 


Hs.265262 


EST 


Hs.255666 


MHC binding factor, beta 


Hs.2654 1 


EST 


Hs.255668 


EST 


Hs.265634 


EST 


Hs.255671 


EST 


Hs.266387 


EST 


Hs.255672 


ESTs 


Hs.268027 


EST 


Hs.255673 


ATHS (LDLR?) 


Hs.268571 


EST 


Hs.255674 


ESTs, Highly similar to AAD 18086 BAT2 
TH.sapiensl 


Hs.270193 


EST 


Hs.255675 


ESTs 


Hs.270198 


EST 


Hs.255677 


ESTs 


Hs.270294 


EST 


Hs.255679 


ESTs, Weakly similar to alternatively 
spliced product using exon 13A [H.sapiens} 


Hs.270542 


EST 


Hs.255681 


ESTs, Moderately similar to 
ALU2 JttJMAN ALU SUBFAMILY SB 
SEQUENCE CONTAMINATION 
WARNING ENTRYD TRsaoiensl 


Hs.270561 


EST 


Hs.255682 


ESTs, Weakly similar to pro alpha 1(1) 
collagen [H.sapiens] 


Hs.270564 


EST 


Hs.255686 


ESTs, Weakly similar to ALU INHUMAN 
ALU SUBFAMILY J SEQUENCE 
CONTAMINATION WARNING 
ENTRYD rRsaoiensl 


Hs.270578 


ESTs 


Hs.255687 


ESTs, Moderately similar to brain-derived 
immunoglobulin superfamily molecule 
M.musculusl 


Hs.270588 


EST 


Hs.255688 


TALL1 


Hs.270737 


ESTs 


Hs.255689 




ESTs 


Hs.271206 


EST 


Hs.255691 




MYH . 


Hs.271353 


EST 


Hs.255692 




POLI (RAD30B) 


Hs.271699 


ESTs 


Hs.255693 




ADPRTL3 


Hs.271742 
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EST 


Hs.255695 


EST, Highly similar to transmembrane 
chloride conductor protein [H.sapiens] 


Hs.255697 


EST 


Hs.255698 


EST 


Hs.255699 


EST 


Hs.255705 


EST 


Hs.255706 


EST 


Hs.255708 


EST 


Hs.255710 


EST 


Hs.255713 


EST 


Hs.255717 


EST 


Hs.255718 


EST 


Hs.255721 


ESTs 


Hs.255723 


EST 


Hs.255725 


EST 


Hs.255726 


EST 


Hs.255727 



ESTs, Moderately similar to 
ALU8_HUMAN ALU SUBFAMILY SX 
SEQUENCE CONTAMINATION 
WARNING ENTRY □ rH.saniensl 


Hs.272075 


Human DNA sequence from clone RP5- 
1 170K4 on chromosome 22ql2.2-13.1 
Contains three novel genes, one of which 
codes for a Trypsin family protein with 
class A LDL receptor domains, and the 
IL2RB gene for Interleukin 2 Receptor, 
Beta (IL-2 Receptor, CD122 antigen), a 


Hs.272271 


interleukin 1 receptor accessory protein-like 
2 


Hs.272354 


Homo sapiens partial IGVH3 V3-20 gene 
for immunoglobulin heavy chain V region, 
case 1, clone 2 


Hs.272355 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, clone 16 


Hs.272356 


Homo sapiens partial IG VH3 gene for 
immunoglobulin heavy chain V region, case 
1, clone 19 


Hs.272357 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo IV 72 


Hs.272358 


Homo sapiens partial IGVH1 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo V 94 


Hs.272359 


Homo sapiens partial IGVL2 gene for 
immunoglobulin lambda light chain V 
region, case 1, cell Mo V 94 


Hs.272360 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo VI 7 


Hs.272361 


Homo sapiens partial IGVL1 gene for 
immunoglobulin lambda light chain V 
region, case 1, cell Mo VI 65 


Hs.272362 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo VI 162 


Hs.272363 


Homo sapiens partial IGVH3 DP29 gene 
for immunoglobulin heavy chain V region, 
case 1, cell Mo VII 116 


Hs.272364 


Homo sapiens partial IGVH4 gene for 
immunoglobulin heavy chain V region, case 
2, cell D 56 


Hs.272365 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
2, cell E 172 


Hs.272366 


interleukin 20 


Hs.272373 
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EST 


Hs.255736 


EST 


Hs.255740 


EST 


Hs.255742 


EST 


Hs.255743 


EST 


Hs.7569 


SMAD4 


Hs.75862 


Homo sapiens splicing factor, 
arginine/serine-rich 4 (SFRS4) mRNA. 


Hs.76122 


thymosin beta- 10 


Hs.76293 


CD63 


Hs.76294 


AIF1 


Hs.76364 


phospholipase A2, group IIA (platelets, 
synovial fluid), 


Hs.76422 


CES1 


Hs.76688 


ubiquitin conjugating enzyme 


Hs.76932 


Homo sapiens KIAA0963 protein 
(K1AA0963), mRNA. 


Hs.7724 


Homo sapiens fragile histidine triad gene 
(FHIT) mRNA. 


Hs.77252 


PAF-AH 


Hs.77318 


Mig 


Hs.77367 


DDB2 


Hs.77602 


ATR 


Hs.77613 


XPB (ERCC3) 


Hs.77929 


PNKP 


Hs.78016 


C7 


Hs.78065 



Human DNA sequence from clone RP1- 
149A16 on chromosome 22 Contains an 
IGLC (Immunoglobulin Lambda Chain C) 
pseudogene, the RFPL3 gene for Ret finger 
protein-like 3, the RFPL3S gene for Ret 
finger protein-like 3 antisense, the gene for 
a novel Immunoglobulin Lambda Chain V 
family protein, the gene for a novel protein 
similar to mouse RGDS (RALGDS, 
RALGEF, Guanine Nucleotide Dissociation 
Stimulator A) and rabbit oncogene RSC, the 
gene for a novel protein (ortholog of worm 
F16A1 1.2 and bacterial and archea-bacterial 
predicted proteins), the gene for a novel 
protein similar to BPI (Bacterial 
Permeability-Increasing Protein) and rabbit 
LBP (Liposaccharide-Binding Protein) and 
the 5' part of a novel gene. Contains ESTs, 
STSs, GSSs and three putative CpG islands 


Hs.272521 




TdT 


Hs.272537 


ret finger protein-like 3 antisense 




PRKR 


Hs 274382 


H.sapiens immunoglobulin epsilon chain 


Hs.274600 


EST, Weakly similar to HLA-DQ alpha 
chain [H.sapiens] 


Hs.275720 




EST, Weakly similar to RL13 HUMAN 
60S RIBOSOMAL PROTFTN I 1 3 

| IX.OCllJlOllO | 


Hs.276279 


EST 




EST 


Hs.276342 


EST Weaklv similar to RL 13 HUMAN 
60S RIBOSOMAL PROTEIN~L13 
TH ^anipnsl 




EST 




EST 


Hs 276819 


EST 


Hs.276871 


EST, Weakly similar to FBRLHUMAN 
FIBRILLARIN FH.sapiens] 


Hs.276872 


EST 


Hs.276887 


EST 


Hs.276902 


EST 


Hs.276917 


EST 


Hs.276918 


EST, Weakly similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN L13 
fH.sapiensl 


Hs.276938 


EST 


Hs.277051 


EST 


Hs.277052 


EST, Moderately similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN L13 
fH.sapiens] 


Hs.277236 
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Homo sapiens small nuclear RNA activating 
complex, polypeptide 2, 45kD (SNAPC2) 
mRNA. 


, Hs.78403 


EST, Moderately similar to DEAD Box 
Protein 5 [H.sapiens] 


Hs.277237 




Hs.78465 


EST 


Hs.277238 


sphingolipid activator protein / cerebroside 
sulfate activator protein 


Hs.78575 


EST 


Hs.277286 


Homo sapiens aminolevulinate, delta-, 
synthase 1 (ALAS1), nuclear gene encoding 
mitochondrial protein, mRNA. 


Hs.78712 


major histocompatibility complex, class I, C 


Hs.277477 




tyrosine kinase with immunoglobulin and 
epidermal growth factor homology domains 


Hs.78824 


EST, Weakly similar to AF150959 1 
immunoglobulin G 1 Fc fragment 
rH.sapiensl 


Hs.277591 






Hsp72 


Hs.78846 


EST 


Hs 277714 


UNG 


Hs.78853 


EST 


Hs 277715 


CX3CR1 


Hs.78913 


EST 


Hs.277716 


MSH2 


Hs.78934 


EST 


Hs.277717 


CRHR1 


Hs.79117 


EST 


Hs 2777 J 8 


BCL2 


Hs.79241 


EST, Weakly similar to BAT3JHUMAN 
LARGE PROLINE-RICH PROTEIN BAT3 
rH.sapiensl 


Hs 21111 A 




P-selectin 


Hs.79283 


EST 


Hs.277975 


UBE2VE (MMS2) 


Hs.79300 


EST 


Hs 278060 


retinoid X receptor, beta 


Hs.79372 


cytochrome P450, subfamily XX1A (steroid 
21 -hydroxylase, congenital adrenal 
hyperplasia), polvnetrtide 2 


Hs.278430 






MPG 


Hs.79396 


KIAA0015 gene product 


Hs 278441 


RPA2 


Hs.79411 


CD32B 


Hs.278443 


heat shock 70kD protein-like 1 


Hs.80288 


KIR2DL1 


Hs 278453 


FANCG (XRCC9) 


Hs.8047 


CD158a 


Hs 278455 


CD43 


Hs.80738 


CD24 


Hs 278667 


POLG 


Hs.80961 


HLA class II region expressed gene KE4 


Hs 278791 


Human CB-4 transcript of unrearranged 
immunoglobulin VOD5 gene 


Hs.81220 


IL-17C 


Hs.278911 






Human L2-9 transcript of unrearranged 
immunoglobulin V(H)5 pseudogene 


Hs.81221 


HSPC048 protein (HSPC048) 


Hs 278944 




immunoglobulin superfamily, member 3 


Hs.81234 


HSPC054 protein (HSPC054) 


Hs.278946 


UBL1 


Hs.81424 


HSPC073 protein (HSPC073) 


Hs.278948 


PF4 


Hs.81564 


ESTs 


Hs.279066 


paimitoyi-proiein thioesterase 2 


Hs.81737 


ESTs 


Hs.279067 


natural killer cell receptor, immunoglobulin 
superfamily member 


Hs.81743 


ESTs 


Hs.279068 




TNFRSF11B 


Hs.81791 


ESTs 


Hs.279069 


interleukin 6 signal transducer (gpl30, 
oncostatin M receptor) 


Hs.82065 


ESTs 


Hs.279070 




CD138 


Hs.82109 


ESTs 1 


Hs.279071 


Human monocytic leukaemia zinc finger 
protein (MOZ) mRNA, complete cds. 


Hs.82210 


ESTs 


Hs.279072 


sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 
3B 


Hs.82222 


ESTs, Weakly similar to KIAA0052 protein 
[H.sapiens] 


Hs.279073 




HPRT 


Hs.82314 


ESTs 


Hs.279074 


Human RNA binding protein Etr-3 mRNA, 

complete cds. 

MNAT1 


Hs.82321 
Hs.82380 


ESTs 
(ESTs 


Hs.279075 
Hs.279076 
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SMAD2 


Hs.82483 


CD47 


Hs.82685 


CETN2 


Hs.82794 


protein phosphatase 1, regulatory (inhibitor) 
subunit 1 1 


Hs.82887 


MMP1 


Hs.83169 


D3-type cyclin (CCND3) 


Hs.83173 


MMP3 


Hs.83326 


TNFSF10 


Hs.83429 


CD33 


Hs.83731 


CD 102 


Hs.83733 




Hs.84153 


interleukin 8 receptor, beta 


Hs.846 


titin immunoglobulin domain protein 
(myotilin) 


Hs.84665 


KU80 (XRCC5) 


Hs.84981 


Raf-1 


Hs.85181 


major histocompatibility complex, class I, J 
(pseudoeene) 


Hs.85242 


RELB 


Hs.858 




Hs.85923 


ERK1 


Hs.861 


FADD 


Hs.86131 


MHC class I polypeptide-related sequence 
A 


Hs.90598 


TNF receptor-associated factor 6 


Hs.90957 


Topo3A 


Hs.91175 


PARG i 


Hs.91390 


HLA-DPA1 


Hs.914 


SEEK1 


Hs.91600 


POLD1 


Hs. 99890 


ALK4 


Hs.99954 


XPD (ERCC2) 


Hs.99987 


SCYA25 (CCL25) 


Hs.50404 


SCYA19(CCL19) 


Hs.50002 


TCIRG1 


Hs.46465 


PAF-Receptor 


Hs.46 


CD26 


Hs.44926 




Hs.44865 


REL 


Hs.44313 


IL-17 


Hs.41724 


CD49d 


Hs.40034 


CCR2 


Hs.395 




Hs.3688 


TNF-b 


Hs.36 


lactoferrin 


Hs.347 


MCP-1 


Hs.340 


CD 150 


Hs.32970 


IL-lORa 


Hs.327 ! 


EGR1 


Hs.326035 



ESTs 


Hs.279077 


EST 


Hs.279078 


EST 


Hs.279079 


ESTs 


Hs.279080 


EST 


Hs.279081 


ESTs 


Hs.279082 


ESTs 


Hs.279083 


ESTs 


Hs 279084 


ESTs 


Hs 279085 

Jl JLO • £m 1 J\J\jJ 


ESTs 


Hs 279086 


ESTs, Weakly similar to AF2Q1422 J 

solicinp coaetivator qiihiinit SRm*3flO 


Hs.279087 


ESTs 


Hq 2790.XR 


ESTs 


Hs 279089 




Hs.86437 




Hs 86761 


CD118 = IFNAR-2 


Hs 86958 

J. 1j. UU7 JO 




H<; 871 }% 


PGHS-1 


Hs 88474 




Hs 8882 


LT-b 


Hs.890 


EST 


Hs.92440 




Hs 92460 


my os in-binding protein H 


Hs.927 


LFN-b 


H<; 91 1 77 

Jl 1D.7J III 


C8A 


rio.yJZ, 1 v 


ore-B-cell leukemia Iran serrnt inn factor 9 


Hq Q179R 


Tachykinin Receptor 3 


Hs.942 ' 


Homo saoiens cDNA FLJ 12242 fls clone 
MAMMA 1 001292 




CD29 


Hs2 87797 

Jl J.OZ. O / / J I 


LIF 


Hs 2250 


Human IP- 10 


Hs.2248 


IL-5 


Hs.2247 


G-CSF 


Hs 2233 


TGF-bR 


Hs 220 


G-CSFR 


Hs.2175 


CD15 


Hs.2173 


STAT1 


Hs 21486 


CD85 


Hs.204040 


HCC-1 


Hs.20144 


Fas ligand 


Hs.2007 


CD28 


Hs.1987 


HLA-DQA1 


Hs. 198253 


Ku70 (G22P1) 


Hs.197345 


PGHS-2 


Hs.196384 


CDwl28 


Hs. 194778 


IL-10 


Hs. 1937 17 
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SCYC1 (XCL1) 


Hs.3195 


CD126 


Hs 193400 


HLA-DR 


Hs.3 18720 




Hs.1880 


Topo I (TOPI) 


Hs.317 


CD98 


Hs 184601 

Hoi 1 O^VIU 1 


SCYA2 (MCP1) 


Hs.303649 




Hs. 184542 


HuRNPD 


Hs.303627 


MHC class I region ORF 


Hs.1845 


Human C mu gene for IgM heavy chain 
exons CHI -4, secretory 


Hs.302063 


CDwll6a 


uj, 1 OZJ / o 


PI 


Hs.297681 


HLA-DRB5 


ni>. lo i joo 


immunoglobulin lambda joining 3 


Hs.289110 


major histocompatibility complex, class I, A 


Hs.181244 


major histocompatibility complex, class II, 
DO alpha 2 


Hs.289095 


elongation factor 1 -aloha fclnne PPF4^ 


T4o 1 31 1 
JlS.Ioi lOO . 


HSPCA 


Hs.289088 


CDU9 


rlS.ioUoOO 


interleukin 22 


Hs.287369 




US. J oUolK* 


ribosomal protein L4 


Hs.286 




HsA80532 


IgM 


Hs.285823 


POLB 


no. iou lUf 


EST 


Hs.283267 


CDld 


u c 1700 


TREM1 


Hs.283022 


CD87 


Hs.179657 




Hs.279930 


minichromosome maintenance deficient (S. 
cerevisiae) 3 


Hs.179565 






LIFR 


Hs.2798 


RAD23B (HR23B) 


no. I / ODDO 


C4B 


Hs.278625 




Hs. 178391 


EST 


Hs.276907 




XlS.l / / /ol 


CDw52 
CD16b 


Hs.276770 
Hs.274467 


ADPRT 


Hs. 177766 


heat shock 70kD protein IB 


Hs.274402 


IFNGR2 
CD16a 


rlS.l / Ijjy 
JriS.l /OOOJ 


Thl 


Hs.273385 


CD4 


Hs.17483 


MIP-5/HCC-2 


Hs.272493 


SCYC2 (XCL2) 


Hs.174228 


TBX21 


Hs.272409 


CD115 


Hs.174142 


Homo sapiens mRNA; cDNA 
DKFZp43402417 (from clone 
DKFZp43402417); partial cds 


Hs.272307 


CDlla 


Hs.174103 


Human DNA sequence from clone RP1- 
108C2 on chromosome 6p 12. 1-2 1.1. 
Contains the MCM3 gene for 
minichromosome maintenance deficient (S. 
cerevisiae) 3 (DNA replication licensing 
factor, DNA polymerase alpha holoenzyme- 
associated protein PI, RLF beta subunit), a 
CACT (carnitine/acylcarnitine translocase) 
pseudogene, part of the gene for a 
PUTATIVE novel protein similar to IL17 
(interleukin 17 (cytotoxic T-lymphocyte- 
associated serine esterase 8)) (cytotoxic T 
lymphocyte-associated antigen 8, CTLA8), 
ESTs, STSs, GSSs and a putative CpG 
island 


Hs.272295 


EL-lORb 


Hs. 173936 
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CD49b 


Hs.271986 


MCP-2 


Hs.271387 


CD49c 


Hs.265829 


NBS1 


Hs.25812 


CD 1 20b = TNFRSF 1 B 


Hs.256278 


CDw75 


Hs.2554 


CD82 


Hs.25409 


MCP-3 


Hs.251526 


xanthine oxidase 


Hs.250 


Human Ig rearranged lambda-chain mRNA, 
subgroup VL3, V-J region, partial cds 


Hs.247947 


Eotaxin-2/MPIF-2 


Hs.247838 


CTLA-4 


Hs.247824 


immunoglobulin kappa variable 1-9 


Hs.247792 


CD68 


Hs.246381 


OSMR 


Hs.238648 


CDwl27 


Hs.237868 


transcription factor 8 (represses interleukin 
2 expression) 


Hs.232068 


CD8b 


Hs.2299 


EST 


Hs.229374 


TRF4-1 


Hs.225951 


CD3g 


Hs.2259 


C2 


Hs.2253 




Hs.l 16834 




Hs.l 17741 


Human MHC Class I region proline rich 
protein mRNA, complete cds 


Hs.l 18354 


ESTs, Weakly similar to FCE2 MOUSE 
LOW AFFINITY IMMUNOGLOBULIN 
EPSILON FC RECEPTOR rM.musculusl 


Hs.l 18392 


MKK6 


Hs.l 18825 




Hs.l 18895 


H.sapiens mRNA for ITBA4 gene. 


Hs.119018 




Hs.l 19057 


TNFRSF 10c - 


Hs. 11-9684 




Hs.l 2064 




Hs. 120907 


acid phosphatase 5, tartrate resistant 


Hs.1211 




Hs.121297 



MSCF 


Hs.l 73 894 


TDG 


Hs. 173824 


RAC1 


Hs.1 73737 


integrin cytoplasmic domain-associated 


Hs.l 73274 


protein 1 




IL2R 


Hs.l 724 


IL-la 


Hs.l 722 




Hs. 171872 




Hs.171118 


EST 


Hs.171009 


EST 


Hs. 170934 


EST 


Hs.l 70587 


IL-9R 


Hs.l 702 


CD45 


Hs. 170121 


TGF-a 


Hs. 170009 


CD44 


Hs.l 696 10 


Fyn 


Hs. 169370 


MPIF-1 


Hs.169191 


ICAM-1 


Hs. 168383 


DL-15 


Hs.168132 


STAT5A 


Hs. 167503 


ESTs 


Hs. 167208 


ESTs 


Hs.l 65693 




Hs.l 35750 


DINB1 (POLK) 


Hs. 135756 


Human DNA sequence from clone RP1- i 


Hs.136141 


238023 on chromosome 6. Contains part of 




the gene for a novel protein similar to PIGR 




(polymeric immunoglobulin receptor), part 




of the gene for a novel protein similar to rat 




SAC (soluble adenvlvl cvclase^ ESTs 




STSsanHOSS 






Hs.l 36254 




Hs.l 3646 




Hs.136537 


Histone HI (F3) 


Hs. 136857 


MGMT 


Hs.1384 




Hs.138563 


IgG 


Hs.l 40 




Hs.140478 




Hs.l 4070 




Hs. 14 1153 
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Human immunoglobulin (mAb59) light 
chain V region mRNA, partial sequence 


Hs.121508 




ris. i*K?i04 


IL12Rbl 


Hs.121544 


ESTs, Moderately similar to 
I1BC_HUMAN INTERLEUKIN- 1 BETA 
CONVERTASE PRECURSOR fH.saoiensl 


Hs. 1448 14 






Human MHC class II DO-alpha mRNA, 
partial cds 


Hs.123041 


CHK2 (Rad53) 




Histone H4 (H4F2) 


Hs. 123053 


EST 


IIS. mojy 1 


TSHR 


Hs. 123078 
Hs. 123445 




TT_ 1 A f\ A t\ 

Hs. 147040 


regulatory factor X, 1 (influences HLA class 
II expression) 


;Hs.l23638 


CD42b 


Hs.1472 
Hs. 149235 


CD13 


Hs.1239 


AICD 


Hs.149342 


IL-15R 


Hs.12503 


Homo sapiens putative tumor suppressor 
protein H01 ¥6) mRNA mmr»w*» 


Hs. 149443 


RAD51L3 (RAD51D) 


Hs. 125244 


CD49e 


Hs. 149609 


CDw90 
LYPLA1 


Hs. 125359 
Hs. 12540 


heparan sulfate proteoglycan (HSPG) core 
protein 


Hs.3501 


ESTs, Weakly similar to AF201951 1 high 
affinity immunoglobulin epsilon receptor 
beta subunit rH.sapiens] 


Hs. 126580 


CD 107a 

ESTs, Weakly similar to 157587 MHC HLA 
SX-ak>ha TH sanien<;l 


Hs.150101 
Hs.150175 








Hs.127128 


ALK2 


Hs. 150402 


C5 


Hs. 127444 
Hs.1281 


WRN 


Hs.150477 


C8G 


Hs.1285 


EST 
XRCC4 


Hs.150708 
Hs.1 50930 


RAD54B 


Hs. 128501 


IFN-a 


Hs.1510 




Hs. 129020 
Hs.129268 


MAPK 


Hs.151051 
Hs. 15200 


XRCC2 


Hs.129332 
Hs. 129727 


Unmunoclobulin mil hinrlina nrntf»rn O 

4-1BBL 


Hs. 1521 
Hs.1524 


potassium voltage-gated channel, Shaw- J 
related subfamily, member 3 fKCNC3^ 


Hs.129738 




Hs.152818 


interleukin 17 receptor 


Hfs.129751 


HUS1 


Hs. 152983 


CD134 j 


^Js. 129780 . 


SWAP70 




TNFRSFlOd | 


Hs. 129844 


DGM-3 (C. elegans) homolog Z ] 


•is. 153299 


POLL "] 


Hs.129903 


1 


is.153551 


GADD153=growth arrest and DNA-damage I 
inducible gene / fus-chop fusion protein 


Is.129913 


I 


is. 15370 
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solute carrier family 5 (neutral amino acid 


Hs.130101 




SMAD6 


Hs. 153863 


transporters, system A), member 4 










Hs. 130232 




APEXL2 


Hs.154149 




Hs.13034 






Hs.l 54 198 


CD30L 


Hs.1313 






Hs 154366 


SCYA26 (CCL26) 


Hs.131342 




BCL6 


Hs 155024 


CD30 


Hs.1314 






H<? 1 S S 1 SO 




Hs.131885 






ilj, J. .J JtUA 




Hs. 13 1887 




RAIDD 


Hs. 155566 




Hs. 13256 




POLH 


Hs. 155573 


ESTs 


Hs. 132775 






Xlo. 1JJ07 


Homo sapiens (clone 3.8-1) MHC class I 


Hs.132807 




Homo sapiens mRNA for KIAA0695 
protein, complete cds. 




mRNA fragment 








Hs. 13288 




SNM1 (PS02) 


Hs 1560 




Hs. 132943 




Topo2A 


Hs 156346 


EST 


Hs.133261 




ESTs, Hiehlv similar to MHC class II 
antigen [H.sapiens] 


J.JO. IJUO Jl 1 




Hs.133388 




Histamine HI receptor 


I J j. 1J / U | 


EST 


Hs. 133393 






H<; 1 S711R 


EST 


Hs.133930 








ESTs 


Hs.133947 




EST 


Hs. 157279 


ESTs 


Hs. 133949 




EST 


rid. u /zou 


EST 


Hs. 1340 17 




EST 


XlD. 1J / J I/O 


EST 


Hs. 1340 18 




EST 




EST 


Hs.134590 




EST 


Hs. 1573 10 




Hs.135135 




EST 


H<; 1 S7^ 1 1 

lis. 1 J / J 1 1 


immunoglobulin superfamily, member 6 


Hs. 135 194 




ESTs 


1S7344 




Hs. 135570 




ret flneer Drotein-like 2 


fJe TS7/197 


Homo sapiens arrestin, beta 2 (ARRB2) 
mRNA. 


Hs.18142 






714QS6 
no.^ l t7JU 


myeloperoxidase 


Hs.1817 




WASP 


Hs.2157 


APO-1 


Hs.182359 




CD88 


Hs.2161 


TRAP1 


Hs.182366 






Hs.21618 




Hs.182594 




ring finger protein 5 


Hq 216^54 


TNFRSF16 


Hs.1827 




class H cytokine receptor ZCYTOR7 


Hs 21814 




Hs. 1828 17 






Hs 219149 


regulatory factor X, 4 (influences HLA class 


Hs.183009 




cyclophilin-related protein j 


Hs.219153 


II expression) 






Homo sapiens killer cell lectin-like receptor 
Fl (KLRF1), mRNA. 


Hs. 183 125 




Homo sapiens mannosyl (alpha- 1,6-)- 
glycoprotein beta-l,2-N- 
acetylglucosaminyltransferase (MGAT2) 
mRNA. 


Hs 2 1 9479 




Hs.l 83 171 




perforin 


Hs_.2200 


EST ~ *" 


Hs.183386 






Hs.220154 




Hs.l 83656 




ESTs, Weakly similar to FCE2 MOUSE 
LOW AFFINITY IMMUNOGLOBULIN 
EPSDLON FC RECEPTOR fM.musculusl 


Hs.220649 




Hs. 18368 






Hs.220868 
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advanced glycosylate end product-specific 

receptor 

CDK7 - " 



ICCR4 



EST, Weakly similar to A27307 proline- 
Irich phosphoprotein fRsapiensl 



[EST 



EST, Weakly similar to B39066 proline- 
[rich protein 15 - rat fR.norvegicus] 
EST, Weakly similar to salivary proline-rich 
protein fUnorveqicus] 



EST 



Hs.l 84 



Hs. 184298 



Hs. 184376 



HsJ84926 
Hs. 185463 



Hs. 185498 



Hs. 186243 



Hs. 186265 



Hs.l 87200 



immunoglobulin superfamily, member 1 



ESTs 



EST 



EST 



EST 

[est 



[Hs.l 88048 



IHs. 188075 



\EST 



lHs.188194 



|Hs. 188300 



[Hs.l 90251 



EST 
MAPK8 



|Hs. 19056 



|Hs. 190831 



Hs, 19091 3 



[EST 



|Hs. 190921 



EST, Weakly similar to S39206 |Hs. 190924 

hypothetical protein 1 - rata [R.norvegicus] 



EST, Moderately similar to SMOJfUMAN 
SMOOTHENED HOMOLOG 
'PRECURSOR fH.sapiens] 



Hs.220960 



Hs.22111 



Hs.221539 



Hs.221694 



Hs.222921 



Hs.222942 



Hs.223520 



Hs.223935 



Hs.224178 



telk 



EST 
EST 



EST 



CPN1 
1MMP7 



MMP10 
CCR9 



GTF2H2 



IHs.191356 



jHs.191367 



ESTs, Weakly similar to immunoglobulin 
superfamily me mber fD.melano gasterl 
XPA " ~ — 1 



[Hs. 191914 



] Hs. 192078 



Hs. 192803 



toll-like receptor 6 (TLR61 



XPR1 



CD49f 



EST 



CD89 



lHs.193122 



IpFFRY 



K:D35 



lHs.193145 



REV7 (MAD2L2^ 



\HsA93716 



|Hs. 19400 



IHs. 194082 



IBRCA1 



|Hs.l94llQ 



Hs.194143 



I ESTs, Moderately similar to MHC Class 1 (Hs. 194249 
(region proline rich protein — — 



Lsapiens] 



Topo3B 



IHs. 194534 



Hs. 194685 



EST, Highly similar to 1409218A elastase 

fH.sapiens] 

EST : " 



[EST, Moderately similar to 
R37A_HUMAN 60S R1BOSOMAL 
PROTEIN L37AD IH.saoiens] 



EST 
EST 



Hs.2243 



Hs.224344 



Hs.224408 



Hs.224409 



Hs.2246 



Hs.2256 



Hs.2258 



Hs.225946 



Hs.227105 



Hs.227656] 



Hs.227730 



Hs.22790 



Hs.228337 



Hs.228525 



Hs.228528 



Hs.228874 



Hs.228891 



EST 
EST 



_ Hs.228926 



EST 



EST, Weakly similar to ALU INHUMAN 
ALU SUBFAMILY J SEQUENCE 
CONTAMINATION WARNING 
ENTRY D [Rsa^ ensj 



EST, Moderately similar to AAD18086 
BAT2 fH.sapiens] 



EST 



EST, Highly similar to 14092 18A elastase 
FH.sapiens] 



Hs.229071 



Hs.2294Q5 



Hs.229494 



Hs.229560 



Hs.229901 



Hs.229902 



Hs.230053 
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Human DNA sequence from clone 1 170K4 
on chromosome 22ql2.2-13.1. Contains 
three novel genes, one of which codes for a 
Trypsin family protein with class A LDL 
receptor domains, and the IL2RB gene for 
Interleukin 2 Receptor, Beta (IL-2 Receptor, 
CD 122 antigen). Contains a putative CpG 
island, ESTs, and GSSs 


Hs. 194750 


major histocompatibility complex, class II, 
DP alpha 2 (pseudogene) 


Hs. 194764 


Human DNA seauence from clone RP1 1- 
367 J7 on chromosome 1 Contains fnart oft 
two or more Penes for novel 

lilUIlUilUg,lUULULll UUIllaulJ> CUIllalllLIig 
piUlCLQb, a OWIN l^J.N/\ UUlUlIlg piOlCJul 

V,ov^in j pseuaogene, a voirage-aepenuenx 
anion channel 1 (VDAC1) (plasmalemmal 
porinj pseuaogene, to is, o 1 os ana Uoos 


Hs 194976 




Hs 195447 


PDGF-B 


Hs.1976 


CXCR3 


Hs. 198252 




Hs.l 98694 




Hs 198738 

x x.*j» i y u § \j 


MAR/SAR DNA binding protein (SATB1) 


Hs.l 98822 


CHUK 


Hs 198998 


hemochromatosis 


Hs 20019 


T-cell receptor active beta-chain 


Hs.2003 


APO-1 


Hs.2007, 


RXRA 


Hs.20084 


EST 


Hs 200876 




Hs.201194 


TCRd 


Hs.2014 


ESTs, Highly similar to TNF-alpha 
converting enzyme [H.sapiens] 


Hs.202407 




Hs.202608 


Integrinbl =CD29 


Hs.202661 


thrombomodulin 


Hs.2030 j 




Hs.203064 




Hs.203184 • 




Hs.203584 


EST 


Hs.204477 



RAD51 


Hs.23044 


EST, Moderately similar to A54746 adhalin 
precursor - human □ (Tl.sapiensl 


Hs.230485 


EST 


Hs 930691 


EST 


Hs 230775 


EST 


Hs 230805 


EST 


Hs 230848 


EST 


Hs 230862 


EST 


Hs 230874 


EST 


Hs.230931 


EST 


Hs 231031 

X lO.^-J 1UJ 1 


EST 


Hs 931961 


EST 


Hs 931284 


EST 


Hs.231285 


EST 


Hs 231292 


EST Weakh/ similar to mitative 

X-/LJ X. 5 »T VUJ\1 Y OXXXXXlUX WJ UULUll ¥ W 

mitochondrial outer membrane nrotein 

lllILWllvllUI J(U UUlvl IH^IIUJI HI IV L/l \J will 

iinpui 1 1 cvcpuji \ Jx.oapiciio | 


Hs 231512 


Homo sapiens mRNA for KIAA0529 
Drotein nartial cds 


Hs.23168 


EST 




EST 


Hs.235826 


TREX1 (Dnase III) 


Hs.23595 


EST 


Hs.237126 




Hs.23860 


RAD9 


Hs.240457 


l-acylglycerol-3-phosphate 0- 
acyltransferase 1 (lysophosphatidic acid 
acyltransferase, alpha) 


Hs.240534 




EST 


Hs.240635 


EST, Weakly similar to ALUSJrlUMAN 
ALU SUBFAMILY SX SEQUENCE 
CONTAMINATION WARNING 
ENTRY □ fH.samensl i 


Hs.241136 
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EST 


Hs.204480 


EST, Weakly similar to CAB HUMAN 
COLLAGEN ALPHA l(III) CHAIN 
PRECURSORD rH.sapiens] 


Hs.204483 


ESTs 


Hs.204588 


EST, Weakly similar to salivary proline-ricl 
protein 1 [H.sapiens] 


l Hs.204598 


EST 


Hs.204610 


ESTs 


Hs.204703 


ESTs 


Hs.204751 


EST 


Hs.204760 


EST 


Hs.204771 


ESTs 


Hs.204873 


ESTs 


Hs.204932 


EST 


Hs.204954 


EST 


Hs.205158 


ESTs 


Hs.205159 


ESTs 


Hs.205327 


CD39 


Hs.205353 


ESTs 


Hs.205435 


EST 


Hs.205438 


EST, Highly similar to elastic titin 
[H.sapiens] 


Hs.205452 


EST 


Hs.205456 


MRE11A 


Hs.20555 


HLA class II region expressed gene KE2 


Hs.205736 


EST 


Hs.205788 


ESTs 


Hs.205789 


EST 


Hs.205803 


EST 


Hs.205815 


lESTs 


Hs.206160 




Hs.206654 


EST 


Hs.207060 


EST j 


Hk.207062 


EST j 


-Is.207063 


EST j 


3s.207473 


ESTs j 


Is.20?474 



sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 
3A 



TNFSF15 



interleukin 1 receptor accessory protein-like 



Hs.241382 



Hs.241385 



RANTES 



POLQ 



TNF-a 

Homo sapiens genes encoding RNCC 
protein, DDAH protein, Ly6-C protein, Ly6- 
D protein and immunoglobulin receptor 



megakaryocyte-enhanced gene transcript 1 
protein 



EST, Moderately similar to 14092 18A 
elastase IHsapiens] 



EST 



EST 



EST 



ADPRT2 



Hs.241392 



Hs.2414 



Hs.241517 



Hs.241570 



Hs.241586 



Hs.241587 



Hs.241981 



Hs.241982 



Hs.241983 



Hs.242605 



EST 



EST 



ESTs 



SCYB14 



EST 



EST 



Hs.24284 



Hs.243284 



Hs.243286 



Hs.243288 



Hs.24395 



Hs.244046 



Hs.244048 



EST 



EST 



RFXAP 



STAT5B 



EST 



EST 



CDwl08 



ESTs 



dimethyiarginine dimethylaminohydrolase 2 



Homo sapiens clone mcg53-54 
immunoglobulin lambda light chain variable 
region 4a mRNA, partial cds 



Homo sapiens ELK1 pseudogene (ELK2) 
and immunoglobulin heavy chain gamma 
pseudogene flGHGP) 



unmunoglobulin kappa variable 1/OR2-108 



butyrophilin-like 2 (MHC class II 
_associated) 



Hs.244049 



Hs.244050 



Hs.24422 



Hs.24435 



Hs.244613 



Hs.244666 



Hs.245586 



Hs.24640 



Hs.246796 



Hs.24772I 



Hs.247775 



Hs.247804 



Hs.247808 
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ESTs 


Hs.207971 


EST 


Hs.207993 


EST 


Hs.208153 


EST, Weakly similar to S10889 proline-rich 
protein - humanD [H.sapiens] 


Hs.208667 


ESTs 


Hs.209142 


EST 


Hs.209261 


ESTs 


Hs.209306 




Hs.209362 


EST, Weakly similar to.FCEB MOUSE 
HIGH AFFINITY IMMUNOGLOBULIN 
EPSILON RECEPTOR BETA-SUBUNIT 
IMmusculus] 


Hs.209540 


EST 


Hs.209913 


EST 


Hs.209989 


EST 


Hs.210049 


EST, Moderately similar to probable 
sodium potassium ATPase gamma chain 
TH.sapiensl 


Hs.210276 


EST, Weakly similar to N-WASP 
[H.sapiensl 


Hs.210306 


EST 


Hs.2 10307 


EST : 


Hs.2 10385 


interleukin21 receptor 


Hs.2 10546 


EST 


Hs.210727 



Homo sapiens genes encoding RNCC 
protein, DDAH protein, Ly6-C protein, Ly6- 
D protein and immunoglobulin receptor 


Hs.247879 


Histamine H2 receptor 


Hs.247885 


Human anti-streptococcal/anti-myosin 
immunoglobulin lambda light chain variable 
region mRNA, partial cds 


Hs.247898 


Homo sapiens isolate donor Z clone Z55K 
immunoglobulin kappa light chain variable 
region mRNA, partial cds 


Hs.247907 


Homo sapiens isolate donor D clone D103L 
immunoglobulin lambda light chain- variable 
region mRNA, partial cds 


Hs.247908 


Homo sapiens isolate 459 immunoglobulin 
lambda light chain variable region (IGL) 
gene, partial cds 


Hs.247909 


Homo sapiens isolate donor N clone N88K 
immunoglobulin kappa light chain variable 
region mRNA, partial cds 


Hs.247910 


Homo sapiens isolate donor N clone N8K 
immunoglobulin kappa light chain variable 
region mRNA, partial cds 


Hs.247911 


Human Ig rearranged mu-chain V-region 
gene, subgroup VH-III, exon 1 and 2 


Hs.247923 


Epsilon , IgE=membrane-bound IgE, 
epsilon m/s isoform {alternative splicing} 
[human, mRNA Partial, 216 ntl 


Hs.247930 


Hsapiens (TL1) mRNA for IG lambda light 
chain 


Hs.247949 


H.sapiens mRNA for Ig light chain, variable 
region (ID:CLL001VL) 


Hs.247950 


Human interleukin 2 gene, clone pATtacIL- 
2C/2TT, complete cds, clone pATtacIL- 
2C/2TT 


Hs.247956 


pre-B lymphocyte gene 1 


Hs.247979 


Human immunoglobulin heavy chain 
variable region (V4-31) gene, partial cds 


Hs.247987 


Human immunoglobulin heavy chain 
variable region (V4-30.2) gene, partial cds 


Hs.247989 


Human DNA sequence from phage LAW2 
from a contig from the tip of the short arm 
of chromosome .16, spanning 2Mb of 
16pl3.3 Contains Interleukin 9 receptor 
pseudoeene 


Hs.247991 


Homo sapiens HL A class III region 
containing NOTCH4 gene, partial sequence, 
homeobox PBX2 (HPBX) gene, receptor . 
for advanced glycosylation end products 
(RAGE) gene, complete cds, and 6 
unidentified cds 


Hs.247993 
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Hs.2 11266 




[Homo sapiens immunoglobulin lambda 
gene locus DNA, clone:61D6 


|Hs.248010 


ISMAD3 


Hs.21157 


3 


immunoglobulin lambda variable 9-49 


Hs.248011 


uvinv^ ciass l poiypeptide-related sequence 


Hs.2 11580 




immunoglobulin lambda variable 4-3 


Hs.248012 


jESTs, Weakly similar to CA1B MOUSE 
COLLAGEN ALPHA 1 (XI) CHAIN 
irKbCUKSORU FM.musculus] 


Hs.2 11744 




Hsapiens mRNA for IgG lambda light 
chain V- J-C region (clone TgH 1 ) 


Hs.248030 


sema domain, immunoglobulin domain (Ig) 
short basic domain, secreted, (semaphorin) 
|_3E 


. Hs.2 124 14 




Human immunoglobulin (mAb56) light 
chain V region mRNA, partial sequence 


Hs.248043 


I ilNrKor lo 


HS.21268C 


I 

1 


Homo sapiens lymphocyte-predominant 
Hodgkin's disease case #4 immunoglobulin 
heavy chain gene, variable region, partial 
cds 


Hs.248077 j 


Homo sapiens general transcription factor 2 
Ipseudogene 1 (GTF2IP1) mRNA. 


-Hs.212939 


IHomo sapiens lymphocyte-predominant 
Hodgkin's disease case #7 immunoglobulin 
heavy chain gene, variable region, partial 
|cds 


Hs.248078 




Hs.21320 
Hs.213226 


[Homo sapiens clone ASMnegl -b3 
immunoglobulin lambda chain VJ region, 
(IGL) mRNA, partial cds 

|OSM 


Hs.248083 
Hs.248156 


pSTs 
ESTs 

ESTs 


Hs.279090 
Hs.279091 

Hs.279092 


Homo sapiens clone 24659 mRNA 
(sequence . 

[est 


Hs.29128 j 
Hs.29206 


EST 
ESTs 

ESTs 


Hs 27909^ 
Hs.279094 

Hs.279095 


EST 

IEST, Moderately similar to Ewina sarmmsi 
breakpoint region 1, isoformEWS 
IfH.saDiens] 


Hs.292235 
Hs.292450 I 
Hs.292455 ] 


ESTs, Weakly similar to AF279265 1 
putative anion transporter 1 rRsapiens] 
[ESTs 
EST 


Hs.279096 

Hs.279097 
Re 27909R 


EST 
ESTs 

EST 


Hs.292461 
Hs.292501 

Hs.292516 


ESTs 

ESTs ~ j 

ESTs j 
ESTs " ; 
ESTs ] 
ESTs ; 


Hs.279099 
Hs.279100 

-Is.279101 
ls.279102 
■Is 279103 

Is.279104 


[EST 

EST j 
EST, Moderately similar to RL13 HUMAN 3 
60S RIBOSOMAL PROTEIN L13 
fH.sam'ens] 

EST " j 
EST, Weakly similar to ORFII rRsanipmi t 
[EST j 


Hs.292517 
«s.292520 
^3.292540 

is.292545 
Is.292704 
Is.292761 


ESTs j 
lESTs } 
EST " * 
ESTs l 

EST h 


Is.279105 
Is.279106 
Is.279107 
Is.279108 

[s.279109~ 


ESTs "j 
(ESTs " "J 
ESTs f 
ESTs I 
pSTs, Moderately similar to 0501254A I 
protein Tro alphal H,myeloma [H.sapiens] 


Is.292803 
Is.293183 
Is.293280 
rs.293281 1 
rs.293441 


ESTs H 


[s.279110 


MMP13 H 
jmajor histocompatibility complex, class II, H 
|DRbeta4 


S.2936 

1,293934 ] 
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ESTs 


Hs.27911-1 




Human MHC class III serum complement 
factor B, mRNA 


Hs.294163 


ESTs 


Hs.279112 




EST 


Hs.294315 


EST 


Hs.279113 


EST 


Hs.294316 


ESTs 


Hs.279114 


EST, Highly similar to Y196JHUMAN 
HYPOTHETICAL PROTEIN KIAA0196D 
[H.sapiens] 


Hs.295582 


ESTs 


Hs.279115 


EST 


Hs 295583 


ESTs 


Hs.279116 


EST, Highly similar to ZN07 HUMAN 
ZINC FINGER PROTEIN 7 rH.sapiensl 


Hs.295584 


ESTs 


Hs.279117 


EST 


Hs 295585 


ESTs 


Hs.279118 


EST 


Hs 295586 


ESTs 


Hs.279119 


EST, Moderately similar to angiotensin 
converting enzyme TH.sapiensl 


Hs 295595 


ESTs 


Hs.279120 


EST 


Hs.295621 


ESTs 


Hs.279121 


EST 




ESTs 


Hs.279122 


EST, Moderately similar to RL13 HUMAN 
60S RIBOSOMAL PROTEIN L13 
["H.sapiensl 


Hs 295629 


ESTs 


Hs.279123 


EST 




ESTs 


Hs.279124 


EST 


Hs.296064 


ESTs 


Hs.279125 


EST, Moderately similar to IDS HUMAN. 
IDURONATE 2-SULFATASE 
PRECURSORS FH saoiensl 


Hs 296070 


ESTs 


Hs.279126 


EST 


Hs.296073 


ESTs 


Hs.279127 


interleukin enhancer binding factor 1 


Hs 29628 1 


EST 


Hs.279128 


similar to rat integral membrane 
glycoprotein POM121 


Hs 296429 


ESTs, Weakly similar to aconitase 
[H.sapiensl 


Hs.279129 


Human histocompatibility antigen mrna 
clone phla-1 


Hs.296476 


ESTs 


Hs.279130 


immunoglobulin lambda-like polypeptide 3 


Hs.296552 


ESTs 


Hs.279131 


RFXANK 


Hs 296776 


ESTs 


Hs.279132 




Hs.29826 


ESTs 


Hs.279133 




Hs.29871 


ESTs, Weakly similar to PYRG HUMAN 
CTP SYNTHASE TH.sapiensl : 


Hs279134 


MEKK1 


Hs 298727 


ESTs, Weakly similar to RIR1HUMAN 
RIBONUCLEOSIDE-DIPHOSPHATE 
REDUCTASE Ml CHAIN fH.saoiensl 


Hs.279135 




Hs.30029 


ESTs 


Hs.279136 


CD3e 


Hs.3003 


ESTs 


Hs.279137 


ESTs, Weakly similar to CA13JKUMAN 
COLLAGEN ALPHA 1 (III) CHAIN 
PRECURSOR TH.sapiensl 


Hs.300697 


ESTs 


Hs.279138 


Homo sapiens clone BCSynL38 
immunoglobulin lambda light chain variable 
region iriRNA, partial cds 


Hs.300865 


ESTs 


Hs.279139 


FCGR3A 


Hs.300983 


ESTs 


Hs.279140 


Homo sapiens DP47 gene for 
immunoglobulin heavy chain, partial cds 


Hs.301365 


ESTs 


Hs.279141 


PMS2L9 


Hs.301862 
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EST 



ESTs 



ESTs 



ESTs 



ESTs 



EST 



ESTs 



ESTs 



ESTs 



ESTs, Weakly similar to PUR2 JHUMAN 
TRTFUNCTI ON AL PURINE 
BIOSYNTHETIC PROTEIN ADENOSINE 
3 fH.sapiens] 



ESTs 



ESTs 



ESTs 



Hs.279142 



Hs.279143 



Hs.279144 



Hs.279145 



Hs.279146 



Hs.279147 



Hs.279148 



Hs.279149 



Hs.279150 



Hs.279151 



Hs.2791 52 



Hs.279153 



ESTs 



ESTs 



ESTs 



ESTs 



ESTs 



ESTs 



ESTs, Weakly similar to IDHA_HUMAN 
ISOCITRATE DEHYDROGENASE 
U.sapiens] 



ESTs 



ESTs 



ESTs 



ESTs 



ESTs 



EST 



ESTs 



ESTs 



EST 



ESTs 



_ESTs 
CD86 



CGI-81 protein 
ESTs 



ESTs 



ESTs, Weakly similar to IRE INHUMAN 
IRON-RESPONSIVE ELEMENT 
BINDING PRO TEIN 1 [Rsap jens] 



ESTs 
(ESTs 



Hs.2791 54 



Hs.279155 



Hs.279156 



Hs.2791 57 



Hs.2791 58 



Hs.2791 59 



Hs.279160 



Hs.279161 



Hs.279162 



Hs.279163 



Hs.279164 



Hs.2791 65 



Hs.2791 66 



Hs.2791 67 



Hs.279168 



Hs.2791 69 



Hs.2791 70 



Hs.2791 71 



Hs.2791 72 



Hs.2791 74 



Hs.2791 75 



Hs.27954 



Hs.27958 3 



Hs.279821 



Hs.279823 



Hs.279824 



Hs.279825 



CCR1 



FANCE 



interleukin21 



interleukin 17E 



Hs.301921 



Hs.302003 



Hs.302014 



Hs.302036 



EST 



EST 



MHC class II transactivatnr 



EST 



EST 



CD97 



RAR-beta2 



RECQL4 



XPC 



ERK2 



MSH6 

ribosomal protein L23-related 



PI3CG 



CSA (CKN1) 



sema domain, immunoglobulin domain (Ig) : 
short basic domain, secreted, (semaphorin) 
3F 



Hs.279826 



BRCA2 



MEK1 



STRL33 (CXCR6^ 



MBD4 



immunoglobulin (CD79A) binding protein 



CD7 



IFNA1 



PDGF-A 



immunoglobulin kappa variable 1 -n 
DMC1 



Homo sapiens suppressor of variegation 3- 
(Drosophila) homolog (S.UV39H) mRNA, 
and translated products. 



C8B 



MTH1 CNUDT1) 



Adrenomedullin 



CD66b 



RAD50 



Hs.30446 



Hs.30709 



Hs.30731 



Hs.3076 



Hs.30766 



Hs.30793 



Hs.30818 



Hs.3107 



Hs.31408 



Hs.31442 



Hs.320 



Hs.324473 



Hs.32456 



Hs.3248 



Hs.3254 



Hs.32942 



Hs.32967 



Hs.32981 



Hs.34012 



Hs.3446 



Hs.34526 



Hs.35947 



Hs.3631 



Hs.36972 



Hs.37026 



Hs.37040 



Hs.37089 



Hs.37181 



Hs.37892 



Hs.37936 



Hs.38069 



Hs.388 



Hs.394 



39441 



4L 
41587 
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MLH3 


Hs.279843 


TNFRSF14 


Hs.279899 


RPA4 


Hs.283018 


EST 


Hs.2831 65 


EST 


Hs.283166 


EST 


Hs.283167 


EST 


Hs.283168 


ESTs 


Hs.283169 


EST 


Hs.283245 


EST 


Hs.283247 


ESTs 


Hs.283248 


EST 


Hs.283249 


EST 


Hs.283250 


EST 


Hs.283251 


EST 


Hs.283252 


EST 


Hs.283253 


EST 


Hs.283254 


EST 


Hs.283255 


EST 


Hs.283256 


EST 


Hs.283257 


EST 


Hs.283258 


ESTs 


Hs.283259 


EST 


Hs.283261 


EST 


Hs.283262 


EST 


Hs.283263 


EST 


Hs.283264 


EST 


Hs.283266 


ESTs 


Hs.283268 


EST 


Hs.283269 


EST, Weakly similar to AF18901 1_1 


Hs.283270 


ribonuclease III fH.sapiensl 




EST 


Hs.283271 


EST 


Hs283272 


EST 


Hs.283274 


EST 


Hs.283275 


EST 


Hs.283276 


ESTs, Weakly similar to S32605 collagen 


Hs.283392 


alpha 3 (VI) chain - mouse fM.musculusl 




ESTs 


Hs.283433 


ESTs 


Hs.283434 


ESTs 


Hs.283438 


ESTs 


Hs.283442 


ESTs 


Hs.283443 


ESTs 


Hs.283456 


ESTs 


Hs.283457 


ESTs, Weakly similar to similar to collagen 


Hs.283458 


rc.elegans] 





CD94 


Hs.41682 


HLJ1 


Hs.41693 


ESM1 


Hs.41716 


MSH3 


Hs.42674 


cAMP responsive element binding protein- 
like 1 


Hs.42853 


IKBKG 


Hs.43505 


Homo sapiens suppressor of white apricot 
homolog 2 (SWAP2), mRNA. 


Hs.43543 


LEU2 


Hs.43628 


Homo sapiens immunoglobulin lambda 
gene locus DNA, clone:288A10 


Hs.43834 


SIRT2 


Hs.44017 




Hs.44087 


TREM2 


Hs.44234 


serine/threonine kinase 19 


Hs.444 




Hs.44512 




Hs.44628 




Hs.45063 


LTC4 synthase 


Hs.456 


FUT2 


Hs.46328 


CCR6 


Hs.46468 


POLM 


Hs.46964 


EXOl (HEX1) 


Hs.47504 


FEN1 (Dnase IV) 


Hs.4756 




Hs.4863 


golgin-165 


Hs.4953 




Hs.50102 


ATP-binding cassette, sub-family B 
(MDR/TAP), member 3 


Hs.502 




Hs.5057 


corneodesmosin 


Hs.507 


Histone H2 (H2AFP) 


Hs.51011 


CCNH 


Hs.514 


EST 


Hs.5146 


SMUG1 


Hs.5212 


ABH (ALKB) 


Hs.54418 


CCR5 


Hs.54443 


CD81 


Hs. 54457 j 


TNFSF13 


Hs.54673 


PRPS1 


Hs.56 




Hs.56156 




Hs.56265 


killer cell immunoglobulin-like receptor, 
three domains, long cytoplasmic tail, 2 


Hs.56328 


EST 


Hs.5656 




Hs.56845 


MLH1 


Hs.57301 


testis specific basic protein 


Hs.57692 
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fcSTs 



ESTs 



mSTs 



ESTs 



ESTs 



mSTs 



ESTs 



teSTs 



ESTs, Weakly similar to ORF YDL014w 
[fSxerevisiaej 



Hs.283459 



Hs.283460 



Hs.283462 



Hs.283463 



Hs.283496 



Hs.283497 



Hs.283499 



Hs.283500 



ESTs, Weakly similar to S09646 collagen 
alpha 2(VI) chain precursor, medium splice 
form - humanD rH.sap iens ] 
lESTs : 



CD42c 



[tenascin XA 



immunoglobulin kappa variable 1D-8 
protocadherin gamma subfamily A, 2 
(PCDHGA2) 



Homo sapiens mRNA; cDNA 
DKFZp762F0616 (from clone 

pKFZp762F0616) 

Homo sapiens clone bsmneg3-t7 
immunoglobulin lambda light chain VJ 
region, (IGL) mRNA. partial cds 
Homo sapiens transgenic-JHD mouse #2357 
immunoglobulin heavy chain variable 
region (IgG VH251) mRNA, partial cds 



Hs.283504 



Hs.283505 



Hs.283608 



Hs.283743 



Hs.2837 50 



ESTs 



Human 6Ckine 



EST 



Homo sapiens cell growth regulatory with 
ring finger domain (CGR19^ mRNA 
ERCC1 



Hs.57841 



Hs.57907 



Hs.5816 



Hs.59106 



Hs.59544 



Hs.283770 



Hs.283801 



Hs.283849 



Hs.283876 



Homo sapiens clone N97 immunoglobulin 
heavy chain variable region mRNA, partial 

cds 

Homo sapiens clone case06Hl - 
jimmunoglobulin heavy chain variable 
region gene T partial cds 



Homo sapiens HSPC077 mRNA, partial cds 


Hs.283929 


jnumo sapiens HSPC088 mRNA, partial cds 


Hs.283931 


Homo sapiens HSPC097 mRNA, partial cds 


Hs.283933 


Homo sapiens HSPC102 mRNA, partial cds 


Hs.283934 


Homo sapiens HSPC107 mRNA, partial cds 


Hs.283935 


CMKRL1 


Hs.28408 


FANCA 


Hs.284153 


Homo sapiens immunoglobulin mu chain 
antibody MO30 (IgM) mRNA, complete 
cds 


Hs.284277 



|gamma>glutamyltransferase 1 



Hs.283878 



Hs.283882 



Hs.283924 



Homo sapiens GPI transamidase mRNA, 
complete cds. 



Homo sapiens chloride intracellular channel 
3(CLIC3),mRNA. 



FANCF 



interleukin 1 receptor-like 1 



CD38 



RAD54L 



SCYA17(CCL17) 



IL-12 



-tEBSiH 



Human IL-12 p40 



LILRB4 



interleukin 5 receptor, alpha 



FUT1 



B-factor, properdin 



RAD1 



interleukin 19 



Hs.61558 



Hs.62187 



Hs.62699 



Hs.63913 



Hs.64746 



Hs.65328 



Hs.6544 



Hs.66 



Hs^66052 



Hs.6607 



Hs.66718 



Hs.66742 



Hs.673 



Hs.674 



Hs.67846 



s.68876 



Hs.6891 



Hs.69233 



Hs.69747 



Hs.69771 



Hs.70333 



Hs.71618 



Hs.7179 



71979 
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putative human HLA class II associated 
protein I 


Hs.285013 


interleukin 13 receptor, alpha 1 


Hs.285115 


CDwl31 


Hs.285401 


Homo sapiens VH2-D3.10-JH5b gene for 
immunoglobulin heavy chain variable 
region 


Hs.2 87403 


Homo sapiens cDNA: FLJ22546 fis, clone 
HSI00290 


Hs.287697 


Homo sapiens cDNA: FLJ23140 fis, clone 
LNG09065 


Hs.287728 


H.sapiens mRNA for HLA-C alpha chain 
(Cw*1701) 


Hs.287811 


Homo sapiens clone ASMnegl-bl 
immunoglobulin lambda chain VJ region, 
(IGL) mRNA, partial cds 


Hs.287815 


Homo sapiens clone CPRF1-T2 
immunoglobulin lambda chain VJ region, 
(IGL) mRNA, partial cds 


Hs.287816 


EST 


Hs.287817 


myelin protein zero-like 1 


Hs.287832 


immunoglobulin lambda-like polypeptide 1 


Hs.288168 


cathepsinB 


Hs.288181 


G18.2 protein 


Hs.288316 


ESTs 


Hs288403 


EST 


Hs.288431 


Homo sapiens partial IGVH2 gene for 
immunoglobulin heavy chain V region, case 
2, cell B 45 


Hs.288553 


polymeric immunoglobulin receptor 


Hs.288579 


Human immunoglobulin heavy chain 
variable region (V4-4) gene, partial cds 


Hs.288711 


Human immunoglobulin heavy chain 
variable region (V4-4b) gene, partial cds 


Hs.289036 




Hs.28921 


EST 


Hs.289577 


EST 


Hs.289836 


EST 


Hs.289878 


GSN 


Hs.290070 


EST, Weakly similar to unnamed protein 
product fRsapiens] 


Hs.290133 


EST 


Hs.290227 


ESTs 


Hs.290315 


EST 


Hs.290339 


EST 


Hs.290340 




Hs.29055 


EST 


Hs.291125 


EST 


Hs.291126 


CD91=LRP 


Hs.89137 



PCT/US01/47856 

, Database mining 



MEK2 


Hs.72241 


IL-7 


Hs.72927 


STAT2 


Hs.72988 


CD42d 


Hs. 73 734 


MIF 


Hs.73798 


ECP 


Hs.73839 


CPN2 


Hs 73858 

1 AO. / J OJ o 


MMP8 


Hs.73862 


HLA-G histocomnatibilitv antigen class T 
G 




TNFRSF9 


Hs.73895 


IL-4 


Hs.73917 


HLA-DQB1 


Hs.73931 


RAG1 


Hs.73958 


LAG-3 


Hs 74011 




Hs.7402 


CD163 


Hs 74076 


immunoglobulin superfamily, member 2 


Hs.74115 


CD158b 


Hs 74134 




Hs.7434 


TCRa 


Hs.74647 


human immunodeficiency virus type I 
enhancer-binding protein 2 


Hs.75063 


MLN50 


Hs 75080 

*AlJ« » ^VUV 


lysyi hydroxylase (PLOD) 


Hs.75093 


TAK1 


Hs.7510 


Homo sapiens transcription factor 6-like 1 
(mitochondrial transcription factor 1 -like) 
(TCF6Ll)mRNA. 


Hs 75133 


UBE2N(UBC13,BTG1) 


Hs.75355 




Hs.75450 


HSPA2 


Hs.75452 


CD151 


Hs.75564 


RELA 


Hs.75569 


CD122 


Hs.75596 


CD14 


Hs.75627 


nuclear factor erythroid 2 isoform f=basic 
leucine zipper protein {alternatively spliced 


Hs.75643 


CIQB 


Hs.8986 
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PCTYUS01/47856 



XPF(ERCC4) 


Hs.89296 


Carbonic anhydrase IV 


Hs.89485 


CETP 


Hs 89538 


RAD52 


Hs 89571 


GTF2H1 


Hs 8957fi 


Fc fragment of IgE, high affinity I, receptor 
for; alpha polypeptide 


Hs.897 


transcript ch 1 3 8 ' 


Hs.94881 




Hs.9578 


IL-9 


Hs.960 


NFATC1 


Hs.96149 


OGG1 


Hs.96398 




Hs.96499 


NFKBIB 


Hs.9731 


XAB2 (HCNP} 
CD40 


Hs.9822 
Hs652 



superkiJler viralicidic activity 2 (S. 
cerevisiae homolog)-Iike 


Hs.89864 


EST 


Hs.90165 


ho r 


Hs.90171 


GTF2H3 




protein tyrosine kinase related sequence 


Hs.90314 




Hs.90463 


SURF protein Interim ilrin oi «io *^,u..-;* 


Hs.98309 


XRCC1 


Hs.98493 


Homo sapiens mRNA for KIAA0543 
protein, partial cds. 


Hs.98507 


DIR1 protein 


Hs.9893 


XRCC3 


Hs.99134 
Hs.99742 


Elastasefleukocyte) 

JAK3 " j 


Hs.99863 
Hs.99877 
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Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



Example 


Offset on Acc 


Accession 






Number 




Clone 


Start 


End 


Number 


UniGene 


Signif 


Clones 


Genbank Description 


56D1 


1521 


1685 


D00022 


Hs.25 


1.00E-84 


1 


for F1 beta subunit, complete 


586E3 


1227 


1448 


NM 001686 


Hs.25 


1 OOF- ft 9 


1 


r\ 1 1 oyiunaou, n~ u J) ibpUi liny , miiocnonanai 


459F4 


1484 


2522 


NM n09ftt? 


Hs.35 


A 

u 


o 


piuiciii lyrosine pnubpndiasc, nun-rtsccpior i 


41A11 


885 


1128 


D12614 


Hs.36 


1.00E-125 


\ 


lumnhnt ovin f 1 MC_hot?i\ crtmnlotfl 
lyiMpillHUAlN \ 1 iNrHjCUa/, UUIIipiolo 


41G12 


442 


1149 


D10202 


Hs.46 


n 
u 


1 

1 


iur piaiciei-aciivauny Tacior receptor, 


98E12 


1928 


2652 




Hs.62 


o 


-J 


piuicni iyro5in6 pnuspnaiass, nun-receptor i 


170E1 


473 


1071 


U 13044 


Hs.78 




1 

1 


nuueat respiratory idoiur-z: suuumi aipna m r\i\/A, com 


40C6 


939 


1357 


D11086 


Hs.84 


0 


1 


mterteukin 2 receptor gamma chain 


521 F9 




11 7fi 


NMJ)00206 


Hs.84 


0 


8 


interleukin 2 receptor, gamma (severe combined 


RflA1 1 
DUM1 1 


989 


1 033 


Luouoy 


Hs.94 


0 


o 


heat shock protein, E. coll DnaJ homologue complete 
cd 


520B9 


545 


1438 


NM 001539 


Hs.94 


o 


3 


heat shork nrntpin DNAJ-likp P I HS V?\ mRNA / 


460H9 


626 


1104 


NM_021127 


Hs.96 


o 


1 


phorbol-1 2-myristate-1 3-acetate-lnduced p 


127G12 


651 


1223 


NM_004906 


Hs.119 


o 


2 


Wilms' tumour 1 -associating protein (KIAA0105 


586A7 


438 


808 


NM 000971 


Hs.153 


o 


3 


ribosomal Drotetn L7 fRPL7> mRNA /cds=M0 756 


99H12 


2447 


4044 


NM_002600 


Hs.188 


o 


2 


phosphodiesterase 4B, cAMP-specific (dunce ( 


464D4 


2317 


2910 


NM 002344 


Hs.210 


o 


1 




464B3 


10 


385 


NM nfWSl 1 ? 




1 nnF-1 f,a 


1 
i 


rieuro^uiicoiugicai veriirai anngen i ^imuvmi/, 


40A12 




t IOO 


i_ i ioyo 




n 


i 
i 


acuvin receptor-MKe Kinase ^/\li\-o; niKNA, complete 


129A2 


4138 


4413 


NM_Q00379 


Hs.250 


1.00E-1 55 


1 


yanthpnp riphvrirnripna«iP fXHH^ mRNA 

yvcaiinidiw vjci ijr \ii vyvi lose \awi i/, miiv^io 


36B10 


80 


1475 


AF068836 


Hs.270 


o 


3 


cvtohe^ifi hinriino nrntpin HF mRNA fiftmnlpfp cd 


45C11 


58 


1759 


NM_004288 


Hs.270 


0 


2 


pleckstrin homology, Sec7 and coiled/coil dom 


128C12 


2555 


3215 


NM_000153 


Hs.273 


o 


4 


galactosylceramidase (Krabbe disease) (GALC) 


67H2 


259 


1418 


D23660 


Hs.286 


o 


8 


rihosomal nrntpin rnmnlpfp rH<? 


151E6 


624 


1170 


AF052124 


Hs.313 


o 


1 


clone 23810 osteoDontin mRNA comolets cds /c 


45A7 


4 


262 


NM_000582 


Hs.313 


1.00E-136 


1 


secreted ohosnhonrotptn 1 fo<?teoDontin honp 


44C10 


2288 


2737 


J03250 


Hs.317 


o 


1 


tonoi^nmpra^P 1 mRNA rnmnlptp rrt^ 

IVpWMVIMClagC 1 Jill \l T/l, S-»U 1 1 I^ICLu UU3 
















/cds=(21 1 ,2508) / 


99H9 


2867 


3246 


NMJ301558 


Hs.327 


0 


2 


interleukin 10 receptor, alpha (MORA), mRNA 


41 B4 


2867 


3315 


U00672 


Hs.327 


0 


6 


interleukin-10 receptor mRNA, complete 


144E1 


283 


989 


M26683 


Hs.340 


0 


36 


interferon gamma treatment inducible /cds=(14, 1 


41A12 


1854 


2590 


X53961 


Hs.347 


0 


1 


lactoferrin /cds=(294,2429) /gb=X53961 /gi= 


40F1 


1377 


1734 


U95626 


Hs.395 


0 


1 


ccr2b (ccr2), ccr2a (ccr2), ccr5 (ccr5) and cc 


463H4 


55 


434 


NMJ)01459 


Hs.428 


o 


1 


fms-related tvrosine kinase 3 Haand /FLT3LG^ 


127E1 


552 


1048 


NM_005180 


Hs.431 


0 


1 


murine leukemia viral (bmM ) oncogene homoio 


73G12 


189 


1963 


NM_004024 


Hs.460 


0 


17 


activating transcription factor 3 (ATF3), ATF 


524A4 


1361 


2136 


NM 00416ft 






C 


buuciiiciie ucnyQiugeriase cumpicA, sjuuniiM, 


41C7 


1554 


2097 


D10925 


Hs.516 


0 


1 


HM145 /cds=(22,1089) /gb=D10925 /gi=219862 


588A2 


4o 


ICQ 

loo 


NM_001032 


Hs.539 


1.00E-59 


1 


ribosomal protein S29 (RPS29), mRNA /cds=(30,2 


i / /tJ4 






ArU/b4oo 


Hs.550 


2.00E-37 


2 


PhLOP2 mRNA, complete cds /cos=(5,358) /gb=AF 


CflfC 

DOUO 


2 


1454 




Hs.624 


0 


17 


monocyte-derived neutrophil-activating protein (M 


45F10 


1 


1454 


NMJ300584 


Hs.624 


0 


11 


interleukin 8 (IL8), mRNA /cds=(74,373) /gb=N 


59F11 


59 


1822 


X68550 


Hs.652 


0 


14 


TRAP mRNA for ligand of CD40 /cds=(56,841) /gb=X6 


" f ivy 


3115 


3776 


niwj nnnAQ*? 
i \ i vi__u u u*t y £, 


ns.ooo 


u 


1 


cystic fibrosis transmembrane conductance re 


68D1 


228 


866 


M20137 


Hs.694 


0 


3 


interleukin 3 (IL-3) mRNA, complete cds, clone pcD- 
SR 


49H3 


42 


665 


NM_000588 


Hs.694 


0 


1 


interleukin 3 (colony-stimulating factor, mu 


147H3 


110 


340 . 


BF690338 


Hs.695 


1.00E-102 


1 


602186730T1 cDNA, 3* end /clone=l MAGE :42 99006 


483E4 


310 


846 


NM_000942 


Hs.699 


0 


1 


peptidylprolyl tsomerase B (cyclop hi! in B) ( 


522B12 


349 


755 


NMJXJ0788 


Hs.709 


0 


2 


deoxycytidine kinase (DCK), mRNA /cds=(1 59,94 


331 E5 


1293 


1470 


J03634 


Hs.727 


9.00E-75 


1. 


erythroid differentiation protein mRNA (EDF), comple 


514D12 


1164 


1579 


NM_004907 


Hs.737 


1.00E-169 


3 


immediate early protein (ETR101), mRNA /cds=( 


73H7 


1953 


3017 


AJ243425 


Hs.738 


0 


8 


EGR1 gene for early growth response protein 1 / 
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Table 3A, Candidate nucleotide sequences identified using differential cDNA 



592A8 


10 


454 


NMJ)03973 


Hs.738 


519A1 


116 


1527 


NM_000801 


Hs.752 


109H11 


1 


1206 


M60626 


Hs.753 


99C5 


1 


1175 


NM_002029 


Hs.753 


103C1 


2285 


2890 


NM__002890 


Hs.758 


41 H4 


3142 


3332 


NMJ300419 


Hs.785 


171 r>9 


198 


748 


X54489 


Hs.789 


458H7 


2165 


2818 


NM 001656 


He 7QO 

nb. f yz 


62B3 


833 


1241 


M60278 


ns. r yy 


53G4 


1299 


2166 


AK001364 


Hs.808 


597F3 


1136 


1797 


NJVL004966 


Hs.808 


143F7 


575 


985 


M74525 


Hs.811 


518H8 


580 


974 


NMJ303337 


Hs.811 


45G8 


277 


833 


NMJD02121 


Hs.814 


41H11 


719 


1534 


NM_005191 


Hs.838 


41G1 


117 


557 


U31120 


Hs.845 


75E1 


693 


862 


J05272 


Hs.850 


129B11 


3361 


3883 


L25851 


Hs.851 


481 E9 


3361 


3742 


NM_002208 


Hs.851 


71 G7 


1 


1193 


NM_000619 


Hs.856 


75H5 


1 


1193 


X13274 


Hs.856 


525B12 


672 


894 


NMJJ02341 


Hs.890 


40E8 


75 


999 


AL121985 


Hs.901 


48H4 


680 


933 


NMJJ01778 


Hs.901 


179G8 


1652 


2181 


AL163285 


Hs.926 


48G11 


1049 


2092 


NM_002463 


Hs.926 


110B12 


209 


1734 


M32011 


Hs.949 



99C9 


207 


1733 


125D2 


958 


1645 


458C1 


1649 


2285 


40H11 


621 


864 


116D10 


513 


858 ' 


40G11 


1565 


2151 


192A6 


321 


908 


460H11 


2158 


2402 


41F12 


291 


565 


41A5 


1311 


1852 


461 D7 


999 


1277 


597H9 


1083 


1224 


40B5 


1433 


2010 


106A10 


1977 


2294 


165E8 


4273 


4582 


63G12 


1114 


2339 


45B10 


1317 


1857 


37H3 


568 


783 


476F9 


209 


608 


43A10 


1105 


1357 


139D6 


1345 


1680 


134B12 


1233 


1675 


58F1 


17 


341 


158G5 


20 


341 


167C8 


813 


1453 


179H1 


730 


1452 


40E10 


594 


792 



NM_000433 
NMJ)04645 
NM_006025 
L26953 
NMJJ02932 
M31452 
NM_000284 
NM_004762 
M57888 

M55654 

NM__002698 

NMJD00660 

X02812 

M73047 

NM_003291 

D49728 

NM_002135 

M24069 
NM.000174 
U15085 
L11329 
NM_004418 
NM_002157 
U07550 
NMJ300022 



Hs.949 
Hs.966 
Hs.997 
Hs.1010 
Hs.1010 
Hs.1012 
Hs.1023 
Hs.1050 
Hs.1051 

Hs.1100 

Hs.110* 

Hs.1103 
Hs.1103 
Hs.1117 
Hs.1117 
Hs.1119 
Hs.1119 
Hs.1139 
Hs.1144 
Hs.1162 
Hs.1183 
Hs.1183 
Hs.1197 
Hs.1197 
Hs.1217 



0 5 
1.00E-163 2 
0 10 



0 
0 

1.00E-84 
1.00E-132 
0 
0 

0 
0 
0 
0 
0 
0 
0 

2.00E-58 
0 

1.00E-173 
0 
0 

1.00E-121 
0 

1.00E-130 
0 
0 
0 

0 
0 
0 

1.00E-135 
0 
0 
0 

2.00E-91 
1.00E-112 



25 
1 
1 
2 
1 
2 

6 
2 
3 
1 
1 
1 
1 

4 
1 
1 

111 
314 
1 
6 
2 
1 
3 
8 

11 
1 
1 
1 

1 
1 
1 
1 
1 



0 

1.CGE-92 
3.00E-75 
0 

1.00E-176 

1.00E-173 

0 

0 

1.00E-119 
0 

3.00E-41 

1.00E-102 

0 

0 

1.00E-180 
0 



1 

i 

1 

1 

1 

1 

7 

1 

1 

1 

1 

1 

1 

1 

2 

4 



X02994 
M38690 



Hs.1217 
Hs.1244 



0 6 
1.00E-109 1 



ribosomal protein L14 (RPL14), mRNA 
FK506-binding protein 1A (12kD) (FKBP1A), mRN 
N-formylpeptide receptor (fMLP-R98) mRNA, complete 

formyl peptide receptor 1 (FPR1), m RNA 
RAS p21 protein activator (GTPase activating p 
integrin, alpha 2b (platelet glycoprotein lib 
melanoma growth stimulatory activity (MGSA) 
ADP-ribosylation factor domain protein 1, 64 
heparin-binding EGF-like growth factor mRNA, 
complet 

FLJ10502 fis, clone NT2RP2000414, highly 
heterogeneous nuclear ribonucleoprotein F ( 
HHR6B (yeast RAD 6 homologue) mRNA, complete 
ubiquitin-conjugating enzyme E2B (RAD6 homol 
major histocompatibility complex, class II, 
CD80 antigen (CD28 antigen ligand 1, B7-1 antig 
interleukin-13 (IL-13) precursor gene, complete cds 

IMP dehydrogenase type 1 mRNA complete 
integrin alpha E precursor, mRNA, complete cds 
integrin, alpha E (antigen CD103, human mucosa 
interferon, gamma (IFNG), mRNA /cds=(1 08,608) 
interferon IFN-gamma /cds=(1 08,608) /gb=X13 
lymphotoxin beta (TNF superfamily, member 3) 
DNA sequence RP11-404F10 on chromosome 1q2 
CD48 antigen (B-cell membrane protein) (CD48) 
chromosome 21 segment HS21C085 
myxovlrvs (influenza) resistance 2, homofog o 
neutrophil oxidase factor (p67-phox) mRNA, complete 

neutrophil cytosollc factor 2 (65kD t chronic g 
coiGn (COIL), mRNA/cds=(22,1752)/ g b=NIVI 004 
protease, serine, 22 (P1 1), mRNA /cds=(1 54/126 
chromosomal protein mRNA, complete cds /cds=(7 
regulator of mitotic spindle assembly 1 (RMSA 
proline-rich protein (PRP) mRNA, complete 
pyruvate dehydrogenase (Upoamide) alpha 1 ( 
pieckstrln homology, Sec7 and coiled/coil dom 
(clone lambda B34) cytotoxic T-lymphocyte-associate 

TATA-binding protein mRNA, complete 
POU domain, class 2, transcription factor 2 (P 
transforming growth factor, beta 1 (TGFB1), mR 
transforming growth factor-beta (TGF-beta) 
tripeptidyl peptidase II mRNA, complete cds /c 
tripeptidyl peptidase II (TPP2), mRNA /cds=(23 
NAK1 mRNA for DNA binding protein, complete 
nuclear receptor subfamily 4, group A, member 
DNA-binding protein A (dbpA) gene, 3' end 
glycoprotein IX (platelet) (GP9), mRNA /cds=( 
HLA-DMB mRNA, complete cds 
protein tyrosine phosphatase (PAC-1) mRNA, co 
dual specificity phosphatase 2 (DUSP2), mRNA 
heat shock 10kD protein 1 (chaperonin 10) (HSP 
chaperonln 10 mRNA, complete cds 
adenosine deaminase (ADA), mRNA /cds= (95, 1186 

adenosine deaminase (adenosine aminohydrola 
CD9 antigen mRNA, complete cds 
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Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



41C5 


1280 


1438 


AK024951 


Hs.1279 


2.00E-80 


1 


FLJ21298fis, clone COL02040, highly sim 


40E3 


1002 


1735 


NMJ)00065 


Hs.1282 


0 


1 


complement component 6 (C6) mRNA /cd 


40A11 


1638 


1821 


K02766 


Hs.1290 


3.00E-98 


1 


complement component C9 mRNA, complete 


40B12 


4639 


5215 


NMJJ07289 


Hs.1298 


0 


1 


membrane metallo-endopeptidase (neutral end 


41G2 


1576 


1870 


M28825 


Hs.1309 


1.00E-115 


1 


thymocyte antigen CD 1a mRNA, complete cds 


41 F8 


1171 


1551 


AX023365 


Hs.1349 


0 


1 


Sequence 36 from Patent WO0006605 


40E1 


673 


1147 


M30142 


Hs.1369 


0 


1 


decay-accelerating factor mRNA, complete cds 


11BB12 


1129 


1719 


NM_000574 


Hs.1369 


0 


1 


decay accelerating factor for complement (CD5 


75F8 


830 


2979 


NM 000399 




o 


HO 


eany growtn response i (Krox-zu (urosophila) 


41F11 


973 


1428 


IVI 1 


He *\Mf\ 


rv 
U 


A 
1 


Fc-epsilon receptor (IgE receptor) mRNA, complete cd 


110G12 


1931 


2071 


AL031729 


Hs.1422 


2.00E-70 


1 


DNA seq RP1-159A19 on chromosome 1p36 


113D10 


1718 


2066 


NMJW5248 


Hs.1422 


6.00E-76 


2 


Gardner-Rasheed feline sarcoma viral (v-fjgr) 


477C2 


3292 


3842 


NM 000152 


Hs.1437 




1 
i 


glucosidase, alpha; acid (Pompe disease, glyc 


124D1 


795 


1127 


NM_000167 


Hs.1466 


0 


1 


glycerol kinase (GK), mRNA /cds=(66, 1640) /gb 


41 B9 


2231 


2447 


J03171 


Hs.1513 


1.00E-108 


1 


Interferon-alpha receptor (HulFN-alpha-Rec) mRNA, 


99F7 


927 


1889 


NM 01488? 


Hq icoo 

nb. f Q£,0 


u 




l/IA Anno « mi • . /i/iA A r\r\r?r%\ — mi a i i _ , 

IS.1AA0053 gene product (KIAA0053), mRNA /cds=( 


469G9 


1220 


1507 


NMJW5082 


Hs.1579 


1.00E-117 


1 




195B7 


'190 


1801 


BC002971 


Hs.1600 


0 


3 


clone IMAGE*354371 1 mRNA nartial cds /ed<s= 


195F10 


3676 


3856 


NMJ)00110 


Hs.1602 


1.00E-85 


1 


dihydropyrimidine dehydrogenase (DPYD), mRN 


129E7 


648 


1827 


L08176 


Hs.1652 


0 


2 


Epstein-Barr virus induced G-protein coupled recepto 


478H5 


1839 


2050 


NM_002056 


Hs.1674 


7.00E-79 


1 


y iu itai i iii ic~n utiuoc tr|/l JUopi IcjIC- 11 dl loci II 111 loo 


39H1 


436 


865 


L35249 


Hs.1697 


o 


1 


vacuolar H-f-ATPac;p Mr 5fi Hftn Qiihnnit /HfiW mP 


183H8 


972 


1183 


NM_001693 


Hs.1697 


1.00E-106 


1 


ATPase, H+ transporting, lysosomal (vacuolar 


481A4 


1594 


1785 


NMJ)01420 


Hs.1701 


ZOOE-79 


1 


ELAV (embryonic lethal, abnormal vision, Dros 


40B3 


3846 


4009 


L39064 


Hs.1702 


4.00E-70 


1 


interteukin 9 receptor precursor (IL9R) gene, 


176G8 


1033 


1400 


NM_006084 


Hs.1706 


0 


1 


Interferon-stimulated transcription factor 


589C11 


1 


1347 


NM_005998 


Hg.1708 


0 


2 


chaperonin containing TCP1, subunit 3 (gamma) 


70H5 


1 


494 


X74801 


Hs.1708 


0 


1 


Cctg mRNA for chaperonin /cds=(0,1634) /gb=X7480 


460C12 


3310 


3809 


NM.012089 


Hs.1710 


0 


1 


ATP-binding cassette, sub-family B (MDR/TAP), 


41 D5 


484 


1862 


M28983 


Hs.1722 


0 


3 


interteukin 1 alpha (IL 1) mRNA, complete cds / 


119E8 


493 


904 


NMJ)00575 


Hs.1722 


1.00E-151 


2 


interleukin 1, alpha (IL1A), mRNA/cds=(36,851 


479E11 


5. 


268 


NM_000417 


Hs.1724 


1.00E-145 


1 


interleukin 2 receptor, alpha (IL2RA), mRNA/ 


62C8 


85 


1887 


X01057 


Hs.1724 


0 


2 


interleukin-2 receptor /cds=(1 80,998) /gb=X 


466A3 


2166 


2675 


NM_000889 


Hs.1741 


0 


1 


integrin, beta 7 (ITGB7), mRNA /cds=(1 51, 2547) 


107A4 


4960 


5610 


L33075 


Hs.1742 


0 


1 


ras GTPase-activating-like protein (IQGAP1) 


189A5 


4318 


7450 


NM_003870 


Hs.1742 


0 


3 


IQ motif containing GTPase activating protein 


597D1 


,1230 


1737 


NM_005356 


Hs.1765 


1.00E-127 


5 


lymphocyte-specific protein tyrosine kinase 


41C10 


1UO/ 




IfVM AO 


Hs. 1799 


0 


1 


(Iambda-gt1 1ht-5> MHC class I antigen-like gl 


104H1 


1854 


2023 


L06175 * 


Hs.1845 


4.00E-54 


1 


P5-1 mRNA, complete cds /cds=(304,735) /gb=L06 


98F7 


34 


2041 


NMJ)06674 


Hs.1845 


4.00E-63 


5 


MHC class I region ORF (P5-1), /cds=(304,735) / 


104F1 


. 1390 


1756 


NM_002436 


Hs.1861 


0 


2 


membrane protein, palmitoylated 1 (55kD) (MPP 


171F7 


1760 


2192 


M55284 


Hs.1880 


0 


1 


protein kinase C-L (PRKCL) mRNA, complete cds 


134B2 


123, 


1182 


NM_002727 


Hs.1908 


0 


10 


proteoglycan 1, secretory granule (PRG1), mRN 


61C11 


126 


902 


X17042 


Hs.1908 


0 


11 


hematopoetic proteoglycan core protein /cds 


458G1 


1 


475 


NM_001885 


Hs.1940 


0 


1 


crystallin, alpha B (CRYAB), mRNA 


520E10 


71 


343 


NM_001024 


Hs.1948 


1.00E-142 


3 


ribosomal protein S21 (RPS21), mRNA 


459D6 


2435 


3055 


NM_001761 


Hs.1973 


0 


1 


cydin F (CCNF), mRNA /cds=(43,2403) 


41 H3 


184 


1620 


NM_006139 


Hs.1987 


0 


2 


CD28 antigen (Tp44) (CD28), mRNA /cds=(222,884 


71 C5 


721 


1329 


NM_000639 


Hs.2007 


0 


2 


tumor necrosis factor (ligand) superfamHy, m 


73C1 


721 


1603 


X89102 


Hs.2007 


0 


8 


fasligand /cds=(157,1002) 


135G3 


940 


1352 


NM_002852 


Hs.2050 


• 6.00E-96 


1 


pentaxin-related gene, rapidly induced by IL 


44A10 


1562 


1748 


M58028 


Hs.2055 


7.00E-69 


1 


ubiquitin-activating enzyme E1 (UBE1) mRNA, 
















complete 
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155G5 


973 


2207 


AL133415 


Hs.2064 


0 


7 


599H7 


48 


3022 


AKU<:ooUb 


Hs.2083 


0 


12 


71H1 


1598 


£ I OO 


NM_U04419 


Hs.2128 


0 


5 


69H7 


1595 


£. I D 1 


IH coon 
U 15932 


Hs.2128 


0 


11 


458C4 


1928 


2356 


mm nn^Rc;R 


Hs,2134 


0 


1 


192E11 


6 


414 


MM nn97n4 


Hs.2164 


0 


1 


40D12 


1935 


2645 


ivjoooy / 


Hs.2173 


0 


2 


40E5 


2834 


3024 


M59820 


He OMCy 
ni.t 1 / O 


l.UUb-104 


1 


482D8 


2521 


2943 


NMJ)00760 


Hs.2175 


o 


C 


60H6 


918 


1723 


AF1 19850 


Hs.2186 


o 


q 


597F11 


99 


1267 


NM__001404 


Hs.2186 


o 


9Q 


595G4 


6 


570 


L40410 


Hs.2210 


0 


1 


41H12 


970 


1353 


X03656 


Hs.2233 


0 


1 


461A9 


287 


730 . 


229067 


Hs.2236 


o 


\ 


493E11 


212 


608 


NMJ)00879 


Hs.2247 


1 onF-id.1 


C. 


150B5 


363 


815 


X04688 


Hs.2247 


o 


■J 


461E12 


255 


342 


NMJ)01565 


Hs.2248 


8 00E-34 


1 

1 


129A8 


1790 


1970 


NMJ)02309 


Hs.2250 


2.00E-94 


I 


40G10 


2152 


2560 


X04481 


Hs.2253 


0 


1 


479A2 


95 


610 


NM_000073 


Hs.2259 


0 


2 


592G6 


783 


1163 


NMJ)02950 




u 


2 


459G11 


673 


1316 


NM_004931 


Hs.2299 


0 


1 


129B8 


1159 


1316 


X13444 


Hs.2299 


1.00E-74 


1 


467F12 


2928 


3239 


NM_000346 


Hs.2316 


3.00E-85 


1 


44A6 


1506 


1629 


U23028 


Hs.2437 


7.00E-62 


1 


127B8 


1814 


2405 


NM_003816 


Hs.2442 


0 


1 


36G6 


1361 


2019 


D13645 


Hs.2471 


0 


2 


458D6 


396 


961 


NMJ)21 966 


Hs.2484 


0 


1 


124G1 


966 


1473 


NM_005565 


Hs.2488 


0 


1 


107A6 


1962 


2031 


U20158 


Hs.2488 


2.00E-22 


1 


592E12 


2175 


2458 


NM_002741 


Hs.2499 


1.00E-158 


1 


106A11 


1455 


2219 


U34252 


Hs.2533 


0 


2 



40F8 

460G6 

60G5 

461F10 

69G2 

71 D8 

40H12 

189C12 

111E8 

127F12 

74G6 

128D8 

169G7 

193A3 

53F12 



2201 

565 

35 

1034 

408 

13 

4119 

696 

1298 

34 

11 

178 

2406 

2405 

486 



2694 

2052 

184 

1520 

1369 

541 

4807 

1287 

1938. 

248 

241 

518 

3112 

3017 

1007 



NM_003032 

NM_002094 

X92518 

NM_002145 

AK026515 

NM_005566 

NM_002310 

NMJH36196 

NJVL003566 

NM_001033 

AK023088 

NM_000117 

AL1 36593 

NM_016451 

L110S6 



Hs.2554 
Hs.2707 
Hs.2726 
Hs.2733 
Hs.2795 
Hs.2795 
Hs.2798 
Hs.2853 
Hs.2864 
Hs.2934 
Hs.2953 
Hs.2985 
Hs.3059 
Hs.3059 
Hs.3069 



0 
0 

7.00E-27 
0 



0 
0 
0 
0 

1.00E-109 
1.00E-128 
1.00E-173 
0 

0 5 
0 3 



38 



71 E8 1623 2131 

458A5 2236 2874 

69E8 1752 1916 

66B3 251 1590 

458E1 1645 1 964 



NM_004134 Hs.3069 

NM_014877 Hs.3085 

D31884 Hs.3094 

D32053 Hs.3100 

NMJJ01666 Hs.3109 



0 2 

0 1 

7.00E-68 1 

0 2 

1.00E-178 1 



DNA sequence from clone RP11-124N14 on 
chromosome 10. 

cDNA: FLJ21653 fis, clone COL08586, 

dual specificity phosphatase 5 (DUSP5), mRNA 

dual-specificity protein phosphatase mRNA, complete 

TNF receptor-associated factor 1 (TRAF1), mRN 
pro-platelet basic protein (includes platele 
ELAM-1 ligand fucosyltransferase (ELFT) mRNA 
comple 

granulocyte colony-stimulating factor receptor (CSF 

colony stimulating factor 3 receptor (granuloc 
PRO1608 mRNA, complete cds /cds=(1221 ,2174) / 
. eukaryotic translation elongation factor 1 g 
thyroid receptor interactor (TRIP3) mRNA, 3' 
granulocyte colony-stimulating factor (G-C 
H.sapiens nek3 mRNA for protein kinase 
interieukin 5 (colony-stimulating factor, eo 
T-cell replacing factor (interleukln-5) /cd 
small inducible cytokine subfamily B (Cys-X-C 
leukemia inhibitory factor (cholinergic diff 
complement component C2 /cds=(36,2294) /gb=X 
CD3G antigen, gamma polypeptide (TiT3 complex 
ribophorin I (RPN1), mRNA /cds=(1 37, 1 960) /gb 
CD8 antigen, beta polypeptide 1 (p37) (CD8B1), 
CD8 beta-chain glycoprotein (CD8 beta.1) /cd 
SRY (sex determining region Y)-box 9 (campomeli 
eukaryotic initiation factor 2B~epsilon mRNA, partia 
a disintegrin and metal loproteinase domain 9 
KIAA0020 gene, complete cds /cds=(418,1944) 
T-ceH leukemia/fymphoma 1A (TCL1A), mRNA/c 
lymphocyte cytosolic protein 2 (SH2 domain-con 
76 kDa tyrosine phosphoprotein SLP-76 mRNA, 
complete 

protein kinase C-!ike 1 (PRKCL1), mRNA/cds=(8 

gamma-aminobutyraldehyde dehydrogenase mRNA 
compl 

sialyltransferase 1 (bata-galactoside alpha- 
G1 to S phase transition 1 mRNA 
HMGI-C protein /cds=UNKNOWN 
homeo box B2 (HOXB2), mRNA 
FU22662 fis, clone KAT01966, highly sim 
lactate dehydrogenase A (LDHA), mRNA /cds=(97 
leukemia inhibitory factor receptor (LIFR) mR 
poly(rC)-binding protein 1 (PCBP1), mRNA /cds 
early endosome antigen 1. 162kD (EEA1), mRNA / 
ribonucleotide reductase M1 polypeptide (RRM 
FLJ13026fis, clone NT2RP3000968, modera 
emerin (Emery-Dreifuss muscular dystrophy) ( 
DKFZp761Kl02 (from clone DKFZp761K1 
coatomer protein complex, subunit beta (COPB) 
sequence /cds=UNKNOWN /gb=L1 1066 /gh=307322 /u 

heat shock 70kD protein 9B (morta!in-2) (HSPA9 
KIAA0054 gene product; Helicase (KIAA0054), rn 
KIAA0063 gene, complete cds /cds=(279,887) / 
for Lysyl tRNA Synthetase, complete cds / 
Rho GTPase activating protein 4 (ARHGAP4), mRN 
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331 D8 


2882 


3585 


U26710 


Hs.3144 


0 


1 


cbl-b mRNA, complete cds /cds=(322,3270) 


















73D9 


1 


613 


AL031736 




o 


1 o 


DNA sequence clone 738P11 on chromosome 1q24.1- 
2 


58B1 


1 


607 


NM_002995 


Hs.3195 


0 


17 


email inrillflhlp PV/IaU ino eiiHfamih/ mamhor 


98F11 


145 


588 


NM_003172 


Hs.3196 


o 




etirfflit 1 ^IIRFIS mRMA /rrlc— Q1R\ /nk=M1\/l 
&ui ion i ^ourvpij, rniAiN/\ /Cus— ^ i**,y /yD— InIvi 


124E9 


1258 


2414 


NM_007318 


Hs.3260 


o 


2 


nrpepnilin 1 fAbhpimor Hicoaco ^ ^PQPM1\ tr 
piCOCJIlllll I \r\i£.l IcIIMcl Ulbcdbc ^rOCIN 1 J, If 


64G7 


1040 


1569 


NM_002155 


Hs.3268 


o 


1 


ileal alHJUtv fU\LJ protein O ^Or/UD ) ^norMD), FTtr\ 


36D4 


1116 


1917 


X51757 


H3.3268 


o 


4 


hpat-^hnrk rimtpin MQP7HR 1 nana /re4c — IC\ iQ^1\ 

i leal oi tyurt \j\\jwst\i nor /wo yens /ccio—^u, mo I J 
















/gb=X5 


39H11 


1 


507 


BE895166 


Hs.3297 


1.00E-152 


4 


601436095F1 cDNA, 5' end /clone=IMAGE:3921239 


103G4 


16 


540 


NMJJ02954 


Hs.3297 


0 


4 


ribosomal protein S27a (RPS27A), mRNA /cds=(3 


127H7 


1391 


1806 


AB037752 


Hs.3355 


0 


1 


mRNA for KIAA1331 protein, partial cds /cds=(0 


107D3 


1932 


2517 


AK027064 


Hs 3382 


o 




rLJiio^n Tis, cione nbr^U4D^, nigniy sim 


121 B3 


1270 


3667 


NM_005134 


Hs.3382 


o 


4 


pruicin pnospnaiase regulatory suDunii \ \ 


58H1 


104 


573 


NMJ)01 122 


Hs,3416 


o 


6 


adipose differentiation-related protein (AD 


75G1 


104 


1314 


X97324 


He "*/Hft 

ns.oi ID 


u 


16 


adipophilin /cds=(0,1313) /gb=X97324 / 


182A4 


147 




l\JVI__UU lOO/ 


ns.o**oz 




1 


cytochrome c oxidase subunit Vile (C0X7C), mRN 




35 


270 


NM_001025 


Hs.3463 


1.00E-127 


3 


ribosomal protein S23 (RPS23), mRNA /cds=(1 3,4 


192B10 


129 


1135 


AL357536 


Hs.3576 


0 


3 


mRNA full length insert cDNA done EUROIMAGE 37 


112G12 


56 


687 


KIM (V1VIA1 


Uq OC77 


U 


1 


succinate dehydrogenase complex, subunit C, 


526H6 


143 


537 


DrODujO 1 


nb.OJDJ 


U 


A 
I 


602121608F1 cDNA, 5* end /done= : IMAGE:4278768 


599F10 


2098 


2351 


NM_004834 


Hs.3628 


1.00E-118 


2 


mitogen-adivated protein kinase kinase kina 


594F1 


239 


1321 


MM nnicci 


ns.ouJ 1 


u 


A 

4 


immunoglobulin (CD79A) binding protein 1 (IG 


463E7 


911 


1033 


Al *V»QQ4n 


ns.OD**U 


a rirtcc^ 
1 .UUt-oo 


A 
1 


mRNA; cDNA DKFZp762P1915 (from clone 


















182A9 


657 


1179 


AL050268 


Hs.3642 


o 


2 


ii jr\i\M, cui>iA.ui\.rz.poD4D loo iTTom cione 
















DKFZp564B1 


38B4 


257 


568 


AB034205 


Hs.3688 


1.00E-151 


3 


for cisolatin resistance-as<?oriatprf o\/p 


185H6 


769 


995 


NMJJ06003 


Hs.3712 


2.00E-88 


1 


ubiauinnl-rvtorhrnmp r rpHnrta^P Pipelrp trn 

vjujv| Ull l\Jt~\jy t%J k>J II \Jt 1 IC u ICUUUlnow, IVlCofVC ML! 


587A1 


716 


1609 


NM 006007 


Hs 3776 


o 


2 


zinc nnger protein ^jd ^iNriiio;, mRNA /cds=(2 


473B5 


46 


531 


MM 021633 


Hs 3826 


o 


i 


Irdl^-Vi lilsn nrn^in t/Tl ID-I \ *~*» DILI A / J / 

KeicnniKe protein Colri (C3IP1), mRNA/cds=( 


194G5 


2456 


2984 


AB002366 


Hs.3852 


o 


1 


mPMA far HIAAmRft nana tiorti^l n-Ac- Ir-rlc — lCi y1Q07\ 

mr\ixM ioi rsiMMUooo gen©, paruai cus /CuS— {\J,*lOAif) 


589B4 


526 


1337 


NM_000310 


Hs.3873 


o 


3 


/go 

pdiiiijiuyi-piuicHi iniocsierase i \ceroiu-»ip 


515A10 


1518 


2130 


NM 002267 


Me 3886 


o 


1 


karyopherin alpha 3 (importin alpha 4) (KPNA3) 


186A8 


1160 


1632 


NMJ)02807 


Hs.3887 


o 




nrntpacnmp /nrnenmo n*^^rnn9in\ 9RC f~ t ■ V-> > mil 

piuicdoumc ^piuouiim, rnacropain^ ^do suounri, 


102F7 


4226 


4531 


AB023163 


Hs.4014 


1.0QE-158 


1 


iui i\iA\A\Ui? t +D piuiciii, pdmai cus »cos— 


50B8 


1 


166 


AL1 17595 


Hs.4055 


3.00E-89 


2 


rDNA nKF7n^fi4r'9nfi^ ifmm Hnnp nkTr7r»RRil 


473A10 


1064 


1709 


NM_006582 


Hs.4069 


0 


\ 


y iuououi uouiu iiiuuuiaiury eiemcni Dinuing pr 


524A12 


2863 


3386 


am 361 05 


Hs 4082 


o 


1 
i 


DNA sequence from clone RP4-670F13 on 
















L>IMUIHUbUIim ILff^ 


525E1 


521 


974 


BC002435 


Hs.4096 


o 


\ 


uunt; hvi/vjc.oo**u*4 o i, mr\Nn, paniai CuS /cos— 


163G12 


1130 


1630 


X52882 


Hs.4112 


o 


c 
o 


i-compiex poiypepuae i gene /cas-(zi,ibyi ) 






892 










/gb=X528 


176A7 


515 


BC000687 


Hs.4147 


0 


1 


translocating chain-associating membrane p 


185B5 


3480 


3707 


AB023216 


Hs.4278 


1.00E-86 


1 


mRNA for KIAA0999 protein, partial cds /cds=(0 


154E12 


1731 


2531 


AF079566 


Hs.4311 


0 


2 


ubiquitin-like protein activating enzyme (UB 


331 C9 


1595 


1966 


AF067008 


Hs.4747 


0 


1 


dyskerin (DKC1) mRNA, complete cds /cds=(60,16 


182C8 


1676 


1966 


NM_001363 


Hs.4747 


1.00E-148 


2 


dyskeratosis congenita 1, dyskerin (DKC1), mR 


178C4 


1623 


2162 


AL1 36610 


Hs.4750 


0 


3 


mRNA; cDNA DKF2p564K0822 (from clone 


107F9 














DKF2p564K 


3857 


4266 


AB032976 


Hs.4779 


0 


1 


for KIAA1150 protein, partial cds/cds=(0 


191C11 


1945 


2618 


AF240468 


Hs.4788 


0 


3 


nicastrln mRNA, complete cds /cds=(1 42,2271) 


143G11 


869 


2076 


AK022974 


Hs.4859 


0 


2 


FLJ12912 fis, clone NT2RP2004476, highly 


127H11 


977 


1666 


NMJJ20307 


Hs.4859 


0 


1 


cyclin L ania-6a (LOC57018), mRNA/cds=(54,163 


479A11 


215 


544 


AK001942 


Hs.4863 


1.00E-173 


1 


cDNA FU11080 fis, cione PLACE1005181 /cds=UN 
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73C5 2314 

525F9 1059 

114D8 931 

587C10 1104 

174F12 1749 

514C11 899 



2851 
1764 
1061 

1343 
2291 
1489 



AF 105366 

NM_006513 

224724 



Hs.4876 0 1 
Hs.4888 0 3 
Hs.4934 4.00E-52 1 



NM_006787 Hs.4943 3.00E-94 1 
NM_018107 HS.4997 0 3 
AK021776 Hs.5019 0 ^ 



126H9 


25 


397 


BE379724 


Hs.5027 


1.00E-118 1 


599B5 


801 


970 


NM_017840 Hs.5080 




47E5 


4 


720 


AL034553 


Hs.5085 


U 2 


122C11 


492 


860 


NM 003859 




0 1 


116H6 


1644 2902 


NM_014868 




1.00E-102 2 


187G7 


700 


1268 


NM 004710 


Hs.5097 


0 1 


174G3 


240 


500 


NM_003746 


Hs.5120 


1 nne <aa a 
l.UUt-r44 4 


145B6 


199 


695 


Dto^yuyb 


Hs.5122 


1 nnp ice r> 


486C1 


1 


529 


BG028906 


Hs.5122 


0 2 


69F6 


62 


455 


BF307213 


Hs.5174 


0 1 


583F4 


82 


477 


NM_001021 


Hs.5174 


0 1 


74C4 


1955 


2373 


AK025367 


HS.5181 


1.00E-179 1 


73E12 


702 


987 


AL1 09840 


Hs.51 84 


1.00E-161 1 


1 OUO*f 


26 


639 


NM_002212 


Hs.5215 


0 2 


98F1 


17 


636 


NMJD14165 


Hs.5232 


0 5 


525A8 


479 


992 


NM_006698 


Hs.5300 


0 1 


99C1 


1Q 


01) f 


NM.003333 


Hs.5308 


0 3 


172D11 


714 


1805 


NM_005721 


Hs.5321 


0 3 


591F6 


475 


970 


NM_015702 


Hs.5324 


0 1 


68H8 


724 


1190 


NM_014106 


Hs.5327 


0 2 


194D12 


2128 


2499 


AB018305 


Hs.5378 


0 1 


501G11 


823 


1322 


NMJ320122 


Hs.5392 


0 3 


74B4 


502 


1257 


AF008442 


HS.5409 


0 7 


134H7 


543 


916 


NM_004875 


Hs.5409 


0 1 


168A3 


1909 


2379 


AF090891 


Hs.5437 


0 1 


HSU IU 


2375 


2564 


AF016270 


Hs.5464 


1.G0E-104 2 


587H7 


1857 


2563 


MM oncene 


tfs.5464 


0 4 


183D10 


1199 


1347 


NMJ)06495 


Hs.5509 


9.00E-40 1 


181 D7 


1385 


1752 


AK002173 


Hs.5518 


0 1 


173B1 


1 


642 


NM_003315 


Hs.5542 


0 2 


120F8 


1782 


2430 


AF 157323 


Hs.5548 


0 2 


464H2 


46 


357 


NM_000998 


Hs.5566 


1.00E-163 2 


75F5 


1252 


2194 


AK027192 


Hs.5615 


0 9 


56E8 


27 


205 


AI570531 


Hs.5637 


2.00E-95 1 


524G2 


2 


926 


NM_006098 


Hs.5662 


0 9 


39F6 


2311 


2902 


AB014579 


Hs.5734 


0 


587G2 


2883 


4606 


NMJM2215 


Hs.5734 


0 n 


469E5 


5041 


5393 


NM_014864 


Hs.5737 


3.00E-75 2 


120H3 


1022 


1553 


NM_016230 


Hs.5741 


0 1 


63H8 


1049 


1507 


AK025729 


Hs.5798 


0 1 


590D9 


1015 


1470 


NMJM5946 


Hs.5798 


0 1 


102E3 


665 


1027 


AK000474 


Hs.5811 


° 1 



K-CI cotransporter KCC3a mRNA, alternatively 

seryl-tRNA synthetase (SARS), mRNA /cds=(75,1 

H.sapiens polyA site DNA /cds=UNKNOWN 

/gb=Z24724/gj=50503 

hepatocellular carcinoma associated protein; 

hypothetical protein FU10482 (FLJ10482), mR 

cDNA FU11714 fis, clone HEMBA1005219, weakly 

601159415T1 cDNA, 3' end /clone=IMAGE:3511107 

hypothetical protein FLJ20484 (FLJ20484), mR 
DNA sequence from clone 914P20 on chromosome 
20q13.13 

dolichyl-phosphate mannosyltransferase pol 
ring finger protein 10 (RNF10), mRNA /cds=(698, 
synaptogyrin 2 (SYNGR2), mRNA /cds=(29,703) / 
dynein, cytoplasmic, light polypeptide (PIN) 
601 061641 F1 cDNA, 5' end /clone=IMAGE:3447850 

60229301 5F1 cDNA, 5' end /clone=IMAGE;43 87778 

601891365F1 cDNA, 5* end /clone=IMAGE:41 36752 

ribosomal protein S17 (RPS17), mRNA /cds=(25,4 
FLJ21714 fis, clone COL10256, highly sim 
DNA sequence from clone RP4-543J19 on 
chromosome 20 C 

integrin beta 4 binding protein (ITGB4BP), mRN 
HSPC125 protein (HSPC125>, mRNA /cds=(79,606) 
bladder cancer associated protein (BLCAP), mR 
ubiquitin A-52 residue ribosomal protein fusi 
ARP3 (actin-related protein 3, yeast) homolog 
hypothetical protein (CL25022), mRNA /cds=(1 
PR01914 protein (PR01914), mRNA /cds=(1222, 14 

mRNA for KIAA0762 protein, partial cds /cds=(0 
potassium channel modulatory factor (DKFZP434 
RNA polymerase I subunit hRPA39 mRNA, complete 

RNA polymerase I subunit (RPA40), mRNA /cds=<2 
clone HQ0105 PRO0105 mRNA, complete cds /cds=( 

thyroid hormone receptor coactrvating protein 
thyroid hormone receptor coactivating protein 
ecotropic viral integration site 2B (EVI2B), m 
cDNA FLJ11311 fis, clone PLACE1010102/cds=UNK 

tetratricopeptide repeat domain 2 (TTC2), mRN 
p45SKP2-like protein mRNA, complete cds /cds= 
ribosomal protein L37a (RPL37A), mRNA /cds=(1 
FLJ23539 fis, clone LNG081 01 , highly sim . 
tm77g04.x1 cDNA, 3* end /clone=IMAGE:2164182 
guanine nucleotide binding protein (G protein 
for KJAA0679 protein, partial cds /cds=(0 
meningioma expressed antigen 5 (hyaluronidase 
KIAA0475 gene product (KIAA0475), mRNA /cds={. 

flavohemoprotein b5+b5R (LOC51167), mRNA /cd 
FLJ22076 fis, clone HEP12479, highly sim 
pelota (Drosophila) homolog (PELO), mRNA /cds 
FU20467 fis, clone KAT06638 /cds=(360,77 
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187E5 


665 


1028 


NIW 017835 


Hs.5811 


0 


1 


chromosome 21 open reading frame 59 (C210RF59), 


39F9 


1402 


1728 


AK025773 


Hs.5822 


0 


3 


FLJ22120 fis, clone HEP18874 /cds=UNKNOW 


39E12 


1064 


1843 


AF208844 


Hs.5862 


0 


1 


BM-002 mRNA, complete cds /cds=(39,296) /gb=A 


173H9 


906 


1684 


NMJ)16090 


Hs.5887 


0 


2 


RNA.blndlng motif protein 7 (LOC51 120), mRNA / 


120E8 


1702 


2055 


NMJ>12179 


Hs.5912 


1.00E-146 


1 


F-box only protein 7 (FBX07), mRNA/cds=(205,17 


195D1 


1309 


2656 


AK025620 


Hs.5985 


0 


8 


cDNA' FU2 1967 fis clone HEP05652 hiahlvsim 


116A6 


1451 


2073 


AK024941 


Hs.6019 


0 


1 


cDNA: FU21288 fis, clone COL01927 /cds=UNKNOW 


113F9 


1232 


1598 


NM.002896 


Hs.6106 


1.00E-126 


1 


RNA binding motif protein 4 (RBM4), mRNA /cds=( 


520H1 


563 


1007 


NM_018285 


Hs.6118 


0 


2 


hypothetical protein FLJ10968 (FLJ10968), mR 


180H12 


5224 


5568 


AF315591 


Hs.6151 


1.00E-135 


1 


Pumifio 2 (PUMH2) mRNA, complete cds /cds=(23,3 


185A7 


612 


1558 


NMJ316001 


Hs.6153 


0 


6 


CGI-48 protein (LOC51098), mRNA /cds={107,167 


595G2 


3207 


4752 


Z97056 


Hs.6179 


0 


10 


DNA seq from clone RP3-434P1 on chromosome 22 


592B11 


234 


4611 


Ar745230 


Hs.6187 


1 .00E-1 30 


6 


Wd10e05x1 cDNA 3' end /clone=IMAGF*93B47n4 


590F2 


994 


1625 


NM_004517 


Hs.6196 


0 


3 


integrin-linked kinase (ILK), mRNA /cds=( 156, 


188A3 


1550 


2929 


M61906 


Hs.6241 


0 


3 


P1 3-klnase associated p85 mRNA sequence 








MrZ40Z0O 


rlS.DZoy 


ft 

u 


4 
1 


HT027 mRNA, complete cds /cds=(260,784) /gb=A 




on a 
OU4 


4 4 4 4 

mi 


Ai\u^4ooy 


Hs.62o9 


1 .00E-1 22 


1 


FLJ20886 fis, clone ADKA03257 /cds=(359, 


Afir\A 4 4 
40UM1 1 


■\ 1 ylQ 

i i**y 


1 Z4Z 






1 .00E-46 


1 


mRNA for KIAA1151 protein, partial cds /cds=(0 


4/OOtJ 




AA AG 

4 i4y 


K)KA A4/IQCQ 


Hs.6336 


1 .00E-1 06 


1 


KIAA0672 gene product (KIAA0672), mRNA /cds=( 


ioc a in 
. 1 £.Or\ 1 U 




I f Do 


i\iivi_uuof yi 


nS.booo 


U 


4 
1 


■ ji/^n r~ -— i — -j _ — lie fi(nr><ir\ — ni i a /__i_ /j j 

MORF-related gene 15 (IVIRG15), mRNA /cds=(1 31,1 


182F5 


143 


2118 


NM 01FM71 


ns.DJ/ o 


A 
U 


O 


uncharacterized hypothalamus protein HT010 


587E8 


398 


2287 


NM_016289 


Hs.6406 


0 


7 


M025 protein (LOC51719), mRNA /cds=(53, 1078) 


135C3 


2519 


3084 


AF130110 


Hs.6456 


0 


2 


clone FLB6303 PR01633 mRNA, complete cds /cds» 


178B5 


1744 


2425 


A| 1 17^C9 


He fi*v?7 


n 
u 


9 


DNA seq from clone RP5-876B10 on chromosome 
















1q42 


522F10 


2392 


2591 


NM_0D1183 


Hs.6551 


1.00E-110 


2 


ATPase, H+ transporting, lysosomal (vacuolar 


595C4 


1676 


21 97 


l\ IV l_ xic. I UUO 




u 


4 


suppressin (nuclear deformed epidermal autor 


481 F3 


745 


904 


AL1 17565 


Hs.6607 


9.00E-82 


1 


mRNA; cDNA DKF2p566F164 (from clone 
















DKFZp566F1 


124A3 


1046 


1575 


NM_017792 


Hs.6631 


0 


1 


hypothetical protein FLJ20373 (FLJ20373), mR 


177F11 


1966 


2281 


AB046844 


Hs.6639 


1.00E-152 


1 


for KIAA1624 protein, partial cds /cds=(0 




4o00 


5Z10 


NM_014856 


1 1 ACQl 

Hs.6684 


0 


2 


KIAA0476 gene product (KIAA0476), mRNA/cds=( 


54C6 


265 


756 


AB037801 


Hs.6685 


0 


1 


for KIM1 380 protein, partial cds /cds=(0 


75F7 


95 


3507 


AB014560 


Hs.6727 


0 


4 


for KIAA0660 protein, complete cds /cds=( 


4f 1 YY\£. 


2 


457 


Br9765S0 


Hs.6749 


0 


1 


602244267F1 cDNA, 5' end /clone=IMAGE:4335353 


60A1 


m9R 


1 OUi 




nS.D/ yu 


1 .UUc-1 55 


1 


for microvascular endothelial differenti 


I UUbS 


1A1 

«W i 


>t c >1 

404 


bto/oouy 


u n coon 
MS.bozU 


2.00E-58 


1 


601 487048F1 cDNA, 5' end /clone=IMAGE:3889762 


184F7 


1259 


1633 


nr use » 1 / 




o 




asnzu {noncLz) mrvNM, complete cas /cos— (<iyo, i 


195E7 


1250 


1711 


NM_004674 


Hs.6856 


0 


3 


ash2 (absent, small, or homeotic, Drosophila, 


135F11 


328 


600 


NMJD20188 


Hs.6879 


1.00E-151 


1 


DC13 protein (DC13), mRNA /cds=(1 75,41 4) /gb= 


172G2 


1477 


1782 


NMJ>15530 


Hs.6880 


1.00E-169 


1 


DKFZP434D156 protein (DKFZP434D156), mRNA /c 


483G5 


3712 


3947 


AL031681 


Hs.6891 


3.00E-72 


1 


DNA sequence from clone 862K6 on chromosome 
















20q12-13.1 


184B1 


1 


622 


AF006086 


Hs.6895 


0 


3 


Arp2/3 protein complex subunit p2 1 -Arc (ARC21 . 


599C12 


1 


622 


NM_005719 


Hs.6895 


0 


24 


actin related protein 273 complex, subunit 3 ( 


43A1 


2111 


2312 


AF037204 


Hs.6900 


9.00E-78 


1 


RING zinc finger protein (RZF) mRNA, complete c 


105F6 


638 


1209 


AK026850 


Hs.6906 


0 


1 


FU23197 fis, clone REC0091 7 /cds=UNKNOW 


178G10 


5939 


6469 


AJ238403 


Hs.6947 


0 


1 


mRNA for huntingtin interacting protein 1 /cd 


72A2 


178 


2992 


AF001542 


Hs.6975 


0 


9 


AF001542 /clone=alpha_est218/52C1 /gb= 


37F2 


1757 


2397 


AK022568 


Hs.7010 


0 


1 


FLJ12506 fis, clone NT2RM2001700, weakly 
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172A4 

177B8 

99B6 

160G8 

54G6 

594A7 

188A12 

594A2 

124C12 

147A8 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 

RAB7, member RAS oncogene family (RAB7), mRNA 

mRNA for KIAA1208 protein, partial cds /cds=(2 
succinyl-CoA synthetase alpha subunit (SUCLA1 
succinate-CoA ligase, GDP-forming, alpha sub 
GL004 protein (GL004), mRNA /cds=(72,728) /gb 
FLJ00071 protein, partial cds /cds=(3 
mRNA for KIAA1705 protein, partial cds /cds=(1 
mRNA; cDNA DKFZp761P06121 (from clone 
DKFZp761 

clones 23667 and 23775 zinc finger protein (LOC 
clones 23667 and 23775 zinc finger protein mRNA, 
compl 

zinc finger protein 259 (ZNF259), mRNA /cds=(2 
hypothetical protein FLJ22759 (FU22759), mR 
mRNA for KIAA1757 protein, partial cds /cds=<3 
mRNA; cDNA DKF2p434D0935 (from clone 
DKFZD434 

DNA sequence from clone RP4-568C11 on 
chromosome 20p1 

CGl-25 protein (LOC51070), mRNA /cds=(44,949) 
mRNA for KIAA1057 protein, partial cds /cds=(0 
mRNA for KIAA1224 protein, partial cds /cds=(0 
integral inner nuclear membrane protein (MAN1 
mRNA for KIAA0658 protein, partial cds /cds=(0 
AV702692 cDNA, 5' end /clone=ADBBQC12 /clone, 

okadaic acid-inducible and cAMP-regulated ph 
voltage-dependent anion channel 3 (VDAC3), mR 
mRNA; cDNA DKFZp761E0323 (from clone 
DKFZp761E 

hypothetical protein MGC3199 (MGC3199), mRNA 
hypothetical protein FLJ14153 (FU14153), mR 
COB\AMike protein (LOC55871), mRNA /cds=(64,9 
unknown mRNA /cds=(0,1261) /gb=AF126028 /gi= 
cDNA: FLJ21962 fis, clone HEP05564 /cds=UNKNOW. 

602282107F1 cDNA, 5' end /cione=IMAGE:4369729 

glucose transporter-like protein-Ill (GLUT3), compl 
solute carrier family 2 (facilitated glucose t 
zinc finger protein (MAZ) mRNA /cds=*UNKNOWN 
/gb=M9404 

protein phosphatase 2 {formerly 2A), regulator 
GABA(A) receptor-associated protein (GABARAP 
mRNA for KIAA0325 gene, partial cds /cds=(0,6265) 
/gb 

uncharacterized bone marrow protein BM036 (BM 
for KIAA0469 protein, complete cds /cds=( 
KIAA0469 gene product (KIAA0469), mRNA/cds=( 

B-cell associated protein (REA), mRNA /cds=(9 
FLJ13104 fis, clone NT2RP3002343 /cds=(28 
TERF1 (TRFI)-interacting nuclear factor 2 (T 
translation initiation factor 3 47 kDa subunit 
FLJ10457 fis, clone NT2RP1001424 /cds=UN 
makorin, ring finger protein, 1 (MKRN1), mRNA 
hypothetical protein FLJ20312 (FLJ20312), mR 
cDNA FU 13751 fis, clone PLACE3000339, weakly 
interferon-related developmental regulator 
forPC4 protein (IFRD1 gene)/cds=(219,158 



598D3 


1153 


1299 


NMJJ04637 Hs.7016 


8.00E-56 


1 


524C11 


5542 


5678 


AB033034 


Hs.7041 


3.00E-72 


1 


109E10 


452 


1093 


AF1 04921 


Hs.7043 


0 


1 


595F7 


449 


1150 


NMJJ03849 Hs.7043 


0 


2 


104H2 


644 


992 


NMJ)20194 HS7045 


1.00E-156 1 


155C1 


3322 


3779 


AK024478 


Hs7049 


0 


2 


473B1 


3029 


3439 


AB051492 


Hs.7076 


1.0OE-152 


! 1 


125E3 


3612 


3948 




Uo 7-1 t\A 


0 


1 


4QQR1 i 


i4oi 


1852 


NM_021188 


Hs.7137 


0 


2 




lOOU 


2178 


U90919 


Hs7137 


1.00E-174 


1 


486A11 


855 


1 186 


NM_003904 


Hs.7165 


1.00E-132 


1 


460B6 


2514 


3182 


NMJ321931 


Hs7174 


0 


1 


592H8 


3999 


4524 


AB051544 


Hs.7187 


0 


2 


IftfiAin 

lOUM iu 




468 


AL1 17502 


HS7200 


1.00E-141 


3 


127A12 


1503 


2688 


AL035661 


Hs7218 


n 

V 


0 


592G9 


12 


263 


NM_015953 


Hs7236 


1 OOP 1^fl 


2 


127E3 


2624 


4554 


AB028980 


Hs7243 


0 


3 


135F2 


5029 


R17C 
31/3 


AB033050 


Hs7252 


3.00E-78 


1 


57G1 


2299 


2723 


NM_014319 


Hs.7256 


0 


1 


122D11 


2920 


3123 


AB014558 


H<5 7?7fl 
l lo. i a o 


o.uut>r 4 


1 


471H6 


1 


449 


AV702692 


HS7312 


0 


1 


104G12 


4314 


4797 


AF084555 


Hs7351 


0 


2 




771 


1259 


IVIVI_UU0OO4 


Hs.7381 


0 


5 




355 


1252 


AL1 37423 


Hs.7392 


0 


3 


161F3 


1708 


2371 


NMJ)24045 


Hs.7392 


0 


1 




1107 


1362 


NM_022736 


Hs.7503 


1.00E-129 


1 


io/to 


09 


666 


NMJ)18491 


Hs.7535 


0 


2 


597E1 


2302 


2893 


AF1 26028 


Hs.7540 


0 


2 


473B6 


3006 


3302 


AK025615 


Hs.7567 


1.00E-158 


1 


3 l an 1 


-432 


720 


BG1 12505 


HS7589 


0 


2 


73A9 


106 


3912 


M20681 


Hs7594 


0 


8 


51 D3 


106 


3200 


NM_006931 


Hs7594 


0 


2 


596E8 


1512 


1748 


M94046 


Hs.7647 


1.00E-129 


2 


472A8 


1575 


1983 


NMJ)04576 


Hs.7688 


0 


1 


191A10- 


386 


889 


NMJ)07278 


Hs.7719 


0 


3 


459C4 


5636 


5897 


AB002323 


Hs.7720 


2.00E-87 


1 


99A12 


606 


1253 


NMJMB453 


HS7731 


0 


1 


72G8 


5806 


6409 


AB007938 


HS7764 


0 


5 


45G2 


6168 


6404 


NM_014851 


Hs7764 


1.00E-132 


1 



371 

2055 

865 

727 

1 

1295 
1 

3060 

472 

1381 



588 

2431 

1244 

860 

1007 

1793 

2013 

3588 

1251 

1711 



NMJD07273 

AK023166 

NM_012461 

U94855 

AK001319 

NM_013446 

NM_017761 

AK023813 

NM_001550 

Y10313 



Hs.7771 
Hs.7797 
Hs.7797 
Hs.7811 
Hs.7837 
Hs.7838 
Hs.7862 
Hs7871 
Hs.7879 
Hs7879 



1.00E-107 

0 

0 

5.00E-66 

1-00E-148 

0 

0 

0 

0 

1-00E-134 
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74H3 


4430 


4978 


AF302505 


Hs.7886 


0 


2 


Dellino 1 fPFI 11) mRMA rnmnlotp rdc /rHc-Mn^ft 

pcillliu I \rCLII] llir\lN/A, OUllipiclc UQs /UUS— \tUOO 


71 G3 


473 


1112 


NM 016224 


Hs 7905 


0 


2 




52C7 


1637 


2231 


AB029551 


Hs 791 0 


0 


-j 


YEAF1 mRNA fnr YY1 anri P/1TF1 acenriatoH fartrtr 


177H5 


6411 


6045 


AB002321 


Hs.7911 


0 


1 


KIAA0323 gene, partial cds /cds={0,2175) /gb 


114C8 


1678 


3078 


NM_017657 


Hs.7942 


1.00E-149 


2 


hvootheHcal omtpin Fl l?nnan /Fl jpnnftn^ mR 


169D8 


1453 


2158 


AK001437 


Hs.7943 


0 


1 


FLJ 10575 fis, clone NT2RP2003295, highly 


599G8 


618 


1204 


NM_00379B 


Hs.7943 


0 




RPB5-mediatina Drotein (RMP^ mRNA /als=f465 


127E11 


107 


796 


NM_016099 


Hs.7953 


0 


3 


HSPC041 protein (LOC51125), mRNA/cds=(141,45 


98D6 


4769 


6506 


NM_001111 


Hs.7957 


0 


20 


artenn^lnp Hpamlnaep RMA-enprifir /ADAR) tr 


37H10 


2479 


6594 


X79448 


Hs 7957 


0 


8 


in-*» iimiMrA lor lypy i pruiein /cos— ^ I ioD,oyouj /g 


17BG4 


4209 


5132 


AB028981 


Hs B021 


0 


4 


mRNA fnr KIAAIH^A nrntpin narlial rrlc Ir-Ac— fn 
llirvi>ir\ IUJ r\Jr\r\ 1 U«JO UlUtclll, p&IUdl UUS /CU5~^U 


118E9 


630 


1688 


NM 006083 




0 


2 


iin, cyioMne, aown-reguiaior ot mlm ii y\t\) t mKN 


171A8 


1658 


1973 


AKnn?n?R 

ni\UU£ U £Q 


nb.OUOO 


I .uuc- ID J 


1 


rLJl ijo4 ns, clone PLACE 1007226, weakly 


103G5 


1504 


1977 


NM_018346 


Hs.8033 


0 


1 


hypothetical protein FLJ11164 (FLJ11164), mR 


179G7 


2860 


3032 


AK022497 


Hs.8068 


6.00E-46 


1 


FU12435 fis, clone NT2RM1000059 /cds=(88 


594A1 1 


2327 


2658 


til j A4fi14n 

NM_018210 


Hs.8083 


1.00E-167 


1 


hypothetical protein FLJ10769 (FLJ10769), mR 


103B5 


1968 


2448 


AF267856 


Hs.6084 


0 


1 


HT033 mRNA, complete cds /cds={203,931 ) /gb=A 


98 E4 


1367 


1808 


AF1 13008 


Hs.8102 


0 


7 


clone FLB0708 mRNA sequence /cds=UNKNOWN 


191H10 


4581 


5819 


NM DISfiQS 


Uq hi 17 
ns.o I I / 


n 


*5 


eroDz-iniera ciing protein tKtJiN (LLH^ooyi4), 


99F1 








ns.oJ lo 


U 


■t 


mKNA tor r\iAA0o50 protein, partial cds /cds={0 


165H11 


488 




IN I Vl^U^ HHK) 0 


He ft1 71 


o.uut-yj 


4 
1 


Notcn (Drosopnda) nomolog 2 (NOTCH2). mRNA / 


515C7 


2188 


2514 


Al 0^0^71 

/Al_UOU«J I 1 


Uo ft 1 Oft 

ns.o i £.0 


1 .UUC- 1 1** 


I 


mKNA, cuN/A Ur\r^pt>bbvj^z4D (from clone 
















DKFZp566G 


166A12 


234 


1196 


AF131856 


Hs.8148 


1.00E-155 


2 


clone 24856 mRNA sequence, complete cds /cds=( 


520H8 


512 


712 


NM 016275 


Hs 8148 


1 .vUL 1 1 U 


1 


aobnrtnrnfoin T /I Ctr*f^i7i A\ mDMA i<^-4o^M TO o 

seienQproietn i ^lul/oi/i^, mKJNM /cas s poo,o^ 




1 
i 


/ JO 


mm ni/<flflK 
WML-U I'tOOD 


L-le- Q17A 

MS. 01 70 


4 Arte -i 0 
1. 00 c- 152 


3 


hypothetical protein (YR-29), mRNA /cds=(82,8 


105F12 


349 


760 


AKfinififi5 

/ArxUk/ 1 DOj 


He ft 17^ 
ns.o 1 1 0 


n 


i 


rLJlUoUJ TIS, Clone N l^Kr40uOooo /CdS = (1 


75A7 


7?7 

(Of 


\H<JO 


r\ruuuoo^ 


ns.oiou 


u 


•1 
1 


syntenin (sycl) mRNA, complete cds /cds=(148,1 


64 H5 


105 


D 1 O 


!>JlVl_UUOOiO 


Me ft 1 an 
ns.o 1 ou 


n 
u 


«j 


syndecan binding protein (syntenin) (SDCBP), 


O 1 O J 




ODOU 




n<t an 
nS.olo^ 


U 


z 


for KIAA0796 protein, partial cds /cds=(0 


39G2 




1 R7^ 




nS.oloo 


U 


4 


unknown mRNA /cds=(76,1428) /gb=AF042284 /gi 


192G5 


1 uot 


1 SOU 


MM n011QQ 


ns.oioo 


n 
u 


Q 
O 


CGI-44 protein; sulfide dehydrogenase like (y 




ItOO 




Mr^oyi ou 


nS.ozUJ 


U 




transmembrane protein TM9SF3 (TIVI9SF3) mRNA, c 


115H4 


1251 


3187 


NM_020123 


Hs.8203 


0 


12 


endomembrane protein emp70 precursor isolog ( 


113F12 


2349 


3576 




ns.ot i / 




9 


DNA sequence from clone RP11-51701 on 


















125D5 


582 


1050 


NM_005006 


Hs.8248 


0 


1 


MA OH dphvHfrtfipn^^p ^nhintiinnnp^ Fp-Q nmfoin 


460D3 


4851 


5043 


AF035947 


Hs.8257 


7.00E-76 


1 


cytokine-inducible inhibitor of signalling t 


111E7 


729 


3182 


NM_0 13995 


Hs.8262 


0 


2 


Iv/QfiQAmaLaQCftpiafprl mpmhfnno nrntpin 0 (I Ah/I 
iy&u*uinai-cissuwcnou nits/ 1 iui dim piuicin ^ ^LrSSvI 


590F10 


3012 


4133' 


AK022790 


Hs.8309 


0 


Q 




109B1 


138 


476 


AW973507 


Hs.8360 


1.O0E-161 


1 


EST385607 /gb=AW973507 /gi=8 164886 /ug= 


61A3 


1137 


1649 


AB033017 


Hs.8594 


0 


1 


for KIAA11Q1 nrntpin narfi^l ed^ /cri^=/n 


523E12 


905 


2998 


NM_007271 


Hs.8724 


0 


4 


serine threonine protein kinase (NDR}, mRNA/ 


590G2 


3618 


3932 


NM_018031 


Hs.8737 


1.00E-166 


3 


WD repeat domain 6 (WDR6), mRNA /cds=(39 l 3404) 


464C3 


2299 


2494 


NMJ)18255 


Hs.8739 


1.00E-107 


1 


hypothetical protein FLJ10879 (FLJ10879), mR 


128H8 


1580 


1711 


NM_018450 


Hs.8740 


2.00E-64 


1 


uncharacterized bone marrow protein BM029 (BM 


179D3 


921 


1457 


AF083255 


Hs.8765 


0 


1 


RNA helicase-related protein complete c 


195H11 


1247 


1481 


NM_007269 


Hs.8813 


100E-100 


1 


syntaxin binding protein 3 (S7XBP3), mRNA /cds 


460F1 


68 


308 


AA454036 


Hs.8832 


1.00E-105 


1 


zx48b04.r1 cDNA, 5' end /clone=IMAGE:795439 / 


110E10 


3672 


5371 


AB032252 


Hs.8858 


0 


3 


BA21A mRNA for bromodomain adjacent to zinc fi 


113D1 


4814 


5890 


NM_013448 


Hs.8858 


0 


2 


bromodomain adjacent to zinc finger domain, 1A 


120H7 


373 


633 


NM_017748 


Hs.8928 


1.00E-143 


1 


hypothetical protein FLJ20291 (FU20291), mR 


470F10 


1670 


2260 


NM_003917 


Hs.8991 


0 


2 


adaptor-related protein complex 1, gamma 2 su 


72H11 


1785 


2418 


M11717 


Hs.8997 


1.00E-147 


23 


heat shock protein (hsp 70) gene, complete cds 



/cds={2 
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519E7 

142E2 

108B9 

47C7 

590A4 

168D11 

63H9 

167B11 

196D5 

192F3 

121C3 

196B6 

331 B5 

592E11 

515D6 

124A5 

122A7 

591 E2 

111G2 

469D5 

590D5 

112E7 

106C7 

127B1 

462E5 

190E3 

61B6 

110F6 

196E10 

49D8 

129C7 
62F11 

460D5 

179C12 
482D12 
184F4 

186F10 
461E3 

598D5 
125D9 
36A7 

54H1 
596B8 

458G7 
115D2 

148H9 
173D5 
39B7 
592H5 



270 729 

1265 1518 

1160 1823 

452 795 

791 1377 

1000 1641 

799 1163 

1465 1863 

1021 1492 



NMJJ03574 Hs.9006 0 

AK022215 Hs.9043 1.00E-107 

AJ002030 Hs.9071 0 

AB011420 Hs.9075 0 

NM_004760 Hs.9075 0 

NM_017426 Hs.9082 0 

Y17829 Hs.9192 0 

NM_006251 Hs.9247 0 

AK024327 Hs.9343 0 



245 

3381 

959 

2624 

1 

1739 

13B7 

1484 

1626 

4208 

932 

172 

1065 

1066 

1003 

332 

101 

2571 



790 

3567 

1551 

2950 

479 

2091 

1762 

1928 

2194 

5361 

3551 

742 

1753 

1641 

1429 

487 

356 

2764 



NM_017983 

AF217190 

NMJ)03601 

AF027302 

NM_002520 

AB037796 

NM_012068 

AB028963 

AF1 23073 

AB033076 

AK022758 

NMJ301425 

NM.001814 

X87212 

NMJ)14959 

AW293461 

NM_016551 

AL 163249 



Hs.9398 

Hs.9414 

Hs.9456 

Hs.9573 

Hs.9614 

Hs.9663 

Hs.9754 

Hs.9846 

Hs.9851 

Hs.9873 

Hs.9908 

Hs.9999 

Hs.10029 

Hs. 10029 

Hs.10031 

Hs.10041 

Hs.10071 

Hs.10175 



0 

3.00E-90 
0 

1,00E-179 
1.00E-139 
1.00E-160 
0 

1.00E-154 

0 

0 

1.00E-178 

2.00E-94 

0 

0 

0 

3.00E-46 
6.00E-98 
7.00E-94 



5310 


5808 


D87432 


Hs.10315 


0 




5312 


5753 


NMJ)03983 


Hs.10315 


0 




315 


2207 


AK024597 


Hs.10362 


0 


3 


1000 


1364 


AB018249 


Hs. 10458 


0 


1 


1239 


2034 


AL031685 


Hs.10590 


0 


2 


86 


815 


AL357374 


Hs. 10600 


0 


4 


3765 


4300 


AK000005 


Hs.10647 


0 


2 


1753 


2359 


NMJD04848 


Hs.10649 


0 


1 


2686 


3194 


AL1 37721 


Hs. 10702 


0 


1 


2688 


3084 


NM_017601 


Hs. 10702 


1.00E-137 


2 


593 


1110 


NMJ321821 


Hs. 10724 


0 


1 


660 


1191 


NM_014306 


Hs. 10729 


0 


2 


104 


397 


NMJ302495 


Hs. 10758 


1.00E-165 


1 


172 


1114 


NM_006325 


Hs. 10842 


0 


11 


240 


1467 


NM_012257 


Hs. 10882 


0 


2 


1186 


1895 


AK025212 


Hs. 10888 


0 


17 


989 


1492 


Z78330 


Hs.10927 


0 


1 


308 


638 


BF793378 


Hs.10957 


1.00E-102 


1 


226 


863 


AF021819 


Hs. 10958 


0 


1 


356 


816 


NM_007262 


Hs. 10958 


0 


1 


1553 


2256 


AF063605 


Hs. 11000 


0 


1 


1553 


2257 


NM_015344 


Hs. 11000 


0 


3 



heat shock 70kD protein 1A (HSPA1A), mRNA /cds= 

VAMP (vesicle-associated membrane protein)-a 
FLJ12153 fis, Clone MAMMA1 000458 /cds=UNK 
for putative progesterone binding protein 
for DRAK1 , complete cds /cds=(1 17,1361) / 
serine/threonine kinase 17a (apoptosis-induc 
nucleoporin p54 (NUP54), mRNA /cds=(25, 1542) 
for Homer-related protein Syn47 /cds=(75, 
protein kinase, AMP-activated, alpha 1 cataly 
cDNA FLJ14265 fis, clone PLACE1 002256 /cds=UNK 

hypothetical protein FU10055 (FU10055), mR 
MLEL1 protein (MLEL1) mRNA, complete cds/cds= 
SWI/SNF related, matrix associated, actin dep 
TNF-alpha stimulated ABC protein (ABC50) mRNA 
nucleophosmin (nucleolar phosphoprotein B23 
mRNA for KIAA1375 protein, partial cds /cds=(0 
activating transcription factor 5 (ATF5), mRN 
mRNA for KIAA1040 protein, partial cds /cds=(0 
C/EBP-induced protein mRNA, complete cds /cds 
mRNA for KIAA1250 protein, partial cds /cds=(0 
cDNA FLJ12696 fis, clone NT2RP1000513. highly 
epithelial membrane protein 3 (EMP3), mRNA/c 
cathepsin C (CTSC), mRNA /cds=(33,1 424) /gb=N 
cathepsin C /cds=(33,1424) /gb=X87212 / 
KIAA0955 protein (KIAA0955), mRNA /cds=(31 3,1 
Ul-H-BI2-ahm-e-02-0-Ul.s1 cDNA, y end /don 
seven transmembrane protein TM7SF3 (TM7SF3), 
chromosome 21 segment HS21C049 /cds=( 128,2599 

K1AA0245 gene, complete cds /cds=(261,1808) 

solute carrier family 7 (catlonic amino acid t 

cDNA: FLJ20944 fis, clone ADSE01780 /cds=UNKNO 

CC chemokine LEC, complete cds /cds=(1 
DNA sequence from clone RP5-963K23 on 
chromosome 20q1 

DNA sequence from done RP11-353C18 on 
chromosome 20 

FU00005 protein, partial cds /cds=(0 
basement membrane-induced gene (ICB-1), mRNA 
mRNA; cDNA DKF2p761H221 (from clone 
DKF2p761H2 

hypothetical protein DKF2p761H221 (DKF2p761H 
MDS023 protein (MDS023), mRNA /cds=(335,1018) 

hypothetical protein (HSPC1 1 7), mRNA /cds=(75 
NADH dehydrogenase (ubiquinone) Fe-S protein 
RAN, member RAS oncogene famiryRAN, member 
RAS 

HMG-box containing protein 1 (HBP1), mRNA /cds 
cDNA- FLJ21559 fis, clone COL06406 /cds=UNKNOW 

HSZ78330 cDNA /clone=2.49-(CEPH) /gb=278330 
602254823F1 cDNA, 5' end /done=IMAGE:4347076 

RNA-binding protein regulatory subunit mRNA, 
RNA-binding protein regulatory subunit (DJ-1 
brain my047 protein mRNA, complete cds /cds=(8 
MY047 protein (MY047), mRNA /cds=(84,479) /gb 
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112G3 


2591 


3180 


AB046813 


Hs.11123 


0 


1 


mRNA for KIAA1593 protein, partial cds /cds=(4 


592E8 


251 


725 


NM_014041 


Hs.11125 


0 


2 


HSPC033 protein (HSPC033), mRNA /cds=(1 68,443 


477A2 


1610 


1697 


NM_003100 


Hs.11183 


8.00E-43 


2 


sorting nexin 2 (SNX2). mRNA /cds= (29, 1588) /g 


41 G4 


6498 


6751 


AB014522 


Hs. 11238 


1.00E-142 


1 


for KIAA0622 protein, partial cds /cds=(0 


519A3 


759 


987 


NM_018371 


Hs.11260 


1.00E-127 


1 


hypothetical protein FLJ11264 (FU11264), mR 


175B4 


404 


688 


BE788546 


Hs 11355 


4.00E-75 




ou it/o loor i cuimav, 3 ena /cione— JMMv3c.oo/oy4c5 


114F11 


245 


401 


BF665055 


Hs.11356 


4.00E-55 


1 


602119656F1 cDNA, 5' end /c)one=IMAGE:4276860 


40D2 


96 


824 


U59808 


Hs. 11383 


0 


1 


monOf*\/ip f*h<*mntp/*Hi* nrnto!n_4 r\roc\mr\r /IWIfD—AA 

mR 


109C3 


767 


2345 


M74002 


Hs.11482 


0 


2 


arginine-rich nuclear protein mRNA, complete cds /cds 


117G9 


408 


2345 


NM_0Q4768 


Hs.11482 


0 


8 


splicing factor, arginine/serine-rich 1 1 (SF 


458G6 


2053 


2164 


AK022628 


Hs.11556 


1.00E-54 


1 


cDNA FLJ12566 fis, clone NT2RM4000852 /cds=UNK 


i D1C7 


644 


1004 


AK021632 


Hs.11571 


1.00E-167 


1 


cDNA FLJ1 1570 fis, clone HEMBA1 003309 /cds=UNK 


458B3 


85 


522 




n5. 1 IOa*f 




1 


ywuatw.si CDNA, 3 end /clone-IMAGE. 129294 / 


146B6 


498 


677 


BE794595 


Hs.11607 


5.00E-82 


1 


601590368F1 5' end /clone=IMAGE:3944489 


516F12 


388 


711 


BG288429 


Hs.11637 


1.00E-132 


1 


602388093F1 cDNA, 5' end /clone=IMAGE:4517086 


fif"JR1 
OUD 1 




1 RQ9 

I ooZ 


NWMJUOiZi 


nS.liool 


0 


1 


thyroid hormone receptor-associated protein, 




ZD 1 O 




mm nnnocn 


HS.11899 


9.00E-72 


1 


34iydroxy-3-methylglutaryl-Coenzyme A reduc 


39F10 


1 


221 


BF668230 


Hs.12035 


1.00E-120 


2 


602122419F1 cDNA, 5' end /done=IMAGE:4279300 


cQcno 

oyouo 




o4y 


U72514 


Hs. 12045 


0 


2 


C2f mRNA, complete cds 


481 E7 


1902 


2190 


A nAOO AAA 

AB028986 


Hs. 12064 


1.00E-151 


1 


mRNA for KIAA1063 protein, partial cds /cds=(0 


*»oouy 




»>coo 

zoyy 


NM — 004003 


Hs. 12068 


8.00E-91 


1 


carnitine acetyltransferase (CRAT), nuclear 


ilOnO 






NM_U03321 


11 _ J AAA < 

Hs. 12084 


0 


1 


Tu translation elongation factor, mitochondri 


44A4 


319 


836 


S75463 


Hs.12084 


0 


1 


P43=mitochondrial elongation factor homolog [human, 
live 


114F7 


4254 


4495 


AL1 37753 


Hs.12144 


100E-115 


1 


mRNA; cDNA DKFZp434K1412 (from clone 
















DKFZp434K 


123F12 


1 


219 


NMJ)21203 


Hs.12152 


1.00E-114 


1 


APMCF1 protein (APMCF1), mRNA /cds=(82, 225) / 


519H7 


166 


753 


AK025775 


Hs.12245 


0 


1 


cDNA: FU22122 fis, clone HEP19214 /cds=UNKNOW 


70E3 


953 


4720 


AB014530 


Hs. 12259 


0 


3 


for KIAA0630 protein, partial cds /cds=(0 


107H1 


680 


1078 


AK024756 


Hs. 12293 


0 


1 


FLJ21103 fis clone CAS04883 /cds=M07 1 


71 E5 


4750 


5283 


NM_003170 


Hs.12303 


0 


1 


suppressor of Ty (S.cerevisiae) 6 homolog (SUP 


106F3 


977 


1490 


AL050272 


Hs. 12305 


0 


1 


cDNA DKFZp566B1 83 (from clone DKFZp566B1 


481 F4 


1859 


2403 


NM_015509 


Hs.12305 


0 


1 


DKFZP566B183 protein (DKFZP566B183). mRNA /c 


114D3 


1271 


1520 


AF038202 


Hs.12311 


1.00E-118 


1 


clone 23570 mRNA sequence /cds=UNKNOWN 
















/gb=AF0 




IUUO 






Hs.12315 


1.00E-121 


1 


cDNA FLJ11608 fis, clone HEMBA1 003976 /cds=(56 


167A8 


71 


723 


BG034192 


Hs.12396 


0 


2 


602302446F1 cDNA, 5' end /clone=lMAGE:4403866 


460E9 


3808 


4166 


D83776 


Hs.12413 


1.00E-176 


1 


mRNA for KIAA01 91 aenp nartial cds Jcd*=(fi d^?\ 


157E1 


1887 


3154 


NMJJ20403 


Hs.12450 


0 


3 


/gb 

cadherin superfamily protein VR4-11 (LOC57123 


69F11 


2715 


3447 


AK001676 


Hs.12457 


0 


1 


FLJ10814 fis, clone NT2RP4000984 /cds=(92 


118B8 


5781 


6374 


AB032973 


Hs. 12461 


0 


1 


mRNA for KIAA1 147 protein, partial cds /cds=(0 


193G12 


2069 


2368 


NM_005993 


Hs.12570 


1.00E-169 


1 


tubulin-specific chaperone d (TBCD), mRNA /cd 


459D11 


2828 


3122 


NMJD21151 


Hs. 12743 


1.00E-147 


1 


carnitine octanoyltransferase (COT), mRNA /c 


196H4 


1 


5439 


AB046785 


Hs. 12772 


0 


2 


mRNA for KIAA1565 protein, partial cds /cds=(0 


56G11 


458 


1088 


AL080156 


Hs.12813 


0 


1 


cDNA DKFZ0434J214 (from clone DKFZp434J2 


476E6 


1221 


1638 


NM_006590 


Hs.12820 


0 


1 


SnRNP assembly defective 1 homolog (SAD1), mRN 


109E7 


1 


180 


AF208855 


Hs.12830 


3.00E-79 


1 


BM-013 mRNA, complete cds /cds=(67,459) /gb=A 
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458A2 


1818 


2276 


AK026747 


Hs.12969 


0 


1 


466D10 


1469 


1745 


AK001822 


Hq 1 9QQQ 


y.uuc-jy 


4 
1 


187A11 


1866 


2555 


NMJJO3330 


I Hs.13046 


0 


2 


60D9 


1757 


3508 


X91247 


Hs. 13046 


0 


3 


75D7 


2071 


2550 




riS.iol oj 


0 


1 


196C2 


190 


845 




ns.io i 


0 


2 


480G6 


11 


3B0 


AL570416 


Hs.13256 


1.00E-161 


1 


196H3 


2814 


3382 


MDUiiUDOo 


HS. 13264 


0 


1 


460H3 


127 


431 




Hs. 13268 


1.00E-151 


1 


170B2 


1487 


1635 


AB011164 


Hs.13273 


1.00E-69 


1 


115E6 


£ I DO 




AKQ257Q7 


Hs.13277 


1.00E-124 


1 


110F10 


119 


648 


Dtioo/ yuo 


Hs. 13328 


0 


1 


36C2 


427 


4137 


AF054284 


Hs.13453 


0 


5 


594C3 


5 


4229 


NMJ512433 


Hs.13453 


0 


10 


110C6 


4 


1853 


AF131753 


Hs.13472 


0 


5 


173B6 


1156 


1672 


INIVMJ lOlOO 


Hs. 13493 


0 


1 


462C4 


794 


1093 


Rr*nni ano 
di_»uu i yuy 


HS. 13580 


1.00E-115 


1 


597H11 


412 


936 


NIVI_Uj41 /4 


Hs. 13645 


0 


1 


107F8 


429 


821 


AK025767 


no. I Of DO 


u 


<4 
J 


102D12 


3153 


4764 


AF000993 


Ue 

no. 1 090U 


n 

V 




515G12 


1710 


2120 


AK025425 




U 


2 


480H5 


1945 


2259 


AK024228 


Hs. 14070 


1.00E-119 




61 D1 


73 


499 


NMJ)14245 


Hs.14084 


0 


1 


122E4 


2162 


2685 


NM_014454 


Hs.14125 


0 


1 


123D9 


22 


722 


NM_001161 


Hs.14142 


o 


■J 


460F11 


1084 


1322 


NM_017827 


Hs. 14220 


4.00E-74 


-j 


458D2 


127 


536 


NM_018648 


Hs.14317 


0 


1 


167G1 


30 


198 


AK022939 


Hs.14347 


3.00E-91 


1 


117H10 


975 


1721 


NM 003022 


no. )*rOOO 


u 


1 


591 B12 


1082 


1801 


mm nnifii4 


ns. i«to/D 


u 


9 


179H3 


1160 


1791 


X04098 


H«; 14T7R 

no. i*rOi O 


1 .UUC- J (O 


0 


116D9 


5818 


6073 


NM 012199 


He i4*;?n 


□ ,UUC-t>4 


J 


64D11 


1901 


2506 


NM_003592 


Hs.14541 


0 


1 


516F4 


750 


1331 


AK025166 


Hs.14555 


0 


1 


459G5 


i 


260 


AK025269 


Hs.14562 


5.00E-88 


1 


521 B7 


7 


1825 


NMJJ05335 


Hs. 14601 


0 


8 


110D7 


7 


1295 


X16663 


Hs. 14601 


0 


3 


114D11 


1460 


1559 


IMIVJ_UUJOo4 


Hs.1461 1 


1.00E-45 


1 


589A3 


1665 


2197 


NM_016293 


H<i 14770 

1 JO- It i t sJ 


o 


o 


104C8 


2113 


2380 


AB031050 


Hs. 14805 


1.00E-135 


2 


481D10 


2466 


2694 


NM_013272 


Hs.14805 


1.00E-68 


1 


125B2 


2704 


3183 


NM_001455 


Hs. 14845 


0 


1 


500D7 


2174 


2379 


AL050021 


Hs.14846 


1.00E-100 


1 


123B5 


1793 


2195 


NM_016598 


Hs.14896 


0 


1 


499E2 


1266 


1549 


AB020644 


Hs.14945 


1.00E-155 


3 


123H6 


2980 


3652 


NM_007192 


Hs.14963 


0 


3 


61G10 


264 


528 


D13627 


Hs.15071 


1.00E-144 


1 



cDNA: FLJ23094 fis, clone LNG07379, highly sim 
cDNA FU10960 fis, done PLACE1 000564 /cds=UNK 

thioredoxin reductase 1 (TXNRD1), mRNA/cds=( 
thioredoxin reductase /cds=(439,1932) 
adaptor protein Lnk mRNA, complete cds /cds=(3 
cDNA: FLJ22586 fis, clone HS102774 /cds=UNKNOW 

AL570416 cDNA /cbne=CSOD!020YK05-(3-prime) 
mRNA for KJAA0856 protein, partial cds /cds=(0 
601 556721 F1 cDNA, 5' end /clone=IMAGE:3826637 

for KIAA0592 protein, partial cds /cds=(0, 

cDNA: FLJ22054 fis, clone HEP09634 /cds-(144,9 

601067373F1 cDNA, 5' end /clone= IMAGE: 3453 594 

spliceosomal protein SAP 155 mRNA, complete cd 
splicing factor 3b, subunit 1, 155kD (SF3B1), m 
clone 24859 mRNA sequence /cds=UNKNOWN 
/gb=AF 

like mouse brain protein E46 (E46L), mRNA /cds= 
clone IMAGE:3537447, mRNA, partial cds /cds= 
HSPC144 protein (HSPC144), mRNA /cds=(446, 112 

FU221 14 fis, clone HEP18441 /cds=UNKNOW 
ubiquitous TPR motif, X isoform (UTX) mRNA, alt 
cDNA: FLJ21772 fis, clone COLF7808 
/cds=UNKNOW 

cDNA FLJ14166 fis, clone NT2RP1000796 /cds=(20 

ring finger protein 7 (RNF7), mRNA /cds=(53,394 
p53 regulated PA26 nuclear protein (PA26), mRN 
nudix (nucleoside diphosphate linked moiety 
hypothetical protein FLJ20450 (FLJ20450), mR 
nucleolar protein family A, member 3 (H/ACA sm 
cDNA FLJ12877 fis, clone NT2RP2003825 /cds=(3 
SH3 domain binding glutamic acid-rich protein 
actin, gamma 1 (ACTG1), mRNA /cds=(74,1 201 ) /g 
cytoskeletal gamma-actin /cds=(73,1200) /g 
eukaryotic translation initiation factor 2C, 
cuilin 1 (CUL1), mRNA /cds=(1 24,2382) /gb=NM_0 
cDNA: FU21513 fis, clone COL05778 /cds=UNKNOW 

cDNA: FU21616 fis, clone COL07477 /cds=(1 19,1 

hematopoietic cell-specific Lyn substrate 1 

HS1 gene for heamatopoietic lineage cell specific pro 

dual specificity phosphatase 11 (RNA/RNP comp 
bridging integrator 2 (B!N2), mRNA /cds=(38,17 
for organic anion transporter OATP-D, com 
solute carrier family 21 (organic anion transp 
forkhead box 03A (FOX03A), mRNA /cds=(924,2945 

mRNA; cDNA DKFZp564D016 (from clone 
DKFZp564EX) 

DHHC1 protein (LOC51304), mRNA /cds=(21 4,1 197 

mRNA for KIAA0837 protein, partial cds /cds=(0 
chromatin-specific transcription elongation 
KIAA0002 gene, complete cds /cds=(28,1674) / 



217 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



460D10 


2162 


4305 


NM 014837 


Me 1 «50ft7 
rio. i juo/ 


n 
u 


A 
*t 


immmu^ou gene product (KIAA0250), mRNA fcds=( 


176E12 


9289 


9739 


NMJ)22473 


Hs. 15220 


0 


1 


zinc finger protein 106 (2FP106), mRNA /cds=(3 


487E11 


1561 


1989 




nb. lO^Hj 


n 
u 


1 


nucleolar protein 1 (120kD) (NOL1), mRNA /cds= 


75E11 


1628 


2201 


AF127139 


Hs. 15259 


0 


20 


Bcl-2-binding protein BIS (BIS) mRNA, complete 


71H9 


1656 


2532 


NM_004281 


Hs. 15259 


0 


12 


BCL2-associated athanogene 3 (BAG3), mRNA /cd 


484G9 


465 


1006 


NM_005826 


Hs.15265 


0 


1 


heterogeneous nuclear ribonucleoprotein R ( 


480H8 


2013 


2635 


•AB037828 


Hs. 15370 


0 


1 


mRNA for KIAA1407 protein, partial cds /cds=(0 


587G9 


2436 


2769 


AK024088 


Hs. 15423 


1.00E-167 


1 


cDNA FLJ14026 lis, clone HEMBA1 003679, weakly 


483D6 


5239 


5810 


NMJJ04774 


Hs. 15589 


0 


1 


PPAR binding protein (PPARBP), mRNA /cds=(235, 


514A7 


673 


942 


NMJ306833 


Hs. 15591 


1.00E-151 


1 


COP9 subunit 6 (MOV34 homolog, 34 kD) (MOV34-34 


125A2 


522 


746 


NM_024348 


Hs. 15961 


1.00E-112 


1 


dynactin 3 (p22) (DCTN3), transcript variant 


591 A5 


295 


704 


NMJ)05005 


Hs. 15977 


0 


3 


NADH dehydrogenase (ubiquinone) 1 beta subcom 


39H12 


1641 


1993 


X74262 


Hs. 16003 


1.00E-180 


1 


RbAp48 mRNA encoding retinoblastoma binding prot 


113A9 


1328 


1891 


NM_016334 


Hs. 16085 


0 


1 


putative G-protein coupled receptor (SH120), 


45C2 


765 


1674 


NMJJ06461 


Hs. 16244 


0 


2 


mitotic spindle coiled-coil related protein ( 


494H10 


113 


2576 


NMJ)16312. 


Hs. 16420 


0 


3 


Npw38-Wnding protein NpwBP (LOC51729), mRNA 


40D8 


52 


246 


Y13710 


Hs. 16530 


1.00E-107 


1 


for alternative activated macrophage spe 


597E7 


244 


524 


AL523085 


Hs. 16648 


1.00E-147 


1 


AL523085 cDNA /c!one=CS0DC001YF21-(5-prime) 


458D11 


232 


319 


AY007106 


Hs.16773 


1.00E-42 


1 


clone TCCCIA00427 mRNA sequence 
















/cds=UNKNOWN 


70F2 


824 


991 


AL021786 


Hs.17109 


2.00E-90 


2 


DNA sequence from PAC 696H22 on chromosome 
















Xq21.1-21.2 


167C5 


5768 


5905 


D86964 


Hs. 17211 


3.00E-62 


1 


mRNA for K1AA0209 gene, partial cds /cds=(0,5530) 
/gb 




tAOA 




AL1 62070 


Hs. 17377 


1 .00E-1 03 


1 


mRNA; cDNA DKFZp762Hl86 (from done 
















ni^C7n70LH 

UfthZp/o^nl 


70G11 


1384 


1885 


AK023680 


Hs. 17448 


o 




rLJiooio Tis, cione rLAOtioiuyzo /cos—link. 


129C11 


2458 


3044 


U47924 


HS. 17483 


0 


2 


chromosome 12p13 sequence /cds=(1 94,1 570) 
















/gb=U4792 


467H3 


4713 


4908 


NM_014521 


Hs.17667 


1.00E-61 


1 


SH3-domain binding protein 4 (SH3BP4), mRNA / 


71A11 


100 


370 


BG035218 


Hs.17719 


1.00E-142 


1 


602324727F1 cDNA, 5' end /clone=IMAGE:44 12910 


598C7 


513 


902 


NM 021622 


Hs. 17757 


I >Uvl." I to 


i 
i 


pleckstnn homology domain-containing, fami 


595A7 


3296 


5680 


AB046774 


Hs. 17767 


o 


5 


mr\iNH Tor i\immiod4 protein, partial cos /cds = (U 


58D12 


5225 


5857 


AB007861 


Hs 17803 


o 


1 


rviMAU'HJl mr\iN/\, partial COS /COS— (U,lUoo; /gD— 


524G8 


357 


809 


NM_014350 


Hs.17839 


o 


1 


1 iNi-muuL-cu pruicin vooz -i/, mr\NM /cos— \ iy/,f 


521 B10 


1008 


1476 


NM_002707 


Hs. 17883 


o 


2 


protein pnospnaiase iu ^Tormerry magnesiu 


69B12 


1014 


1490 


Y13936 




o 


\ 
i 


for protein phosphatase 2C gamma /cds=(24, 


178E6 


1903 


4365 


NM 014827 


Hs. 17969 




3 


KiAAUobo gene product (KiAA0663), mRNA /cds=( 


173H3 


481 


2362 


AK001630 


Hs. 18063 


a 


4 


cDNA FLJ107R8 fi<? rlnnp NT?RPdnnm*\n /rrics=l IM 


113A8 


1285 


1393 


NM_005606 


Hs.18069 


5.00E-48 


1 


protease, cysteine, 1 (legumain) (PRSC1), mRN 


118H9 


3709 


3950 


AB020677 


Hs.18166 


1.00E-125 


1 


mRNA for KIAA0870 protein, partial cds /cds=(0 


513H7 


2204 


2757 


NM__005839 


Hs.18192 


1.00E-112 


3 


Ser/Arg-related nuclear matrix protein (plen 


523G9 


507 


768 


AB044661 


Hs.18259 


1.00E-147 


1 


XAB1 mRNA for XPA binding protein 1, complete c 


105B9 


695 


1115 


AJ010842 


Hs. 18259 


0 


1 


for putative ATP(GTP)-binding protein, p 


589D12 


335 


715 


NMJ)16565 


Hs.18552 


6 


2 


E2IG2 protein (LOC51287), mRNA /cds=(131,421) 


170C8 


414 


737 


AF072860 


Hs. 18571 


0 


2 


protein activator of the interferon-induced p 


189A12 


414 


736 


NMJJ03690 


Hs.18571 


0 


1 


protein kinase, interferon-inducible double 


134B9 


2751 


3057 


AB046808 


Hs.18587 


1.00E-165 


1 


mRNA for KIAA1588 protein, partial cds /cds=(2 


519G5 


1291 


1581 


NM.,012332 


Hs. 18625 


1.00E-157 


2 


Mitochondrial Acyl-CoA Thioesterase (MT-ACT4 


526H2 


827 


1205 


NMJ)04208 


Hs. 18720 


0 


1 


programmed cell death 8 (apoptosis-inducing f 
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462F12 


409 


556 


NM.017899 


Hs.18791 


2.00E-78 


1 


hypothetical protein FLJ20607 (FU20607), mR 


138B2 


388 


995 


AF003938 


Hs.18792 


0 


1 


thioredoxin-like protein complete cds 


36G12 


935 


1272 


AJ250014 


Hs.18827 


0 


2 


for Familial Cvlindromatnsis rvlH hpdp / 


194D3 


924 


2123 


NMJ318253 


Hs.18851 


0 


2 


hvDothetical orotein FLJ10875 tF\ 11(187*^ mR 


523E1 


3653 


4056 


NM_01229D 


Hs. 18895 


0 


1 


tuudieu tii\c Mi kaocr f \ t l_r\ {/, If ir\/ vM /COS— (ZIZ,<£ 


587G5 


1 


350 


NMJ516302 


Hs.18925 


1.00E-166 


1 


Drotein x 0001 fLOCSI 1fl5^ mRMA /nHc— /Ti Ar\A*i\ 


595C10 


161 


1281 


AC006042 


Hs.18987 


0 


4 


BAH rlnnp RPH-^n^ri17 from 7r»99 rvOi lf*rie—lf\ 11 

u ™ uiuiic r\ri i-jujl/i / if urn /pz^-pzi /COS— 


125G10 


54 


752 


NM_002492 


Hs. 19236 


o 


3 


iN/Aun aenyarogenase lUDtquinone) 1 Deta suDcom 


478G7 


1 


193 


NMJ)21603 


Hs 19520 






rXYD domain-containing ion transport regufat 


595F11 


3623 


3736 


AB051481 


Hs.19597 


3.00E-49 


1 


iiiiMMA Tor i\iA/\ioy^ protein, partial cos /cos^Q 


177C6 


284 


671 


AF161339 


Hs. 19807 


o 


2 


norou/o mrtiM/A, partial cos /cds-{0,301) /gD=AF 


37E12 


3485 


3919 


AB018298 


Hs.1 9822 


o 


1 


ior imavmjjoo proiein, complete CQS /CdS = ( 


64G8 


962 


1311 


NMJX>1902 


Hs.1 9904 


o 


1 


uysiainionase (cysiatnionine gamrna-ryase) ( 


499D5 


2829 


3183 


AB011169 


HS.20141 


o 


1 


iiirvi>i/A iui MMMuoif / prDiein, pamai cos /cos — ( u, 


40D11 


62 


684 


NM_004166 


Hs.20144 


o 


1 


small inducible cytokine subfamily A (Cys-Cys 


66C10 


1240 


2240 


U76248 


Hs.20191 


o 


12 


iioir\n^ mr\iNrN, uompicie COS /COS— l^oZb, 1 oUU) 
















/gD— U/oZ4o 


586B12 


1686 


4288 


AB040922 


Hs.20237 


o 


2 


niruNrx iui rxi/A/A i*toa proiein, partial COS /COS— (1 


173G8 


2578 


3197 


AL096776 


Hs 90959 




4 
1 


DNA sequence from clone RP4-646B12 on 
















uiiiurnosoiTis iq^-z: 


98C6 


3303 


4699 


AB051487 


Hs.20281 


0 


6 


mRWA fnr KIAA17fiO nrnia'm nartinl /^Wo-M 
iiir\MA\ iui r\w\ 1 / Uw piwlcin, panial CQS /COS - (1 


107H11 


781 


1380 


AK022103 


Hs.20281 


o 


1 


i w i^uhi u&, UUIIU nciVIDD 1 UU 1 iWO /CuS— U0lr\ 


121 B8 


778 


1264 


NM.001548 


Hs.20315 


0 


1 


ii iici ici uf i-iiiuuucu piuLcin wiin leiraincope 


110C4 


1050 


1431 


AF244137 


Hs.20597 


0 


1 


i icjjutuocn uiai wctiuiiiurnci~adSOCiaiSQ anilySn 


99H6 


899 


1412 


NMJ)14315 


Hs.20597 


o 


2 


"Obi ceii racior nomoiog (Lt^rj, mKNA /COS^olo, 


152B12 


69 


424 


AK025446 


Hs.20760 


o 


1 


*i~*f£. i f us, cione ncruiwoo /C0S = UNr\NOVv 


459A8 


1858 


2143 


AL021366 


Hs.20830 


1 00F-155 


•j 


DNA sequence from cosmfd ICK0721Q on 
















chromosome 


587A11 


720 


1080 


AL1 37576 


Hs.21015 


0 


1 


mRNA' CDNA DKFZo564L0flfid /frnm Hnno 


191E12 














DKFZp564L 


1688 


2235 


AK025019 


Hs.21056 


0 


2 


cDNA: FLJ21366 fis clone COI n*^ni9 hinhlv cim 


52G3 


225 


1652 


NM_005880 


Hs.21189 


0 


6 


HIRA interacting protein 4 (dnaJ-like) (HIRIP 


181B7 


3176 


3316 


AB018325 


Hs.21264 


3.00E-72 


1 


mRNA for KIAA0782 protein, partial cds /cds=(0 


45E11 


1378 


1518 


NM_003115 


Hs.21293 


1.00E-72 


1 


LIDP-KI-afifP\/!fltllOn<iaminP nvrnnhnei%hnnil>ic>a 

y+ur avi9jiy<uM^s>eiii hub uyi upnuspnoryiase 


109G1 


2989 


3487 


AB032948 


Hs.21356 


o 


-j 


ifjt (\ir\r\i \£.£. iMVltmt, fjalliai COS /COS— (U 


116D4 


5522 


5741 


NM_016936 


Hs.21479 


1.00E-107 


1 


ubinuclein 1 (UBN1), mRNA /cds=( 114,3518) /gb 


37G10 


294 


3960 


M97935 


Hs.21486 


0 


4 


transcription factor ISGF-3 mRNA, complete cd 


599E8 


329 


3568 


NM_007315 


Hs.21486 


0 


6 


signal transducer and activator of transcripti 


592D10 


2223 


3204 


NM_002709 


Hs.21537 


0 


3 


protein phosphatase 1, catalytic subunit, bet 


68A7 


1^97 




MtJu^oyoo 


Ms. 2 1542 


1.00E-161 


1 


for KIAA1 035 protein, partial cds /cds=(0 


72B3 


2519 


2862 


L03426 


Hs.21595 


1.00E-179 


1 


XE7 mRNA, complete alternate codino reoions 


592E6 














/cds=<166 






NM_UQ5Uoo 


ns.21595 


1.00E-161 


1 


DNA segment on chromosome X and (unique) 155 ex 


589G6 


190 


522 


AL573787 


Hs 917^9 


1 nnp aaa 


t 


AL573787 cDNA /clone=CS0DI055YM17-{3-prime) 


593H1 


452 


699 


NM 005875 


H<; 917^fl 
nix i / od 


n 
u 


2 


translation factor suh homolog (GC20), mRNA 


59B8 


2893 


3273 


NM 012406 






l 


PR domain containing 4 (PRDM4), mRNA/cds=(122, 


196A9 


12 


543 


AL562895 


Hs.21812 


0 


1 


AL562895 cDNA /clone=CS0DC021 YO20-(3-prime) 


67D8 


62 


631 


AW512498 


Hs.21879 


1.00E-150 


3 


xx75e03^c1 cDNA, 3* end /clone=!MAGE:2849500 


477B6 


1969 


2520 


D84454 


Hs.21899 


0 


1 


mRNA for UDP-galactose translocator, complete cds 


515D1 


2232 


2647 


NMJ)07067 


Hs.21907 


0 


2 


/c 

histone acetyltransferase (HBOA), mRNA /cds= 


100F8 


1082 


150B 


AK022554 


Hs.21938 


0 


1 


FLJ12492 fis, clone NT2RM2001632, weakly 


470E4 


1135 


1244 


NMJJ20239 


Hs.22065 


4.00E-45 


2 


small protein effector 1 of Cdc42 (SPEC1), mRNA 


68G4 


1391 


2013 


AK022057 


Hs.22265 


0 


2 


FLJ1 1995 fis, clone HEMBB1001443, highly 


193H6 


922 


1328 


NM_022494 


Hs.22353 


100E-178 


1 


hypothetical protein FU21952 (FU21952), mR 


151D2 


1492 


1694 


AL049951 


Hs.22370 


4.O0E-88 


1 


cDNA DKFZp564O0122 (from clone DKFZp5640 
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497E8 


1581 


4794 


D83781 


Hs.22559 


0 


3 


mRNA for K1AA0197 gene, partial cds /cds=(0,3945) 

/nh 


182D10 


999 


1830 


AL1 17513 


Hs.22583 


0 


5 


/gu 

mRNA; cDNA DKF2p434K2235 (from clone 
















DKFZp434K 


f DDD 






Aruuoo 10 


ns.^Of u 


n 
U 


i 
l 


^nui nriKiMA, complete cas/cas-(iDj,D2yz) /go— a 


126H8 


1776 


2377 


NMJX)1270 


Hs.22670 


0 


1 


chromodomain helicase DNA binding protein 1 ( 


73D5 


1599 


1696 


AK025485 


Hs.22678 


2.00E-42 


1 


FU21832 fis, clone HEP01571 /cds=(32,15 


481 D11 


128 


562 


BF968270 


Hs.22790 


1.00E-172 


1 


602269653F1 cDNA, 5' end /clone=IMAGE:4357740 


7 AC A 

f 4fc4 


/ Z4 


1 1 95 


iMft/t_tn2 1^4 




0 


1 


chord domain-containing protein 1 (CHP1), mRN 


459C6 


813 


1472 


III! Arf A^Vi jl 

NM_01 2244 


Hs. 22891 


0 


1 


solute carrier family 7 (cationic amino acid t 


462G7 


2972 


3144 


AB037784 


HS.22941 


2.00E-93 


1 


mRNA for KIAA1363 protein, partial cds /cds=(0 


70F12 . 


37 


846 


AB020623 


Hs.22960 


0 


3 


DAM1 mRNA, complete cds /cds=(48 t 725) /gb=AB0 


585H10 


91 


748 


NMJ)05872 


Hs.22960 


0 


1 


breast carcinoma amplified sequence 2 (BCAS2) 


142C8 


1359 


1597 


AK024023 


Hs.23170 


1.00E-103 


1 


FU13961 fis, clone Y79AA1001236, highly 


164F2 


1220 


1474 


NM_012280 


Hs.23170 


1.00E-135 


1 


homolog of yeast SPB1 (JM23), mRNA/cds=(300,12 


127F11 


682 


806 


AL046016 


Hs.23247 


2.00E-58 


1 


DKFZp434P246_r1 cDNA, 5' end /clone=DKFZp434P 


98G7 


760 


1368 


NM_022496 


Hs.23259 


0 


1 


hypothetical protein FU13433 (FLJ13433), mR 


470 C9 


2 


538 


AL574514 


Hs. 23294 


0 


2 


AL574514 cDNA /clone=CS0DI056YAO7-(3~prime) 




42UO 


4917 




HS.2331 1 


0 


1 


mRNA for K1AA0367 gene, partial cds /cds=(0,21 50) 

/nh 


57D8 


460 


566 






3.00E-54 


1 


/go 

nah7npfn y1 rDNA /Hnrw«=!MAf5F Mh=RF47QnR** / 

I IdU / VJcUO. a i UUIur\ /CIUnc"-IIwI/AoC f y O— Dr^OsUOO / 


599G12 


352 


983 


NM 014814 


Hs 23488 


o 


2 


KIAAmfi7 nAnp nrnrliirt /KIAAft1fV7\ mRNA //*jHc=/ 


112B3 


2400 


2715 


NM_014887 


Hs.23518 


1.00E-172 


1 


hypothetical protein from BCRA2 region (CG005 


167C10 


1771 


2107 


NM_004380 


Hs. 23598 


1.00E-175 


1 


CREB bindlna Drotein /Rubinstein-Tavhi svnrir 


196G9, 


114 


307 


BF970427 


Hs. 23703 


1.00E-101 


1 


602272760F1 cDNA, 5" end /clone= : IMAGE:4360767 


184B3 


2488 


2882 


AK026983 


Hs.23803 


0 


1 


FLJ23330 fis, clone HEP12654 /cds=(69,13 


480H4 


4871 


5467 


AB023227 


Hs.23860 


0 


1 


mRNA for KIAA1010 protein, partial cds /cds=(0 


479C12 


4 


190 


NM_005556 


Hs.23881 


4.00E-91 


1 


keratin 7 (KRT7), mRNA/cds=(56,1465)/gb=NM_ 


36E7 


742 


1126 


AL360135 


Hs.23964 


0 


1 


full length insert cDNA clone EUROIMAGE 12 


598B5 


544 


1271 


NM_005870 


Hs.23964 


0 


12 


sin3-associated polypeptide, 18kD (SAP18), m 


462D8 


1205 


1653 


NM_004790 


Hs.23965 


0 


1 


solute carrier family 22 (organic anion transp 


479A5 


1817 


2164 


NM_002967 


Hs.23978 


0 


1 


scaffold attachment factor B (SAFB), mRNA /cds 


188E2 


1762 


2160 


NM 014950 


Hs 24083 


o 




KiAAnQQ7 nrntpm ^KIAA0QQ7\ mRNA /rti<t=OR? 0 


6702 


1304 


1856 




no.ii** i i o 


n 


o 
£. 


"U 14 1 / O IIS, WOric IN 1 ^KriiUUOO jy /CUS— UlMPv 


177D8 


4674 


5185 


AF251039 


Hs.24125 


0 


1 


putative zinc finger protein mRNA, complete cd 


190E1 


5222 


5394 


NM_016604 


Hs.24125 


8.00E-73 


1 


putative zinc finger protein (LOC51780), mRNA 


1 H£.f\D 




i yea 


IN IVI — UU ^ oo f 


LJ<- OA i At 

HS.Z414.3 


•i nnc -toe 


2 


Wiskott-Aldrich syndrome protein interacting 


170A4 


1666 


3280 


X86019 


Hs.24143 


4.00E-23 


1 


PRPL-2 protein /cds={204,1688)/gb=X860 


480B6 


1517 


1937 


NM_012155 


Hs.24178 


1.00E-133 


1 


microtubule-associated protein like echinode 


143H11 


177 


656 


BE877357 


Hs.24181 


0 


2 


601485590F1 cDNA, 5* end /clone=IMAGE:3887951 


**f 0U1 u 


140 


4y i 


AW9D04OD 


nS.Z425Z 


0 


1 


tST37Z557 CDNA /gD-AWy60486 /gl=8150170 /ug= 


98H1 


23 


562 


NMJ)03945 


Hs.24322 


0 


1 


ATPase, H+ transporting, lysosomal (vacuolar 


169G2 


391 


638 


BE612847 


Hs.24349 


4.00E-75 


2 


601452239F1 5' end /clone=IMAGE: 3856304 


479B12 


1132 


1599 


AY007126 


Hs.24435 


0 


1 


clone CDABP0O28 mRNA sequence /cds=UNKNOWN 


480H9 


4716 


5012 


NM__OO6048 


Hs.24594 


1.00E-145 


1 - 


/g 

ubiquitination factor E4B (homologous to yeas 


110B10 


520 


1171 


AL1 63206 


Hs.24633 


0 


1 


chromosome 21 segment HS21C006/cds=(82,1203) 


99A3 


519 


1000 


NM_022136 


Hs.24633 


0 


2 


SAW! domain, SH3 domain and nuclear localisation 


109G7 


2024 


2350 


AB037797 


Hs.24684 


1.00E-141 


1 


for KIAA1376 protein, partial cds /cds=(1 


61 B7 


485 


1656 


AK024029 


Hs.24719 


0 


4 


FLJ13967 fis. clone Y79AA1 001402, weakly 


16BC11 


1216 


1509 


AF006516 


Hs.24752 


1.00E-165 


1 


eps8 binding protein e3B1 mRNA, complete cds / 
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464D12 


166 


764 


NM_002882 


Hs.24753 


0 


1 


RAN binding protein 1 (RANBP1), mRNA/cds=(149 


98C12 


6523 


8023 


AB051512 


Hs.25127 


0 


3 


mRNA for KIAA1725 protein, partial cds /cds=(0 


63F7 


2164 


2802 


AL1 33611 


Hs.25362 


0 


1 


cDNA DKFZp43401317 (from clone DKFZp4340 


41D11 


45 


463 


X53795 


Hs.25409 


0 


1 


R2 mRNA for an inducible membrane protein 
















/cds=(1 56,95 


62G6 


1452 


1827 


V01512 


Hs.25647 


0 


3 


cellular oncogene c-fos (complete sequence) /cds=(15 


593D12 


1135 


2111 


NM_015832 


Hs.25674 


0 


8 


methyl-CpG binding domain protein 2 (MBD2), tr 


172G9 


2014 


2371 


NMJ)2121 1 


Hs.25726 


0 


1 


transposon-derived Busterl transposase-like 


106D6 


432 


1878 


AF058696 


Hs.2581 2 


o 


2 


cell cycle regulatory protein p95 (NBS1) mRNA, 


98A4 


533 


3758 


NM 002485 


Hs.2581 2 


o 


2 


Nijmegen breakage syndrome 1 (nibrin) (NBS1), 


477H5 


6320 


6599 


NM 004638 


Hs 2591 1 


1 .00E-1 1 1 


3 


HLA-B associated transcrint-2 ( D6S51 E) mRNA 


7*. EH 

nrn 






KIM MQWR 




n 
u 


o 


r\iio yu dm lie nuuyuuut; exonanytj idiAUi \\ytir} 
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Z I DO 






He 9Rn?Q 


1 OfiF-I^Q 

i.uuc- loa 


I 


rHNA PI fie rlnnp Y7QAA1 nAflftn^ /rHc=l IMK 


100 A3 


2043 


2620 


M3466B 


Hs 26045 


o 


-J 


Drotein tvrosins Dhosohatase fPTPass-aloha^ mRNA 
/c 


123A5 


2046 


2638 


NM_002836 


Hs.26045 


0 


1 


protein tyrosine phosphatase, receptor type, 


466E5 


7817 


8241 


NM_014112 


Hs.26102 


0 


2 


trichorhinophalangeal syndrome \ gene (TRPS1) 


588A1 


361 


857 


AF070582 


Hs.26118 


0 


1 


clone 24766 mRNA sequence /cds=UNKNOWN 
















/gb=AF 


526H12 


176 


1809 


NM_0 18384 


Hs.26194 


0 


5 


hypothetical protein FU1 1 296 (FLJ1 1296), mR 


149G7 


96 


1123 


AK027016 


Hs.26198 


0 


3 


FLJ23363 fis, clone HEP15507 /cds=(206,1 


122A4 


1196 


1332 


AL050166 


Hs.26295 


3.00E-72 


1 


mRNA; cDNA DKFZp586D1122 (from clone 
















DKFZp586D 


122D5 


' 1936 


2435 


AB029006 


Hs.26334 


0 


1 


mRNA for KIAA1083 protein, complete cds /cds=( 


137G5 


137 


452 


AK025778 


Hs.26367 


1.00E-145 


1 


FLJ22125 fis, clone HEP19410 /cds=(119,5 


595D2 


1 


372 


NM 022488 


Hs 26367 


3 00E-89 


3 


PC3-96 protein (PC3-96), mRNA /cds=( 119,586) 


64D12 


1024 


1135 


NM 017746 


Hs 26369 


2 00E-57 


-) 


hvDOthetical Drotein FLJ20287 (FLJ20287^ mR 


39E4 


2132 


2750 


AK000367 


Hs.26434 


o 


-j 


FLJ20360 fis, clone HEP1 6677 /cds=(79,230 


**f OL»TU 


A^4Q. 




AFfW17ft9 
MrUOl fOi 




4 fine 4 erf 


4 

1 


UiapnanOUS 1 \rlLJlM 1 J 1 (IimN/A, uuiiiptCLC CUS /CU5- \ 






91QR 


MLUOUZUO 


He 9fifi1 1 


n 
u 


I 


mDMA- pnMA ni^P7nW?RPT1 if mm pinna 
















DKFZo586F 


523F3 


454 


792 


AC002073 


Hs 26670 


1.00E-164 


-J 


PAC done RP3-515N1 from 22a11 2-a22 /cds=(0 791 \ 


587E11 


1226 


1876 


NM_004779 


Hs.26703 


0 


2 


CCR4-NOT transcription complex, subunit 8 (C 


110G4 


191 


685 


BE868389 


Hs.26731 


0 


1 


601444360F1 cDNA, 5* end /clone= IMAGE: 3848487 


110E11 


1001 


3955 


AL1 17448 


Hs.26797 


0 


2 


cDNA DKF2p586B1417 (from clone DKFZp586B 


152A8 


12 


112 


AI760224 


Hs.26873 


2.00E-48 


1 


Wh62g06.x1 cDNA, 3' end /clone=IMAGE:2385370 


467G11 


528 


858 


NM_016106 


Hs.27023 


1.00E-174 


1 


vesicle transport-related protein (KIAA0917) 


465E11 


634 


1065 


AL1 36656 


Hs.27181 


3.00E-83 


1 


mRNA: cDNA DKFZp564C1664 (from clone 
















DKFZp564C 


5SE11 


1 


551 


AJ238243 


Hs.27182 


0 


1 


mRNA for phospholipase A2 acth/ating protein 


590H2 


398 


1016 


NM 014412 


Hs.27258 


o 


-j 


calcyclin binding protein (CACYBP), mRNA /cds 


179E9 


1039 


1905 


AK025586 


Hs.27268 


o 


4 


FLJ21933 fis. clone HEP04337 /cds=UNKNOW 


459D7 


1293 


1936 


AL050061 


Hs.27371 


o 


1 


mRNA; cDNA DKFZp566J123 (from clone 
















DKFZp566J1 


54A11 


709 


1542 


AK022811 


Hs.27475 


0 


1 


FLJ12749 fis, clone NT2RP2001149 /cds=UNK 


111A5 


42 


686 


NM_022485 


Hs.27556 


0 


1 


hypothetical protein FU22405 (FLJ22405), mR 


123D4 


879 


1005 


NMJD16059 


Hs.27693 


3.00E-49 


1 


peptidylprolyl isomerase (cyclophilinKike 


518E11 


1245 


2235 


AF332469 


Hs.27721 


0 


5 


putative protein WHSC1L1 (WHSC1L1) mRNA, comp 


103B11 


631 


1343 


NM_014805 


Hs.28020 


0 


1 


KIAA0766 gene product (KIAA0766), mRNA /cds=( 


479H3 


4 


100 


AB007928 


Hs.28169 


7.00E-37 


1 


mRNA for K1AA0459 protein, partial cds /cds=(0 


526B3 


1901 


1995 


NM_007218 


Hs.28285 


4.00E-47 


1 


patched related protein translocated in renal 


480E4 


4088 


4596 


AB046766 


Hs.28338 


0 


1 


mRNA for KIAA1546 protein, partial cds /cds=(0 


164D10 


651 


970 


NMJD02970 


Hs.28491 


1.00E-163 


2 


spermidine/spermine N1-acetyrtransferase ( 


69E10 


729 


1588 


AB007888 


Hs.28578 


0 


2 


KIAA0428 mRNA, complete cds /cds=(1 41 4,2526) 


49B1 


632 


4266 


NM_021038 


Hs.28578 


0 


4 


musdeblind (Drosophila)-tike (MBNL), mRNA/ 
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173A10 


2105 


2391 


AL034548 


Hs.28608 


1.00E-161 


2 


DNA sequence from clone RP5-1 1 03G7 on 
















chromosome 20p1 


156H8 


467 


585 


AV691642 


Hs.28739 


8.00E-43 


1 


AV691642 5 1 end /clone=GKCDJG11 /clone_ 


588D3 


444 


909 


NM_OO4800 


Hs.28757 


1.00E-123 


1 


transmembrane 9 superfamily member 2 (TM9SF2) 


493B12 


500 


930 


NMJX)3512 


Hs.28777 


0 


1 


H2A histone family, member L (H2AFL), rnRNA /cd 


115C5 


63 


661 


BF341640 


Hs.28788 


0 


1 


602016073F1 cDNA, 5' end /clone=!MAGE:41 51706 


524C10 


37 


412 


NM.007217 


Hs.28866 


1.00E-179 


1 


programmed cell death 10 (PDCD10), mRNA /cds=( 


39A8 


1380 


1873 


AK000196 


Hs.29052 


0 


1 


FLJ20189 fis, clone COLF0657 /cds=(122,84 


477H7 


690 


1047 


NMJJ05B59 


Hs.29117 


1.00E-163 


1 


p urine-rich element binding protein A (PURA), 


134C8 


2462 


2789 


NM_002894 


Hs.29287 


1.00E-173 


1 


retinoblastoma-binding protein 8 (RBBP8), mR 


108A11 


182 


992 


M31165 


Hs.29352 


0 


9 


tumor necrosis factor-inducible (TSG-6) mRNA fragme 


99E8 


179 


992 


NM_007115 


Hs.29352 


0 


7 


tumor necrosis factor, alpha-induced protein 


169B3 


2219 


2683 


AF039942 


Hs.29417 


0 


1 


HCF-binding transcription factor Zhangfei (Z 


526A7 


2219 


2670 


NM.021212 


Hs.29417 


0 


1 


HCF-binding transcription factor Zhangfei (Z 


184H12 


2380 


4852 


AB033042 


Hs.29679 


0 


2 


KIAA1216 protein, partial cds/cds«{0 


125G9 


1169 


1814 


AB037791 


Hs.29716 


0 


1 


mRNA for KIAA1 370 protein, partial cds /cds=(4 


68F3 


1011 


1892 


AK027197 


Hs.29797 


0 


5 


FLJ23544 fis, clone LNG08336/cds=(125,5 


72H12 


2103 


2564 


L27071 


Hs.29877 


0 


2 


tyrosine kinase (TXK) mRNA, complete cds 
















/cds=(86,166 


588D5 


793 


1321 


NM_003328 


Hs.29877 


0 


1 


TXK tyrosine kinase (TXK), mRNA /cds=(86,1 669) 


127C3 


1 


1424 


AK024961 


Hs.29977 


0 


4 


cDNA: FLJ21308 fis, clone COL02131 /cds=(287,1 


128H7 


351 


977 


NMJJ14188 


Hs.30026 


0 


1 


HSPC182 protein (HSPC182), mRNA /cds=(65, 649) 


521G4 


502 


1260 


NM_004593 


Hs.30035 


0 


4 


splicing factor, arginine/serine-rich (trans 


47A2 


503 


1265 


U61267 


Hs.30035 


0 


4 


putative splice factor transformer2-beta mRN 


37G9 


1287 


1763 


M16967 


Hs.30054 


0 


2 


coagulation factor V mRNA, complete cds 
















/cds=(90,6764 


459E1 


43 


536 


NM_015919 


Hs.30303 


0 


1 


Krupp el-associated box protein (LOC51595), m 


465F6 


256 


573 


NM_005710 


Hs.30570 


7.00E-75 


1 


polyglutamine binding protein 1 (PQBP1), mRNA 


120H1 


5305 


5634 


NMJ)12296 


Hs.30687 


1.00E-172 


2 


GRB2-associated binding protein 2 (GAB2), mRN 


189G2 


1 


147 


BG260954 


Hs.30724 


2.00E-68 


1 


602372562F1 cDNA 5' end /clones I MAG F-44flflfi47 


482E6 


3086 


3254 


AK023743 


Hs.30818 


4.00E-91 


1 


cDNA FLJ1 3681 fis, done PLACE200001 4, weakly 


179H5 


20 


1232 


AK001972 


Hs.30822 


0 


2 


FU11110fis, clone PLACE1005921, weakly 


598B6 


1 


1169 


NM_018326 


Hs.30822 


0 


19 


hypothetical protein FLJ1 1 1 10 (FLJ1 1 1 1 0), mR 


126G10 


1309 


2463 


AK000689 


Hs.30882 


o 


18 


cDNA FL !?0fifi? ffc rlnnp KAIAI'vtn hinhlv cimi 
uuiin i Lj^uuut no, muiic rvrMrt«ii>«J*T«j, iiiijiiiy oil III 


126G7 


5221 


5904 


NM_019081 


Hs.30909 


1.00E-163 


2 


KIAA0430 aene nrnHucf rKIAAOd^DY mRNA /rH«t=/ 


483D1 


1481 


2098 


NM_003098 


Hs.31121 


.0 


1 


syntrophin, alpha 1(dystroph in-associated p 


464C9 


1188 


1755 


NM_003273 


Hs.31130 


0 


1 


transmembrane 7 suDsrfamilv mpmhpr 9 rTM7SF?^ 


478A6 


3024 


3837 


NMJJ12238 


Hs.31176 


1.00E-1 76 


2 


sir2-lfke 1 (SIRT1), mRNA /cds=(53,2296) /gb= 


122E5 


1060 


1294 


NM_002893 


Hs.31314 


1.00E-113 


1 


retinoblastoma-binding protein 7 (RBBP7), mR 


117B1 


2056 


2489 


AF153419 


Hs.31323 


0 


1 


IkappaBkinase complex-associated protein (1 


462E10 


337 


569 


AV752358 


Hs.31409 


1.00E-108 


1 


AV752358 cDNA, 5' end /clone=NPDBHG03 /clone_ 


126E7 


1962 


2748 


AB014548 


H3.31921 


0 


2 


mRNA for KIAA0648 protein, partial cds /cds=(0 


186G11 


729 


954 


BC000152 


Hs.31989 


1.00E-125 


1 


Similar to DKFZP586G1722 protein, clone MGC: 


67H7 


1705 


2336 


AJ400877 


Hs.32017 


0 


2 


ASCL3 gene, CEGP1 gene, C11orf14 gene, C11orf1 


102B11 


175 


874 


AK026455 


Hs.32148 


0 


1 


FLJ22802 fis, clone KAIA2682, highly sim 


458D4 


46 


449 


H14103 


Hs.32149 


1.00E-167 


1 


ym62a02.r1 cDNA, 5' end /clone=IMAGE: 163466 / 


99A2 


3991 


4532 


AB007902 


Hs.32168 


0 


1 


KIAA0442 mRNA, partial cds /cds=(0,351 9) /gb= 


458G5 


27 


540 


N30152 


Hs.32250 


0 


1 


yx81f03.s1 cDNA, 3' end /do ne= I MAGE: 268 157 / 


112D11 


4399 


5040 


NM_005922 


Hs.32353 


0 


1 


mitogen-activated protein kinase kinase kina 


48C8 


3278 


3988 


AB002377 


Hs.32556 


0 


2 


mRNA for KIAA0379 protein, partial cds /cds=(0, 


515F9 


761 


989 


NM_003t93 


Hs.32675 


1.00E-116 


1 


tubulin-specific chaperone e (TBCE), mRNA /c 


158C12 


342 


809 


NM_016063 


Hs.32826 


0 


1 


CGI-130 protein (LOC51020), /cds=(63,575 


585E6 


128 


512 


NM_005594 


Hs.32916 


0 


3 


nascent-polypeptide-associated complex alp 


459B5 


1271 


1972 


NMJ)17632 


Hs.32922 


0 


1 


hypothetical protein FLJ20036 (FU20036), mR 



222 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



469G12 


2711 


2978 


NMJ301566 


Hs.32944 


1.00E-136 


1 


inositol polyphosphate-4-phosphatase, type 


71 B7 


483 


1787 


NM_003037 


Hs.32970 


0 


29 


signaling lymphocytic activation molecule (S 


74G1 


1 


1780 


U33017 


Hs.32970 


0 


33 


signaling lymphocytic activation molecule (SLAM) mR 


473B11 


2993 


3361 


NM - 006784 


Hs.33085 


1.00E-111 


1 


WD repeat domain 3 (WDR3), mRNA /cds=(47,2878) 


DODO 




Of a 




MS. 03190 


0 


1 


expressed only in placental villi, clone 


469D12 


187 


394 


AL359654 


Hs.33756 


1.00E-110 


1 


mRNA full length insert cDNA clone EUROIMAGE 19 


98H8 


371 


618 


AI1 14652 


Hs.33757 


3.00E-98 


1 


HA1247 cDNA /gb=AI1 14652 /gi=6359997 /ug=Hs. 


594E7 


2134 


2320 


NM_012123 


Hs.33979 


5.00E-93 


1 


CGI-02 protein (CGI-02), mRNA/cds=(268,2124) 


110D1 


1158 


1349 


NM_018579 


Hs. 34401 


1.00E-105 


1 


hypothetical protein PR01278 (PR01278), mRNA 


596A6 


1950 


2144 


NM_022766 


Hs.34516 


1.00E-102 


2 


hypothetical protein FLJ23239 (FLJ23239), mR 


37B10 


237 


563 


AI123826 


Hs. 34549 


1.00E-145 


1 


ow61c10.x1 cDNA, 3* end /clone=IMAGE:1651314 


458H4 


3656 


4415 


AB040929 


Hs.35089 


o 


1 


mRNA for KIAA1496 nrntein nartial rrk /rrtasfO 


100D1 


3563 


3777 


D25215 


Hs.35804 


1.00E-105 


1 


KIAA0032 gene, complete cds /cds=(1 66,331 8) 


519A12 


402 


623 


AW960004 


Hs.36475 


3.00E-48 


1 


EST372075 cDNA /gb=AW960004 /gl=8l49688 /ug= 


498H2 


11143 11490 


NMJJ00081 


Hs.36508 


0 


1 


Chediak-Hiaashi svndrnmp 1 fnH^*n mPKIA Irti^-{ 


521 D6 


304 


791 


NM_002712 


Hs.36587 


0 


2 


Drotein DhosDhatase 1 reaulatorv sub unit 7 ( 


460E1 


1200 


1542 


AF319476 


Hs. 36752 


0 


2 


GKAP4? fFKSG21^ mRNA rnmnlpfp- rri*z /priest 17 A 1 


184G9 


498 


1191 


AF082569 


Hs.36794 


0 


2 


D-type cyclin-interacting protein 1 (DIP1) mR 


462D3 


493 


1517 


NM_012142 


Hs.36794 


0 


3 


D-type cyclin-interacting protein 1 (DIP1), m 


74E12 


659 


3054 


D86956 


Hs.36927 


0 


23 


KIAA0201 gene, complete cds /cds=(347,2923) 


58G5 


1268 


2888 


NM_006644 


Hs.36927 


0 


12 


heat shock 105kD (HSP105B), mRNA /cds=(31 3,275 


52C10 


1479 


2588 


AK022546 


Hs.37747 


0 


2 


FLJ12484 fis, clone NT2RM1001102, weakly 


479F9 


2066 


2322 


AL1 36932 


Hs.37892 


1.00E-119 


1 


mRNA; cDNA DKF2p586H1322 (from clone 
















DKFZp586H 


483C2 


2222 


2723 


NMJJ03173 


Hs.37936 


0 


1 


suppressor of variegation 3-9 (Drosophita) ho 


593G6 


673 


1213 


NM_004510 


Hs.38125 


0 


1 


interferon-induced protein 75, 52kD (IFI75), 


101G12 


118 


436 


N39230 


Hs.38218 


1.00E-173 


1 


yy50c03.s1 cDNA, 3' end /clone=IMAGE:276964 / 


107E5 


238 


525 


AW188135 


Hs.38664 


1.00E-158 


1 


Xj92g04.x1 cDNA, 3* end /clone=IMAGE:2664726 


596F2 


9 


504 


BF892532 


Hs.38664 


0 


9 


ILO-MT01 52-0611 00-501 -e04 cDNA /gb=BF892532 


469D7 


47 


474 


NMJ314343 


Hs.38738 


0 


1 


claudin 15 (CLDN15). mRNA /cds=(254, 940) /gb= 


166H8 


1 


81 


BF1 03848 


Hs.39457 


9.00E-34 


1 


601647352F1 cDNA 5* end /e!one=IMAC5F -^Q31459 


465F3 


157 


296 


NMJ317859 


Hs.39850 


2.00E-47 


1 


hypothetical protein FLJ20517 (FU20517), mR 


195C12 


2684 


2944 


NM_000885 


Hs.40034 


1.00E-146 


1 


integrin, alpha 4 (antigen CD49D, alpha 4 subu 


151F11 


1393 


1661 


AL031427 


Hs.40094 


6.00E-81 


1 


DNA sequence from clone 167A19 on chromosome 
















1p32.1-33 


134C12 


4532 


4802 


NM_004973 


Hs.40154 


1.00E-114 


1 


jumonji (mouse) homclog (JMJ), mRNA /cds=(244, 


115C9 


5279 


5614 


AB033085 


Hs.40193 


1.00E-157 


1 


mRNA for KIAA1259 protein, partial cds /cds=(1 


119A8 


862 


2087 


NMJJ06152 


Hs.40202 


o 


3 


lymphoid-restricted membrane protein (LRMP), 


104D4 


924 


1398 


U 10485 


Hs.40202 


o 


2 


h/mrihoid-rpstnetpd mpmhrane Drotpin I fawn mRMA 


155G3 


226 


530 


AF047472 


Hs.40323 


1.00E-114 


1 


C 

spleen mitotic checkpoint BUB3 (BUB3) mRNA, c 


521 C2 


233 


710 


NMJ504725 


Hs.40323 


0 


1 


BUB3 (budding uninhibited by benzimidazoles 3 


107B8 


187 


545 


AI927454 


Hs.40328 


0 


1 


wo90a02.x1 cDNA, 3' end /clone= I MAGE: 2462570 


458F10 


1 


436 


BE782824 


Hs.40334 


0 


1 


601472323F1 cDNA, 5* end /clone=IMAGE:3875501 


463G6 


16 


496 


AI266255 


Hs.40411 


0 


1 


qx69f01.x1 cDNA, 3' end /cIone=IMAGE:2006617 


162F1 


2711 


2895 


D87468 


Hs.40888 


4.00E-96 


1 


KIAA0278 gene, partial cds/cds=(0,1383)/gb 


463E1 


70 


272 


AL137067 


Hs.40919 


1.00E-109 


1 


DNA sequence from clone RP1 1-1 3B9 on 
















chromosome 9q22. 


458E7 


107 


774 


AK024474 


Hs.41045 


0 


1 


mRNA for FLJ00067 protein, partial cds /cds=(1 


185G12 


1051 


2315 


AL050141 


Hs.41569 


1.00E-140 


11 


mRNA; cDNA DKFZp586O031 (from clone 
















DKFZp586O0 


593F5 


2106 


2490 


NM.006190 


HS.41694 


0 


1 


origin recognition complex, subunit 2 (yeast h 
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513H4 


739 


1249 


' NM_002190 


Hs.41724 


0 


6 


interleukin 17 (cytotoxic T-lymphocyte-assoc 


155F4 


739 


1247 


U32659 


Hs.41724 


0 


1 


IL-17 mRNA, complete cds /cds=(53,520) /gb=U32659 
/g 


108H12 


892 


1227 


L40377 


Hs.41726 


1.00E-170 


1 


cytoplasmic antiproteinase 2 (CAP2) mRNA, com 


477E7 


249 


404 


BG033294 


Hs.41989 


6.00E-75 


1 


602298548F1 cDNA 5' end /clone=lMAGE-4^93186 


143E2 


5775 


6018 


AB033112 


HS.42179 


1.00E-136 


2 


for KIAA1286 protein, partial cds/cds=(1 


586B10 


720 


1225 


NMJJ01952 


Hs.42287 


0 


1 


E2F transcription factor 6 (E2F6), mRNA /cds=( 


583A10 


346 


883 


NMJ312097 


Hs.42500 


0 


1 


ADP-rtbosylation factor-like 5 (ARL5), mRNA 


459A7 


152 


951 




We A^TiO 


/l.UUt-OU 


I 


oimiiar to Max, crone MGC 10775, mRNA, comple 


Of Of 




9Afl7 




nS.*»Zy 10 


•i AA£T ion 




actm-re latea protein Arp2 (ARP2) mRNA, com pi 


1?nF^ 


519 






ns. £ tzyio 


ft 

u 


o 


ARrz (actin-reiated protein 2, yeast) homo log 


9SLF I 


ozyo 


**7fi1 
Of O I 


KIM ni/lQ^Q 


ns.**^yoy 


U 


1 


KIAA1012 protein (K1AA1012), mRNA /cds=(57 f 43 


47 ^B9 




**4?5 


AKn9**fiil7 






4 
1 


CDNA FLJ13oo5 fis, clone PLACE 10091 50 /cds=UNK 


460E6 


2988 


3184 


AB033093 


Hs.43141 


1 OOE-105 


-J 


mRWA for KIAA19R7 nrntpin narfial rrlc /Mc> /Q 


471 F7 


232 


575 


AW993524 


Hs.43148 


0 


1 


RC3-BN0034-120200-011-h06 cDNA /gb=AW993524 


460B10 


402 


706 


BE781009 


Hs.43273 


1.00E-78 


1 


601469768F1 cDNA 5' end /cloneslMAfiF ^R797ftl 


36F6 


2815 


3403 


AK024439 


Hs.43616 


0 


1 


for FLJ00029 protein, partial cds /cds=(0 


471G3 


43 


454 


NM_006021 


Hs.43628 


1.00E-165 


1 


deleted in lymphocytic leukemia, 2 (DLEU2), mR 


184H3 


1819 


2128 


D14043 


Hs.43910 


1.00E-168 


2 


MGC-24, complete cds /cds=(79,648) /gb=D1404 


195F4 


511 


2370 


NMJ)06016 


HS.43910 


0 


7 


CD164 antigen, sialomucin (CD164), mRNA /cds= 


188H9 


1573 


2277 


NM_006346 


Hs.43913 


0 


3 


PIBF1 aene oroduct ^PIBFD mRNA /cds={() 2276\ 


177H6 


1575 


2272 


Y09631 


Hs 43913 


o 


2 


PIBF1 nrntpln rnmnJpfp /nrt*tz:/n 007R\ I 


481 E6 


2529 


2873 


AB032952 


Hs.44087 


1 OOE-159 


1 




112F5 


1105 


1701 


AF 197569 


Hs.44143 


o 






146F5 


2620 


3147 


AL1 17452 


Hs.44155 


0 


1 


DKFZp586G1517 (from clone DKFZp586G 


514C5 


166 


431 


NM_018838 


Hs.44163 


1.00E-149 


3 


13kDa differentiation-associated protein (L 


71 D9 


1117 


1800 


AF263613 


Hs.44198 


0 


2 


membrane-associated calcium-independent ph 


68E1 


289 


527 


AA576946 


Hs.44242 


4 0OE-S3 


■( 


nmfl?hfY3 ^1 rDWA V onH /rlrtnp=IMAf3F'irV747ni 
miiiq^iuuo.oi uL^rv/A, ij cnu f clone iiviooc. lUf *t/yi 


□on \c. 




911 9 


A f 0u4<£ 


Lip. jIAOI r> 


4.UUt-o4 


1 


rel proto-oncogene mRNA /cds=(1 77,2036) /gb=X75 


595D4 


21 


402 


NM_017867 


Hs.44344 


0 


1 


hypothetical protein FLJ20534 (FLJ20534), mR 


I OOD 1 U 




DOO 


DPnnn7Kn 
DlAIUUY 00 


/( /I /ICQ 


0 


1 


clone MGC:2698, mRNA, complete cds /cds=(168, 


RQ9FQ 


Ot 


9499 


INivl_UU<£OOr 


Ue /M/QQ 

ns.«i44yy 


U 


n 
O 


pinin, desmosome associated protein (PNN), mR 


69F10 


14 


11 52 


YftQ7A? 
■ uy / UO 


He /1/1/1QQ 


U 


o 

O 


WltrvlA protein fCds=(40o,2166) /gb-Y09703 


458H6 


1 


352 


NM^0 15697 


Hs. 44 563 


0 


1 


hypothetical protein (CL640), mRNA /cds=(0,39 


182C11 


690 


1324 


AB046861 


Hs.44566 


0 


4 


mRNA for KIAA1641 protein, partial cds /cds=(6 


115G3 


318 


731 


BG288837 


Hs.44577 


0 


1 


602388170F1 cDNA, 5' end /clone=IMAGE:4517129 


7t>QA A 


A QTO 

levy 


Altil 
40DO 


U58334 


Hs.44585 


0 


3 


Bc!2, p53 binding protein Bbp/53BP2 (BBP/53BP2) 
















m D M A 

mKNA 


165F10 


265 


496 


AV726117 


Hs.44656 


6.00E-66 


1 


AV7261 17 cDNA, 5' end /clone=HTCAXB05 /clone. 


36F1 


444 


1176 


AK001332 


Hs.44672 


0 


1 


FLJ10470 fis, clone NT2RP2000032, weakly 


596H1 


1073 


2711 


AF288571 


Hs.44865 


0 


14 


lymphoid enhancer factor-1 (LEF1) mRNA, compl 


*♦ 1 \sH 


i.O/0 






n3.44yzo 


u 


1 


pcHDP7 mRNA for liver dipeptidyl peptidase IV 
















/cds=(75 


588A7 


7564 


7849 


AL031667 


Hs.45207 


1.00E-158 


1 


DNA sequence from clone RP4-620E11 on 
















chromosome 20q1 


183G6 


3967 


4942 


AB020630 


Hs.45719 


0 


5 


mRNA for KIAA0823 protein, partial cds /cds-(0 


465C9 


700 


1325 


BC002796 


Hs.46446 


0 


1 


lymphoblastic leukemia derived sequence 1 , 


464B1 


1519 


1997 


NM_006019 


Hs.46465 


0 


1 


T-cell f immune regulator 1 (TCIRG1), mRNA /cds 


466F10 


455 


518 


AW974756 


Hs.46476 


6.00E-26 


1 


EST386846 cDNA /gb=AW974756 /gi=81 65944 /ug= 


110E7 


620 


1153 


AF223469 


Hs.46847 


0 


1 


AD022 protein (AD022) mRNA, complete cds /cds= 


112D5 


618 


1197 


NM_016614 


Hs.46847 


0 


4 


TRAP and TNF receptor : associated protein (ADO 
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172G6 


4157 


4527 


NM_003954 


Hs.47007 


0 


1 


mitogen-activated protein kinase Kinase kina 


177C8 


4217 


4469 


Y10256 


Hs.47007 


1.00E-96 


1 


serine/threonine protein kinase, NIK /c 


458H9 


18 


457 


AW291458 


Hs.47325 


0 


1 


UI-H-BI2-agh-c-02-O-Ul.s1 cDNA, 3' end /clon 


62B6 


562 


697 


BE872760 


Hs.47334 


7.00E-54 


1 


601450902F1 cDNA, 5* end /clone=IMAGE:3854544 


178F12 


169 


2413 


AF307339 


Hs.47783 


0 


2 


B aggressive lymphoma short isoform (BAL) mRNA 


460G4 


598 


1081 


NMJX)5985 


Hs.48029 


0 


1 


snail 1 (drosophila homolog), zinc finger prot 


70D12 


1 


2038 


AK027070 


Hs.48320 


0 


13 


FLJ23417 fis, clone HEP20868 /cds=(59,12 


41 G5 


6587 


7128 


NMJD14345 


Hs.48433 


0 


1 


endocrine regulator (HRIHFB2436), mRNA /cds= 


516H2 


1 


212 


NM_017948 


Hs.48712 


2.00E-90 


2 


hypothetical protein FLJ20736 (FLJ20736), mR 


01 /by 


ODO 


1649 


NM_004462 


Hs.48876 


0 


2 


farnesyl-dlphosphate famesyltransferase 1 


146A2 


88 


440 


X76770 


Hs.49007 


0 


1 


PAP /cds=UNKNOWN /gb=X76770 /gr=556782 /ug 


174H4 


2612 


3200 


AF1 89011 


Hs.49163 


0 


1 


ribonuclease III (RN3) mRNA, complete cds /cds 


121G3 


463 


829 


NM_017917 


Hs 49376 


0 




nypotneucai protein rLJ2Uo44 (FU20644), mR 


170B9 


2260 


2948 


AK023825 


Hs.49391 


0 




ru 10/ 00 115, cione rL/\ot*tuuuuoy /cds = (oo 


65E2 


629 


1798 


AF062075 


Hs.49587 


0 


4 


\c\jyjdx\i\ if irviNM, cornpieiB cos /COS— (Sjo, l2i>31 /Q 


518B2 


26 


1798 


NM_004811 


Hs.49587 


0 


12 


leupaxin \i_r'APi;, itikima /COS— \5w,l2o3) /gb = NIVl 0 


472E8 


1182 


1516 


AL390132 


Hs.49822 


0 




mr\iMM, cujmm Urxrzjxw/ ClUr (Trom clone 
















DKFZp547E1 


41B12 


57 


576 


AB000887 


Hs.50002 


0 


1 


for EBI1-ljgand chemokine, complete cds 


41D1 


1 


310 


U86358 


Hs.50404 


1.00E-135 


1 


chemokine (TECK) mRNA, complete cds /cds=(0,452) 
/gb 


107C9 


2861 


3541 


M64174 


Hs.50651 


0 


3 


protein-tyrosine kinase (JAK1) mRNA, complete cds /c 


599H12 


202 


3541 


NNL002227 


Hs.50651 


0 


11 


Janus kinase 1 (a Droteln tvro«;inp klna^pi ( iak 


105E3 


621 


1101 


AF047442 


Hs.50785 


0 


1 


vesicle traffiekina orofpin ^.arOOh mPMA rtnmn 

vvjiuiu u ai t ivimii^ fJtuiXSttt oobc^u 1 1 lr\l>/A, WVlTip 


129B5 


2489 


2919 


X16354 


Hs.50964 


0 


2 


transmembrane caroinopmhrvnnir* antinen Rr^Do 

uuiii^iiiwiiik/lullv veil \>ll liywl I tiJt yUl IIU CUiUmCIi DOrd 


587H2 


748 


1673 


NMJJ00521 


Hs.51043 


0 


2 


hexosaminidase B (beta polypeptide) (HEXB), m 


458H12 


4043 


4561 


NM_000887 


Hs.51077 


0 


1 


integrin, alpha X (antigen CD11C (p150), alpha 


129C9 


4055 


4567 


Y00093 


Hs 51 077 


0 


1 


leukocyte adhesion glycoprotein p1 50,95 


125D8 


2502 


3966 




HS.51233 


0 


3 


TRAIL receptor 2 mRNA, complete cds /cds=(1 17,1 


179E1 


17 


343 


M22538 


Hs 51299 


1 00F-17Q 


1 


nuciear-encoaea mitochondrial NADH-ubiquinone redu 


165D7 


35 


754 


NM_021074 


Hs.51299 


0 


4 


NADH dehvdroaenase fubkiLiinonp\ fiflvnnrntpin 


107F10 


2632 


2993 


Y11251 


Hs.51957 


0 


2 


nOVPl tTIPmhPr Of ^Prinp-i3rriInIno Hnmiin >i 
iivvci imcmilk;i ui odllic-diyil llflc CUlTlain p 


195B12 


1344 


1590 


NMJ)17903 


Hs.52184 


3.00E-96 


1 


hypothetical protein FLJ20618 (FLJ20618), mR 


69D7 


3046 


3568 


AB014569 


Hs.52526 


0 


4 


for KIAA0669 protein, complete cds /cds=( 


55D1 


2607 


2847 


NM_014779 


Hs.52526 


1.00E-130 


1 


KIAA0669 gene product (KIAA0669), mRNA /cds=( 


480B8 


1943 


2062 


AL080213 


Hs.52792 


8.00E^4 


1 


mRNA; cDNA DKFZp586l1823 (from clone 


72G7 














DKFZp586l 


1236 


1348 


N(Vi_0l8607 


Hs.52891 


2.00E-55 


1 


hypothetical protein PR01853 (PR01853), mRNA 


526D1 


' 1 


256 


NM_004597 


Hs.53125 


1.00E-114 


1 


small nuclear ribonucleoprotein D2 polypeptid 


458E8 


1182 


1701 


NM_002621 


Hs.53155 


0 


1 


DrODerdin P factor comDlement ^PFP^ mRMA /rrt 


458G2 


2171 


2836 


NM_001204 


Hs.53250 


0 


1 


bone morohoaenetic Drotein rprpntnr tvnp II 


458F7 


30 


650 


NM_002200 


Hs.54434 


0 


1 


interfemn reaulatorv factor ^ f irfm mRMA / 


459F12 


2023 


3325 


NM_006060 


Hs.54452 


0 


2 


zinc finapr Drotein subfamilv 1A 1 ^IUn ma\ / 


41A6 


498 


755 


U46573 


Hs.54460 


1.00E-140 


1 


eotaxin precursor mRNA, complete cds /cds=(53,346) 
/ 


590A10 


243 


659 


NM_00468B 


Hs.54483 


0 


2 


N-myc (and STAT) interactor (NMi), mRNA /cds=( 


461 C11 


872 


1415 


NM_014291 


Hs.54609 


0 


1 


glycine C-acetyltransferase (2-amlno-3-keto 


170H5 


412 


1630 


AJ243721 


Hs.54642 


0 


3 


for dTDP-4-keto-6-deoxy-D-glucose 4-re 


521 F5 


270 


1491 


NM_013283 


Hs.54642 


0 


8 


methionine adenosyltransferase II, beta (MAT 


189H5 


737 


1049 


X76302 


Hs.54649 


1.00E-131 


2 


H.sapiens RY-1 mRNA for putative nucleic acid 


599D10 














binding protei 


2614 


3035 


AB029015 


Hs.54886 


0 


5 


mRNA for KIAA1092 protein, partial cds /cds=(0 


458D5 


1026 


1676 


AK027243 


Hs.54890 


0 


1 


cDNA: FU23590 fis, clone LNG14491 /cds=(709,1 


37A10 


1633 


2040 


AK026024 


Hs.55024 


0 


1 


FLJ22371 fis, clone HRC06680/cds=(77,12 


121AB 


799 


1217 


NM_018053 


Hs.55024 


1.00E-160 


1 


hypothetical protein FLJ10307 (FLJ10307), mR 
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460B1 


11195 11326 


AF231023 


Hs.55173 


1.00E-45 


1 


protocadherin Flamingo 1 (FMI1) mRNA, complete 


57F1 


1450 


2070 


NMJJ03447 


Hs.55481 


0 


2 


zinc finger protein 165 (ZNF165), mRNA /cds=(5 


S8D10 


979 


2070 


U78722 


Hs.55481 


0 


4 


zinc finger protein 165 (Zpf165) mRNA, complete 


584G7 


268 


1674 


NMJ5D3753 


Hs.55682 


0 


4 


eukaryotlc translation initiation factor 3, 


161C8 


63 


394 


NMJ)17897 


Hs.55781 


1.00E-177 


1 


hypothetical protein FU20604 (FLJ20604), mR 


588F6 


1 


387 


INIVl__Ul04yf 


Hs.55847 


0 


1 


hypothetical protein (LOC51258), mRNA/cds=( 


597E10 


334 


2073 


NMJJ04446 


Hs.55921 


0 


5 


glutamyl-prolyl-tRNA synthetase (EPRS), mRN 


138H10 


3603 


4112 


X54326 


Hs.55921 


0 


1 


glutaminyl-tRNA synthetase /cds=(58,43 


121D5 


3959 


4192 


AB018348 


Hs.55947 


1.00E-130 


1 


mRNA for KIAA0805 protein, partial cds /cds=(0 


473D12 


1428 


1866 


AJ245539 


Hs. 55968 


o 


2 


^icJiiidi i»ir\iNr\ IUI OallNrVC- \ O yvJrVLIN 1 3 genu) /COS— 


71 E3 


843 




NMJ505542 


Hs. 56205 


o 


30 


mauim iiiuuutnj yellc I ^IMolul ) t uirvNM /COS— (414 


73F4 


843 


2495 


U96876 


Hs. 56205 


o 


32 


insuiin inauceo protein i (ijmoJoi) gene, compl 


75C8 


180 


2439 


AJ277832 


Hs. 56247 


o 


13 




187A6 


2073 


2255 


AF1 95530 


Hs.56542 


2.00E-99 


1 


soluble aminopeptidase P (XPNPEP1) mRNA, comp 


584H5 


1 AQR 




NMJJ01494 


Hs.56845 


1.00E-151 


1 


GDP dissociation inhibitor 2 (GDI2), mRNA /cds 


460C5 


2395 


2860 


AK022936 


ria, ouot § 


o 


i 


cDNA FU 12874 fis, clone NT2RP2003769 /cds=UNK 


460B5 


* 164 


741 


BC003581 


Hs. 56851 


o 


1 


Similar to RIKFM rflMA ^QlWYTAH-ta nana 

oimiiar 10 r\ii\cri cuima zyuuuf omy gene, done 


54G4 


1359 


1761 


AK027232 


Hs.57209 


0 


2 


FLJ23579fls, clone LNG13017 /cds=UNKNOW 


192D8 


1 Or O 


dot C. 


AL136703 


Hs.57209 


0 


3 


mRNA; cDNA DKFZp566J091 (from clone 


66F9 














DKFZd566J0 


618 


1 UJU 


U41654 


Hs.57304 


0 


1 


adenovirus nmtPtn 7k inforar*inn nrv>toin 1 I 
auciii/vfiuo (JiuiCiii lZO~ 1 *». / ft (Nltrr dWIfly protein 1 1 


183A1 


2093 


2334 


NMJ)03751 


Hs,57783 


1.00E-132 


1 


^1 llf On/fit if* f rOrtolttfrlrtn initiofinn X— O 

cuivaiyuiio uonsiauon insiiauon Tactor o, 


117B3 


6933 


7225 


NM_022898 


Hs.57987 


1 .00E-1 54 


3 


d-ucu lympnoma/ieuKaemia lib (dOLIid), mRNA 


74C11 


273 


359 


BE739287 


Hs.58066 


7.00E-21 


1 


601556492F1 cDNA 5' onH /nlnnoslMAfSC'^ftOfcOyO 


174H2 


5591 


5977 


AJ131693 


Hs.58103 


0 


1 


mRNA for AKAP450 protein /cds=(222,1 1948) /gb 


599H8 


26 


993 


NMJ503756 


Hs.58189 


0 


3 


GllleaTVCific franclaHnn initio firm fiMnr *k 

cuiNdiyuiii^ uaiioiciLiun ifiiutaiiun racior *3, 


168F12 


295 


593 


U54559 


Hs.58189 


1.00E-166 


1 


translation inrtiatinn frsrtr»r <»IP"3 r\A(\ cnKnni 
uaiioictLiui i llllLldUUIl IdulQi cliO p*IU SUDUm 


68B11 


1 


297 


BE867841 


Hs.58297 


1.00E-146 


1 


ou i wao i «*r i cuinm, o ena /clone— iiviAGci3847o27 


104A6 


Of o 




AF001862 


Hs.58435 


0 


3 


FYN binding protein mRNA, complete cds /cds=(67 


192E3 


230 


648 


NMJJ01465 


Hs.58435 


o 


4 


PTIM-Dinaing proiein (rYo-i^u/130) (rYB), mRN 


73B4 


1287 


1763 


AK022834 


Hs.58488 


o 


? 


risjicf ( c if&, clone rv i <cr\r^^uuioJ4, nigniy 


100G3 


1568 


1786 


NMJK)4850 


Hs.58617 


1 .00E-1 08 


1 


r\i lu-doouudicja, UU116U-C011 coni3in>nQ prot 


116G9 


1997 


2464 


NMJ)13352 


Hs.58636 


0 


1 


o^uciciiuuo wcii uuiuinoiTia unugen rscognizeo Dy 


178C6 


5 


710 


AV760147 


Hs.58643 


1.00E-111 


5 


A\/7fini/17 i-nMA onH /rl/tno-Mr\CC DD 4 O r«U.« 

nv/ou w curMM, o ena /cione-rviuotPDi2 /cione^ 


519B1 


2203 


2320 


NMJ)14207 


Hs.58685 


1.00E-56 


1 


CD5 antigen (p56-62) (CDS), mRNA /cds=(72,1559 


40B6 


1655 


2283 


X04391 


Hs.58685 


0 


1 


lymphocyte glycoprotein T1>Leu-1 /cds=(72 l 1 


466B9 


262 


534 


A1684437 


Hs.58774 


1.00E-107 


1 


Wa82a04.x1 cDNA, 3' end /clone=IMAGE:2302638 


480H7 


86 


234 


NMJ)06568 


Hs.59106 


1.00E-54 


1 


ceil growth regulatory with ring finger domain 


44A7 


2229 


2703 


X17094 


Hs.59242 


0 


1 


fur mRNA for furin /cds=(21 6,2600) /gb=X17094 
















/gi=314 


106D12 


21 


380 


M96982 


Hs.59271 


0 


2 


U2 snRNP auxiliary factor small subunit, compl 


39C5 


1821 


2653 


AB011098 


Hs.59403 


0 


1 


for KIAA0526 protein, complete cds /cds=( 


185H7 


1826 


2352 


NNIJ)04863 


Hs.59403 


0 


1 


serine palmftoyltransferase, long chain base 


459C5 


126 


443 


AA889552 


Hs.59459 


1.00E-158 


1 


ak20d12.s1 cDNA, 3* end /clone=IMAGE:1406519 


108B8 


2760 


3079 


AJ1 32592 


Hs.59757 


1.00E-138 


1 


for zinc finger protein, 3115 /cds={ 107,27 


194F7 


2074 


2461 


NMJ)18227 


Hs.59838 


0 


1 


hypothetical protein FU10808 (FLJ 10808), mR 


465D4 


2 


132 


AI440512 


Hs.59844 


7.00E-67 


1 


tc83f09.x1 cDNA, 3* end /clone=IMAGE:2072777 


161H10 


1 


381 


AA004799 


Hs.60088 


1.00E-169 


1 


Zh96b05.s1 cDNA, 3' end /clone=IMAGE;429105 / 


465B6 


228 


383 


NM_018986 


Hs.61053 


1.00E-66 


1 


hypothetical protein (FLJ20356), mRNA /cds=( 


102G9 


359 


725 


D11094 


Hs.61153 


0 


1 


MSS1, complete cds /cds=(66,1367) /gb=D1 1094 


193C6 


359 


725 


NM_002803 


Hs.61153 


1.00E-174 


2 


proteasome (prosome, macropain) 265 subunit, 


99E7 


1768 


2339 


AL023653 


Hs.61469 


0 


10 


DNA sequence from clone 753P9 on chromosome 


462B9 














Xq25-26.1. 


5 


411 


BE779284 


Hs.61472 


100E-152 


1 


601464557F1 cDNA, 5 1 end /done=lMAGE:3867566 


594F11 


220 


569 


NM.003905 


Hs.61828 


1.00E-159 


2 


amyloid beta precursor protein-binding prote 
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zinc finger transcription factor (ZNF207) mRN 
zinc finger protein 207 (ZNF207), mRNA /cds=(2 
placental tissue factor (two forms) mRNA, complete cd 

coagulation factor III (thromboplastin, tfes 
mRNA for KIAA0642 protein, partial cds /cds=(39 
guanylate binding protein 1, Interferon-induc 
ferritin, heavy polypeptide 1 (FTH1), mRNA /c 
mRNA for KIM1292 protein, partial cds/cds=(0 
KIAA0371 gene, complete cds /cds=(247,3843) 
myotubularin related protein 3 (MTMR3), mRNA 
protein tyrosine phosphatase, non-receptor t 
cDNA FLJ13467 fis, clone PLACE1003519, highly 
Hpall tiny fragments locus 9C (HTF9C), mRNA /c 
tolJ-fike receptor 2 (TLR2), mRNA /cds=(1 29,24 
clone 25218 mRNA sequence /cds=UNKNOWN 
/gb=AF 

DNA sequence from clone RP5-1 174N9 on 
chromosome 1p34 

interleukin-11 receptor alpha chain mRNA, complete c 

ATP synthase, H+ transporting, mitochondrial 
aminoadipate-semialdehyde dehydrogenase-ph 
glioma pathogenesis-related protein (RTVP1), 
glioma pathogenesis-related protein (GliPR) mRNA, c 

APPH=amyloid precursor protein homolog [human, 
placenta, 

reticulon 4a mRNA, complete cds /cds=(141,3719 
hypothetical protein FU10669 (FLJ10669), mR 
CD38 antigen (p45) (CD38), mRNA /cds=(69.971) 
mRNA for KIAA1753 protein, partial cds /cds=(0 
mRNA; cDNA DKFZp434A1 1 5 (from clone 
DKFZp434A1 

nth (E.coli endonudease lll)-like 1 (NTHL1), 
7d69d02.x1 cDNA, 3' end /clone=!MAGE: 32782 11 
DNA sequence from clone RP3-467L1 on 
chromosome 1p36. 

StafSO /cds=(122,l450) /gb=X82200 /gi=8992 
mitochondrial intermediate peptidase (MIPEP) 
mitochondrial intermediate peptidase precurs 
Bruton's tyrosine kinase (BTK), alpha-D-galac 
dertdrirfc nel! protein (QA17), mRNA/cds=(51 1 
myelin basic protein (MBP), mRNA /cds=(10, 570) 
NRAS-related gene (D1S155E), mRNA /cds=(420,2 



102E7 


1216 


1921 


AF046001 


Hs.62112 0 


3 


192B4 


754 


934 


NMJKI3457 


Hs.62112 2.00E-98 


2 


41 G9 


1664 


2096 


J02931 


Hs.62192 0 


1 


482E12 


1857 


2149 


NM_001993 


Hs.62192 5.00E-87 


1 


4o9U10 


1548 


1845 


AB011114 


Hs.62209 1.00E-166 


1 


114D6 


2251 


2712 


NM_002053 


Hs.62661 0 


1 


590C9 


83 


760 


NMJX)2032 


Hs.62954 0 


43 


458C5 


1798 


2407 


AB033118 


Hs.63128 0 


1 


109E5 


4661 


5114 


AB002369 


Hs.63302 0 


1 






5650 


NMJ)21090 


Hs.63302 0 


6 




1 /O 1 


2144 


NM_002831 


Hs.63489 0 


1 




1787 


2222 


AK023529 


Hs.63525 0 


2 


458D7 


1595 


1912 


NMJ)22727 


Hs.63609 1.00E-180 




193A2 


144 


2588 


NM_003264 


Hs.63668 0 


5 


117C3 


1504 


2366 


AF131762 




3 


109F1 


568 


2157 


AL031602 


Hs.64239 0 


3 


4nns 




1192 


U32324 


Hs.64310 0 


1 


S22F4 


12 


504 


NM_006356 


Hs.64593 0 




462E9 


215 


891 


NM_015423 


Hs.64595 0 




1 OHO 1 u 


O/ 


889 


NMJ306851 


Hs.64639 0 






* 
I 


601 


U 16307 


Hs.64639 0 




110D11 


341 


712 


S60099 


Hs.64797 0 




513E8 


3411 


3986 


AP1 ARfk'k'7 
Ar | *KJO«j / 


HS.65450 0 




460F4 


1415 


1749 


NWI — Uloi/4 


Hs.66048 1 .00E-1 63 




478H8 


486 


IVOf 


NM_ UUl / fo 


Hs. 66052 0 




461A6 


2977 


3516 


MOUj 1 04 U 


Hs.66053 0 




191E7 


1 


494 




Hs.66151 0 




464B6 


76 


623 


NMJ302528 


Hs.66196 0 




473C6 


149 


517 


RPR717RQ 


ns.booo/ 0 




171G11 


1001 


1385 


Z.90D04 


Ll_ A/;7«n r\ 

ns.ooTOo 0 




169H3 


15 


1800 


X82200 


Hs.68054 0 




167G9 


747 


1104 


MM 0fWM9 


u c GQcoo a nntr -inn 

ns.ooooo I.OOt-101 




170H3 


747 


1104 


i lann^/t 

UOUU04 


Hs.68583 6.00E-99 




69F9 


321 


1348 


U78027 


Hs.69089 0 




586D6 


16 


676 


NM_006360 


Hs.69469 1.00E-173 




591 E3 


74. 


Too 


NM_002385 


Hs.69547 2.00E-59 






AM 

HO A, 




NM_007158 


Hs.69855 0 




515C5 


3257 


3421 


NMJ3031 69 


Hs.70186 8.00E-45 






AA 


/IOC 


H06786 


Hs.70258 0 




525H4 


2834 




NM_0 14933 


Hs.70266 4.00E-77 




521 C3 


1 


1165 


NM_016628 


Hs.70333 1.00E-176 ; 




460E5 


414 


994 


AF1 38903 


Hs.70337 0 




190C7 


1406 


1788 


D50926 


Hs.70359 0 1 




497F10 


653 


1096 


NM_014210 


Hs.70499 0 : 




37C11 


820 


1523 


AB002368 


Hs.70500 0 A 




464B2 


496 


721 


BG283002 


Hs.71243 3.00E-99 1 




69G4 


1292 


2708 


AL161991 


Hs.71252 0 4 




485E4 


176 


485 


AA1 31524 


Hs.71433 1.00E-151 1 




161G2 


1338 


1877 


NM_003129 


Hs.71465 0 1 





suppressor of Ty (S.cerevisiae) 5 homolog (SUP 
yl83g05.r1 cDNA, 5* end /done=IMAGE:44737 /c 
yeast Sec31p homolog (KIAA0905), mRNA /cds=(53 

hypothetical protein (LOC51322), mRNA /cds=( 
immunoglobulin superfamily protein beta-like 
mRNA for KIAA0136 gene, partial cds /cds=(0 l 2854) 
/gb 

ecotropic viral integration site 2A (EVI2A), m 
KIAA0370 gene, partial cds /cds=(0,2406) /gb 
602406192F1 cDNA, 5' end /clone=IMAGE:45182l4 

cDNA DKFZp761C169 (from clone DKFZp761Cl 
zJ31h02.s1 cDNA, 3' end /clone=IMAGE: 503571 / 
squatene epoxidase (SQLE), mRNA /cds=(2l4,1 93 
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188D6 


328 


597 


NMJ516630 


HS.71475 


1.00E-129 


1 


hypothetical protein (LOC51324), mRNA /cds=( 


483B5 


12 


384 


NM_021128 


Hs.71618 


0 


1 


polymerase (RNA) II (DNA directed) polypeptide 


161F6 


675 


1114 


U79277 


Hs.71848 


0 


1 


clone 23548 mRNA sequence /cds=UNKNOWN 
















/gb=U79277 /g 


473F8 


377 


729 


BE889075 


Hs.71941 


1.00E-146 


1 


601513514F1 cDNA, 5' end /do ne= I MAGE: 391 5003 


102A6 


1129 


1560 


' AK023183 


Hs.72782 


0 


1 


FU13121 fis, done NT2RP3002687 /cds=(39 


41 E2 


56 


539 


M57506 


Hs.72918 


0 


1 


secreted Drotein (i-309^ oene comolelp cri«; /rri<5=f7? 


476E12 


1790 


2311 


S76638 


Hs.73090 


0 


2 


p50-NF-kappa B homolog [human, peripheral blood T 
















cells, mR 


41 G7 


3116 


3469 


U64198 


Hs.73165 


1.00E-173 


1 


IU 2 receptor beta2 mRNA, complete cds 
















/cds=(640,322 


51 C9 


1721 


2339 


NM_005263 


Hs.73172 


0 


4 


growth factor independent 1 (GFI1), mRNA /cds= 


67H6 


1723 


2342 


U67369 


Hs.73172 


0 


1 


growth factor independence-1 (Gfi-1) mRNA, complete 


179E7 


211 


610 


M92444 


Hs.73722 


0 


1 


apurinic/apyrimidinic endonuclease (HAP1) g 


585G3 


174 


589 


NM_001641 


Hs.73722 


0 


8 


APEX nuclease (multifunctional DNA repair enz 


138A11 


1360 


1717 


M72709 


Hs.73737 


1.00E-151 


1 


alternative splicing factor mRNA, complete cds /cds= 


4yuc> 


Ibzo 


2276 


AK001313 


Hs.73742 


0 


4 


cDNA FLJ10451 fis, clone NT2RP1 000959, highly 


4 lUf 


2760 


3563 


J 03 565 


Hs. 73792 


0 


1 


Epstein-Barr virus complement receptor type Il(cr2) 


121F8 


2470 


2815 


AL136131 


Hs.73793 


1.00E-123 


1 


DNA sequence from clone RP1-261G23 on 
















chromosome 6p12 


482C7 


2864 


3199 


NMJJ03005 


Hs.73800 


1.00E-165 


3 


selectin P (granule membrane protein 140kD, an 


153E12 


160 


778 


D90144 


Hs.73817 


0 


22 


gene for LD78 alpha precursor, complete cds Ic 


489E12 


A a a 
ibl 


776 


kit* Annnno 

NMJJD2983 


1 t j*. "TOO A "» 

Hs.73817 


0 


6 


small inducible cytokine A3 (homologous to mo 


177D7 


112 


388 


BF673951 


HS.73818 


1.00E-143 


1 


602137331 F1 cDNA, 5' end /done=IMAGE:4274094 


Do i t IU 


c 
o 


^A7 


mm r\nczr\f\A 
InIVI_UUdUU4 


nS./oolo 


1 .IWt-l 55 


6 


ubiqulnol-cytochrome c reductase hinge prote 


A A1V1A A 


119 


436 


At A A t\A ftO 

AL1 10183 


HS.73851 


1.00E-148 


1 


cDNA DKFZp566A221 (from clone DKFZp566A2 


190G11 


1 


375 


NM_001685 


Hs.73851 


0 


6 


ATP synthase, H+ transporting, mitochondrial 


119D10 


675 


1700 


BC001267 


HS.73957 


0 


4 


RAB5A, member RAS oncogene family, clone MGC: 


135H12 


1244 


1772 


NMJ503016 


Hs.73965 


0 


2 


splicing factor, arginine/serine-rich 2 (SFR 


160E6 


1811 


2196 


X75755 


Hs.73965 


0 


5 


PR264 gene/cds=(98,763) /gb=X75755 /gi=455418 


A 7CCO 

i/ory 


7CM 


A A AC 

144b 


L29218 


Hs.73986 


0 


2 


clk2 mRNA, complete cds /cds=(1 29,1628) /gb=L2 


oiouy 




4 A AA 

1 144 


NM_Q03992 


HS.73987 


0 


1 


CDC-like kinase 3 (CLK3), transcript variant p 


4oyr J 


177Q 


1 956 


NM_J)02286 


Hs.7401 1 


4.00E-78 


1 


lymphocyte-activation gene 3 (LAG3), mRNA /cd 


481D6 


1323 


1805 


Z22970 


Hs.74076 


1.00E-173 


1 


H.sapiens mRNA for M130 antigen cytoplasmic variant 
















2/cds=( 


1Q-3UQ 

jyony 


m i 
ol o 


looy 


l\IJV!_Q07360 


Hs.74085 


1.0DE-127 


3 


DNA segment on chromosome 12 (unique) 2489 expr 


39D9 


810 


994 


X54870 


Hs.74085 


1.00E-100 


1 


NKG2-D gene /cds=(338,988) /gb=X54870 /gi=3 


71 F3 


3014 


3858 


NMJ304430 


Hs.74088 


1.00E-114 


4 


early growth response 3 (EGR3), mRNA /cds=(357, 


/4d \C 


OOOI 


4Z14 


540832 


HS.7408B 


1.00E-114 


7 


EGR3=EGR3 protein mRNA, 


lUOt I I 


c 


I4Z 


ALO50391 


Hs.74122 


o.OOE-72 


2 


cDNA DKFZp586A181 (from clone DKF2p586A1 


174A12 


141 


1072 


MM DfH99c; 


nS. / *t \£.£. 




9 


caspase 4, apoptosis-related cysteine protea 


599E9 


351 


1864 


AF279903 


Hs.74267 


0 


6 


60S ribosoma! protein L15 (EC45) mRNA, complet 


74F7 


126 


1867 


AF283772 


Hs.74267 


0 


8 


clone TCBAP0781 mRNA sequence /cds=(40,654) / 


156G12 


554 


831 


AF034607 


Hs.74276 


1.00E-156 


1 


chloride channel ABP mRNA, complete cds /cds=( 


118F4 


1 


148 ' 


BG112085 


Hs.74313 


7.00E-65 


2 


602283260F1 cDNA, 5' end /clone=IMAGE:4370727 


70G10 


1 


2177 


M16660 


Hs.74335 


0 


26 


90-kDa heat-shock protein gene, cDNA, complete cds 
Ic 


64D1 


330 


2219 


NM_007355 


Hs.74335 


0 


26 


heat shock 90kD protein 1 , beta (HSPCB), mRNA / 


121E12 


700 


1033 


NMJ)06826 


Hs.74405 


0 


1 


tyrosine 3-monooxygenase/tryptophan 5-monoo 


177D3 


480 


1645 


X57347 


Hs.74405 


0 


2 


HS1 protein /cds=( 100,837) /gb=X57347 / 
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155A5 680 1176 



181G10 

66D8 

189D10 

171A3 

173F3 

176B7 

481 A11 

116G8 

526F6 

104D3 

518G1 

459H1 

69C5 



1802 

927 

383 

721 

1069 

1592 

2012 

689 

185 

713 

2725 

3093 



2302 
1490 
1102 
1092 
1468 
1990 
2210 
1417 
1088 
1127 
2993 
3268 



2304 2781 



587F12 


930 


2777 


1<£4H10 


. 1240 1812 


K7C4 A 

Or r lU 


700 


2310 


-J A A i(\ 


o/U 


2252 


1 1 on t u 


ARK. 
. 400 


923 




870 


2566 


1 7QHfl 


1 
i 


1210 


125C4 


417 


1425 


74C5 


21 


177 


497B12 


124 


ooh 


191E10 


497 


859 


114A3 


1032 


1446 


117G3 


AIM 


799 


483G2 


3293 


3639 




8314 


8804 


597G6 


374 


2361 


596F11 


684 


1088 


69C9 


995 


1564 


46E7 


128 


1519 


481B10 


66 


515 


469C5 


368 


969 . 


71B4 ■ 


939 


2049 


75E10 


173 


1991 


166G9 


2077 


2632 


167A12 


2074 


2619 


105B12 


3030 


5207 


125D1 


4782 


5209 


184E4 


2075 


3174 


191E5 


2071 


3174 


186C12 


4159 


4866 


177C9 


4473 


4866 


39D8 


743 


1980 


127G2 


1363 


1769 


64E5 


4 


1214 


69G5 


276 


914 


101F6 


315 


758 


596E10 


320 


1667 


587G10 


639 


953 



U86602 

NMJ)12381 

X86691 

NMJXJ1749 

X04106 

NMJ)04559 

NMJ301178 

NMJ)00947 

NMJ)02537 

NM_003145 

X79353 

NMJJ01357 

NM_014767 

M97287 
NMJ302971 
NMJ302808 
NMJD00311 
U29185 
NMJ300108 
NMJJQ3217 
X75861 



Hs.74407 0 



Hs.74420 
Hs.74441 
Hs.74451 
Hs.74451 
Hs.74497 
Hs.74515 



0 
0 
0 

1.00E-174 
0 
0 



Hs.74519 2.00E-61 

Hs.74563 0 

Hs.74564 0 

Hs.74576 0 

Hs.74578 1.00E-134 

Hs.74583 3.00E-67 



Hs.74592 
Hs.74592 
Hs.74619 
Hs.74621 
Hs.74621 
Hs.74635 
Hs.74637 
Hs.74637 



2 
1 
7 
1 
1 
1 
1 
4 
3 
1 
1 
1 

3 
6 
2 

60 

34 

1 

7 

3 



NM_014280 Hs.74711 0 2 
BE549137 Hs.74861 4.00E-65 1 



NM_006713 Hs.74861 1.00E-123 

NM_022451 Hs.74899 0 

AY007131 Hs.75061 0 

NM_004622 Hs.75066 0 

NM_006148 Hs.75080 1.00E-180 1 

NMJ500038 Hs.75081 0 

NM_003406 Hs.75103 0 

NIW 002097 Hs.75113 0 

AF1 13702 Hs.75117 0 



NMJ304515 Hs.75117 1.00E-164 

NM_003201 Hs.75133 0 

NMJX)6708 Hs.75207 0 

NM_002539 Hs.75212 0 

X16277 Hs.75212 0 

L36870 Hs.75217 0 



2 
1 
1 

24 
51 
1 



NM_003010 

D67029 

NM_003003 

D42040 

NM_005104 

NM_001068 

X68060 

D31885 

NM_015166 

NMJJ02922 

S59049 



Hs.75217 
Hs.75232 
Hs.75232 
Hs.75243 
Hs.75243 
Hs.75248 
Hs.75248 
Hs.75249 
Hs.75251 
Hs.75256 
Hs.75256 



AF054174 Hs.75258 0 
NMJ504893 Hs.75258 0 



1 

3 
1 
5 
2 
6 
1 
6 
1 
6 
6 

1 
5 



nucleolar protein p40 mRNA, complete cds 
/cds=(l42,l0 

origin recognition complex, subunit 3 (yeast h 
218kD Mi-2 protein /cds={89,5827) /gb=X 
calpain 4, small subunit (30K) (CAPN4), mRNA/ 
calcium dependent protease (small subunit)/ 
nuclease sensitive element binding protein 1 
aryl hydrocarbon receptor nudear translocate 
prlmase, polypeptide 2A (58kD) (PRIM2A), mRNA 
ornithine decarboxylase antizyme 2 (OA22), mR 
signal sequence receptor, beta (translocon-as 
XAP-4 mRNA for GDP-dissociation inhibitor /cds=( 
DEAD/H (Asp-Giu-Ala-Asp/His) box polypeptide 
KIAA0275 gene product (KIAA0275), mRNA /cds=( 

MAR/SAR DNA binding protein (SATB1) mRNA 
special AT-rich sequence binding protein 1 (b 
proteasome (prosome, macropain) 26S subunit, 
prion protein (p27-30) (Creutzfeld-Jakob dis 
prion protein (PrP) gene, complete cds/cds=(24 
dihydrolipoamide dehydrogenase (E3 component 
testis enhanced gene transcript (TEGT), mRNA 
TEGT gene /cds=(40,753) /gb=X75861 /gi=456258 / 

splicing factor similar to dnaJ (SPF31), mRNA 
601076443F1 cDNA, 5' end /clone-JMAGE: 3462 154 

activated RNA polymerase II transcription cof 
hypothetical protein FU12820 (FU12820), mR 
clone CDABP0045 mRNA sequence 
translin (TSN), mRNA /cds=(81,767) /gb=NM 004 
LIM and SH3 protein 1 (LASP1), /cds=(75,860) /g 
adenomatosis polyposis coli (APC), mRNA /cds= 
tyrosine 3-monooxygenase/tryptophan 5-monoo 
general transcription factor IIIA (GTF3A), mR 
clone FLC1353 PRO3063 mRNA, complete cds /cds= 

interieukin enhancer binding factor 2, 45kD ( 
transcription factor 6-like 1 (mitochondrial 
glyoxaiase I (GL01), mRNA/cds-(87,641) /gb=N 
ornithine decarboxylase 1 (ODC1) mRNA /cds=(33 
ornithine decarboxylase ODC (EC 4.1.1.17) /c 
MAP kinase kinase 4 (MKK4) mRNA, complete cds / 

mitogen-activated protein kinase kinase 4 (M 
SEC14L mRNA, complete cds 
SEC14(S. cerevisiae)-like 1 (SEC14L1), mRNA 
KIAA9001 gene, complete cds /cds=(1701,4106) 
bromodomain-containing 2 (BRD2), mRNA/cds=(1 
topoisomerase (DNA) II beta (180kD) (TOP2B), m 
topllb mRNA for topoisomerase lib /cds=(0,4865> 
KiAA0069 gene, partial cds /cds=(0,680) /gb= 
DEAD/H (Asp-GIu-Ala-Asp/His) box binding pro 
regulator of G-protein signalling 1 (RGS1), mR 
BL34=B cell activation gene [human, mRNA, 1398 nt) 

histone macroH2A1.2 mRNA, complete cds /cds=( 
H2A histone family, member Y (H2AFY), mRNA /cds 



NM.001628 Hs.75313 1.Q0E-147 1 aldo-keto reductase family 1, member B1 (aldo 
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128F7 


181 


933 


X06956 


Hs.75318 


0 


4 


HALPHA44 gene for alpha-tubulin, exons 1-3 


74A1 


321 


3290 


D21262 


Hs.75337 


0 


10 


KIAA0035 gene, partial cds /cds=(0,2125) /gb 


50D8 


2 


667 


BF303895 


Hs.75344 


0 


4 


601 88651 5F2 CDNA, 5* end /clone=IMAGE:4120514 


179F7 


379 


720 


L07633 


Hs.75348 


1.00E-179 


4 


(clone 1950.2) interferon-gamma IEF SSP 5111 m 


191F3 


158 


872 


NM_006263 


Hs.75348 


0 


18 


proteasome (prosome, macropaln) activator su 


463G4 


1849 


2394 


NMJD01873 


Hs.75360 


0 


1 


carboxypeptidase E (CPE), mRNA/cds=(290,1720 


117D6 


224 


671 


AB023200 


Hs.75361 


0 


1 


mRNA for KIAA0983 protein, complete cds /cds=( 


73E8 


1 


2339 


D89077 


Hs. 75367 


0 


8 


for Src-like adaDter Drotein conrmlete cd 


49H5 


1 


2388 


NMJ)06748 


Hs.75367 


0 


4 


Src-like-adapter (SLA), mRNA /cds=(41 ,871 ) / 


134A3 


550 


1126 


NM_005917 


Hs.75375 


0 


1 


malate dehydrogenase 1, NAD (soluble) (MDH1), 


462F2 


73 


361 


NM 004179 




I .UUc- I DO 


i 


solute carrier family 1 (glial high affinity gl 


477 G6 


769 


2043 


INI VI _ULI*t OXJU 


He 7^**Q^ 
lib- f DOuO 


n 


o 


acid phosphatase 1, soluble (ACP1), transcript 


62A10 


1028 


2528 


X87949 


no. / o*r i u 


o 


7 


Dir proiem /cos— \^^,^iao) /go-Ao/y4y 


125H4 


510 


807 


NMJ)06010 


Hs.75412 


1.00E-130 


2 


Arginine-rich protein (ARP), mRNA /cds=( 132,8 


70H1 


29 


2349 


AK026463 


Hs.75415 


0 


30 


FU22810 fis t clone KAIA2933, highly sim 


bUUo 


loU 


1666 


D31767 


Hs.75416 


0 


6 


KIAA0058 gene, complete cds /cds=(69,575) /g 


98D5 


103 


1233 


NM_014764 


Hs.75416 


0 


10 


DAZ associated protein 2 (DAZAP2), mRNA /cds=( 


CCU1 


•1 


4 OOft 

loyu 


NM_0 16525 


Hs.75425 


2.00E-81 


1 


ubiquitin associated protein (UBAP), mRNA /cd 


A Art* O 


01 


480 ■ 


Br 131654 


Hs.75428 


0 


3 


601820480F1 cDNA, 5' end /clone=IMAGE:4052586 


64E11 


1 


177 




Uq 7K^.Oft 

riii. / affcO 




1 


superoxide dismutase 1 , soluble (amyotrophic 




OOf 


yoy 


L.00044 


US. f040£ 


U 


4 


(clone FFE-7) type II Inosine monophosphate de 


oory 


Of 57 


Of £. 


inIVI_UUUoo4 


riS./o4o^ 


1.00c-149 


1 


IMP (inosine monophosphate) dehydrogenase 2 




ft7 


zyi 


Dfc7 90474 


Hs.75458 


5.00E-71 


2 


601476059F1 cDNA, 5" end /clone= I MAGE: 3878799 


585G5 


1 


302 


NM_000979 


Hs.75458 


1.00E-170 


8 


ribosomal protein L18 (RPL18), mRNA /cds=(15,5 


1 / OA! 




ZOOO 


KIM ftftC71!1 


Hs.75462 


0 


2 


BTG family, member 2 (BTG2), mRNA /cds=(71 ,547) 


166A10 


601 


1147 






r\ 


i 


mRNA expressed in osteoblast, complete cds /cd 


180D10 


601 


1045 




He 7*470 
no. / sjt i \j 




•1 
i 


hypothetical protein, expressed in osteoblast 


122D9 


3322 


5191 


AB023173 


He 7*478 


n 


4 


mKiMA ror iwv\uyoo protein, partial cas /cds=(0 


461 E5 


2484 


2804 


AL133074 


Hs.75497 


1.00E-144 


1 


mRNA; cDNA DKFZp434M1317 (from clone 
















DKFZp434M 


512D6 


. 69 


799 


nm nrwsQi 


no. f v*r90 


Q 


12 


smaii inouciDie cytOKine suDiamuy a (uys-uys 


146B12 


54 


783 


U64197 


no. f jh^o 


o 


4 

1 


chemokine exodus-1 mRNA, complete cds /cds=(4 


596H5 


685 


1952 


NM D01157 


H<= 7^«;'in 




c 
3 


annexin An (aivjaai i), mKNA/cas-(i7o,l695) /g 


179D6 


215 


603 


D23662 


Hs 75512 


1 00E-168 

1 .Wt i UQ 


2 


uoiquiun-iiive proiein, complete COS 


522G12 


52 


603 


NM 006156 


Hs 75512 


o 


2 


neurai precursor ceii expresseo, aeveiopmenta 


46B6 


1108 


1418 


NM 000270 


H<: 7**14 
no. f 39 if 


1 .UUC- 1 DO 




nucleoside phosphorylase (NP), mRNA/cds={109 


73H11 


83 


1418 


X00737 


Hs 7*5514 
no. / J3 i *r 


1 nnF-inA 

l.vUt* IUt 


•a 
o 


purine nucleoside phosphorylase (PNP; EC 2. 


154F7 


1279 


2056 


L05425 


Hs 75528 


o 


3 


nucleolar i rase mKiNA, complete cas /cos— (/y,^ 


164C10 


1268 


1910 


NM 013285 

INIVI \J 1 wtUJ 


no. / v?sJ/.o 




9 


nucleolar o i rase (nurviAUAN i io; t mKNA /cds— (79, 


106C8 


76 


322 


Z25749 


Hs 75538 


1 00P-130 


3 


norio fnr riKftCftmal rtmfoin C7 lr*ric—fdi ccc\ /_u _ 
gent? iui iiuubuiiidi proiein 0/ /cos— 1 ,000/ '9D— 


98E5 


474 


1188 


NM 003405 


Hs 75544 


Q 




lyrudiMc o-nionooAyyenase/iryptopnan D-monoo 


459G10 


2160 


2717 


NM 000418 


Hs 75545 


Q 




iniericutvin recepiur \iL4K^, mKNA /cos— n fo. 


44B2 


71 


692 


U03851 


Hs.75546 


0 


1 


caooina Drotein aloha mRNA oartial r^d^ 
















/cds=(16,870) 


483F2 


1207 


1392 


NM_004357 


Hs.75564 


1.00E-80 


1 


CD151 antigen (CD151), mRNA /cds=(84,845) /gb 


596D6 


1968 


2392 


NM_021975 


Hs.75569 


0 


1 


v-rel avian reticuloendotheliosis viral onco 


466G10 


679 


896 


" NMJD14763 


Hs.75574 


1.00E-120 


2 


mitochondrial ribosomal protein L1 9 (MRPL1 9), 


524B3 


6194 


6477 


NM_001759 


Hs.75586 


1.00E-147 


1 


cyclin D2 (CCND2), mRNA /cds=(269,1138) /gb=N 


481 B4 


3423 


3804 


NM_000878 


Hs.75596 


1.00E-160 


2 


interleukin 2 receptor, beta (IL2RB), mRNA /cd 


162B5 


753 


1694 


M29064 


Hs.75598 


0 


6 


hnRNP B1 protein mRNA /cds=(149, 1210) 
















/gb=M29064 /gi 


176F5 


730 


922 


NM_002137 


Hs.75598 


1.0DE-106 


1 


heterogeneous nuclear ribonucleoprotein A2/ 


106C2 


1654 


2589 


D10522 


Hs.75607 


0 


8 


for 80K-L protein, complete cds /cds=(369, 


98C5 


1538 


2589 


NM_002356 


Hs.75607 


0 


20 


myristoylated alanine-rich protein kinase C 
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192E5 


1007 


1416 


40E12 


836 


1765 


107C6 


1491 


1595 


1 1"7ITn 

1 1 rty 


149 


1033 




740 


1367 


482D4 


1342 


1659 


/3F8 


2864 


3657 


58G3 


3222 


3657 


53A7 


oO 


836 


500E11 


41 


688 


170E9 


415 


2376 


591 E8 


1759 


2401 


191A11 


20 


1900 


184F5 


18 


1900 


593G8 


238 


747 


178G9 


504 


2101 


138F12 


2341 


2488 


37F7 


1328 


1863 


119C7 


3736 


4103 


52E8 


574 


1106 


74C8 


2055 


3026 



196C5 

68E7 

116E3 

107C10 

123C12 

99E11 

128C11 

175F5 

182F12 



2600 4591 

2194 2597 

289 621 

650 1165 

459 969 

1007 2346 

377 906 

455 843 

4263 4842 



175E3 3255 3787 

195G3 1435 2132 

184B12 17 282 

67G6 1218 1605 

516A11 721 1109 



44B1 1066 
594D3 3971 
459H6 5291 



4914 
4158 



113F6 
104F9 



2281 
2334 



100F12 656 

39E1 40 

111G8 41 

478A7 1335 



2807 
2804 

825 
526 

547 

1653 



NMJ)06819 Hs.75612 0 
M98399 Hs.75613 0 



AF1 13676 Hs.75621 3.00E-51 1 



NM_001779 Hs.76626 0 

NMJ300591 Hs.75627 0 

NM_006163 Hs.75643 3.00E-82 

L49169 Hs.75678 0 

NM_006732 Hs.75678 0 
J04130 Hs.75703 0 

NM_002984 Hs.75703 0 
M16985 Hs.75709 0 

NM_002355 Hs.75709 0 
NM_002575 Hs.75716 0 



Y00630 Hs.75716 0 

NM_005022 Hs.75721 1.00E-110 

NM.,002951 Hs.75722 0 

Y00282 Hs.75722 4.00E-60 

AK023290 Hs.75748 0 

NMJJ03137 Hs.75761 1.00E-172 1 



2 
1 
1 

20 
6 

138 

128 
6 

3 
13 
8 
2 
2 
1 
3 



M36820 


Hs.75765 


0 


2 


M10901 


Hs.75772 


O 


4 


NM_000176 


Hs.75772 


0 


5 


D87953 


Hs.75789 


0 


1 


NMJ316470 


Hs.75798 


0 


1 


AK025732 


Hs.75811 


0 


1 


NMJ304315 


Hs.75811 


0 


1 


NM_014761 


Hs.75824 


0 


2 


NMJJ06817 


Hs.75841 


0 


2 


X94910 


Hs.75841 


1.00E-173 


1 


D86550 


Hs.75842 


0 


1 


AL110132 


Hs.75875 


0 


1 


NM_003349 


Hs.75875 


0 


2 


BF698920 


Hs.75879 


1.00E-138 


8 


AK000639 


Hs.75884 


1.00E-173 


1 


NMJ)15416 


Hs.75884 


0 


2 



NM_0O4371 
NM_003791 
087446 

NM_006842 
U41371 

AK024890 
BF217687 

NM_021109 

NMJJ06813 



Hs.75887 
Hs.75890 
Hs.75912 

Hs.75916 
Hs.75916 

Hs.75932 
Hs.75968 

Hs.75968 

Hs.75969 



0 4 
1.00E-73 1 
1.00E-160 1 



6.00E-S3 1 

1.00E-124 2 

1.00E-166 19 

1.00E-119 1 



stress-induced-phosphoprotein 1 (Hsp70/Hsp9 
antigen CD36 (clone 21) mRNA, complete cds 
/cds=(254,1 

clone FLB2803 PRO0684 mRNA, complete cds /cds= 

CD58 antigen, (lymphocyte function-associate 
CD14 antigen (CD14), mRNA /cds=(119,1246) /gb 
nuclear factor (erythroid-derived 2), 45kD (N 
G0S3 mRNA, complete cds /cds=(593,1609) 
/gb=L49l69/ 

FBJ murine osteosarcoma viral oncogene homolo 
activation (Act-2) mRNA, complete cds /cds=(1 08,386) 

small inducible cytokine A4 (homologous to mo 
cation-dependent mannose 6-phosphate-specific rece 

mannose-6-phosphate receptor (cation depende 
serine (or cysteine) proteinase inhibitor, cl 
Arg-Serpin (plasminogen actrvatoMnhibito 
profit 1 (PFN1), mRNA /cds=( 127,549) /gb=NM 
ribophorln II (RPN2), mRNA /cds=(288,2183) /g 
ribophorin II /cds=(288,2183)/gb=Y00282/g 
FLJ13228 fis, clone OVARC10Q0085, highly 
SFRS protein kinase 1 (SRPK1), mRNA /cds=( 108,2 

cytokine (GRO-beta) mRNA, complete cds 
/cds=(74,397) 

glucocorticoid receptor alpha mRNA, complete cds /cd 

nuclear receptor subfamily 3, group C, member 
RTP, complete cds /cds=(122,1306) /gb=D87953 
hypothetical protein (HSPC207), mRNA/cds=(0 
FLJ22079 fis, clone HEP13180, highly sim 
N-acyisphingosine amidohydrolase (acid cera 
KIAA0174 gene product (KIAA0174), mRNA/cds=( 

endoplasmic reticulum lumenal protein (ERP28 

ERp28 protein fcds=(1 1 ,796) /gb=X9491 

mRNA for serine/threonine protein kinase, complete c 

mRNA; cDNA DKFZp564H192 (from clone 
DKFZp564H1 

ubiquitin-conjugating enzyme E2 variant 1 (U 
602126495F1 cDNA, 5* end /clone=IMAGE:4283350 

FLJ20632 fis, clone KAT03756, highly simi 
DKFZP586A011 protein (DKFZP586A011), mRNA/c 

coatomer protein complex, subunit alpha (COPA 

site-1 protease (subtilisin-like, sterol-reg 

/gb NA KtAA025? 9ene » P artial /cds=(0,54l8) 

splicing factor 3b, subunit 2, 145kD (SF3B2), m 
spliceosome associated protein (SAP 145) mRNA 
compl 

FU21237 fis, clone COL01114/cds=UNKNOW 
601882510F1 cDNA, 5' end /clone= IMAGE :4094907 

thymosin, beta 4, X chromosome (TMSB4X), mRNA 

proline-rich protein with nuclear targeting s 
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/UE9 


652 


1065 


U03105 


Hs.75969 


0 


1 


B4-2 protein mRNA, complete cds /cds=(113,1096) 
/gb=U 


596B9 


508 


1461 


NM_003133 


Hs.75975 


0 


2 


signal recognition particle 9kD (SRP9), mRNA 


513F12 


1359 


2169 


NM_005151 


Hs.75981 


0 


3 


ubiquitin specific protease 14 (tRNA-guanine 


74B3 


1361 


2166 


U30888 


Hs.75981 


0 


2 


tRNA-guanine transglycosylase mRNA, complete cds 
/c 


67B6 


81 


1457 


X17025 


Hs.76038 


0 


4 


homolog of yeast IPP isomerase /cds=(50,736) 
















/gb=Xl70 


586F2 


1471 


2197 


NM_004396 


Hs.76053 


0 


13 


DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 


70B3 


762 


2211 


X52104 


Hs.76053 


o- 


12 


p68 protein /cds=(1 75,201 9) /gb=X52104 /gi=3 


73B2 


32 


494 


BF214146 


Hs.76064 


0 


1 


601847762F1 cDNA, 5' end /clone=IMAGE:4078622 


523E6 


10 


441 


NMJJ00990 


Hs.76064 


0 


2 


ribosomal protein L27a (RPL27A), mRNA /cds=(1 


38F7 


6 


372 


Z23090 


Hs.76067 


0 


2 


28 kDa heat shock protein /cds=(491,1 108) 


59B6 


916 


1274 


AF071596 


Hs.76095 


1.00E-174 


1 


apoptosis inhibitor (IEX-1L) gene, complete c 


493B3 


540 


1206 


NMJ)03897 


Hs.76095 


0 


3 


immediate early response 3 (IER3), mRNA /cds=( 


483D7 


1399 


2063 


NMJXJ5626 


Hs.76122 


0 


1 


splicing factor, arginine/serine-rich 4 (SFR 


591 C1 2 


13412 13873 


NMJ)03922 


Hs.76127 


0 


3 


hect (homologous to the E6-AP (UBE3A) carboxyl 


65H7 


12209 12580 


U50078 


Hs.76127 


0 


1 


guanine nucleotide exchange factor p532 mRNA, 
















complet 


160B6 


79 


535 


X77584 


Hs.76136 


1.Q0E-140 


1 


ATL-derived factor/thiredoxin /cds=(80 


596A9 


1 


124 


NMJ)01009 


Hs.76194 


3.00E-62 


1 


ribosomal protein S5 (RPS5), mRNA/cds=(37,651 


51H5 


2834 


3174 


AK025353 


Hs. 76230 


1.00E-180 


1 


cDNA: FLJ21700 fis, clone COL09849, highly sim 


115C8 


1589 


2005 


NMJ501748 


Hs.76288 


0 


1 


calpain 2, (m/ll) large subunit (CAPN2), mRNA 


588C5 


4 


336 


NMJ)04492 


Hs.76362 


0 


2 


general transcription factor IIA, 2 (12kD subu 


111D9 


732 


1077 


NM_004930 


Hs.76368 


1.00E-161 


2 


capping protein (actin filament) muscle Z-lin 


192A11 


1589 


1995 


NIVL002462 


Hs.76391 


0 


3 


myxovirus (influenza) resistance 1, homolog o 


39F5 


8481 


8730 


Y0O285 


Hs.76473 


1.00E-111 


i 


i nsu line-like growth factor II receptor /cds 


98C4 


487 


3719 


NMJ)02298 


Hs.76506 


0 


38 


lymphocyte cytosolic protein 1 (L-plastin) (L 


124H12 


611 


1747 


NM_004862 


Hs.76507 


0 


5 


LPS-induced TNF-alpha factor (PIG7), mRNA /cd 


37A6 


920 


1524 


U77396 


Hs.76507 


1.00E-162 


2 


LPS-lnduced TNF-Alpha Factor (UTAF) mRNA, co 


71E9 


759 


3362 


D00099 


Hs.76549 


0 


4 


mRNA for Na.K-ATPase alpha-subunit, complete 


/orO 


951 


1277 


AK001361 


Hs. 76556 


1.00E-168 


1 


FLJ10499 fis, clone NT2RP2000346, weakly 


48H6 


1097 


1603 


NM_014330 


Hs.76556 


0 


2 


arowth arrest and DNA-damaoe-indurlhl^ \i «z 


160C8 


74 


181 


BE730376 


Hs.76572 


2.00E-40 


1 


601563816F1 5* end /clone=JMAGE:3833690 


589D11 


86 


455 


NIVT001697 


Hs.76572 


o 


2 


f\ i r synmase, n+ transporting, mitochondrial 


38B1 


227 


886 


NM_0 14059 


Hs. 76640 


o 


g 


RwU3^ protein jkijv/o^;, mKNA/CuS=(14o,499) /g 


174B12 


3024 


4628 


D80005 


Hs.76666 


1 00E-136 


4 


m RMA frvr klflADIfl'? nana nirfl^l r+Acs /— J— _/n oh nm 

mr\r«iA tor i\ima\uioj gene, partial cos /cos— (U,oi90) 


37A11 


1788 


3255 


AF070673 


Hs.76691 


0 


5 


/gb 

stannin mRNA comolete cds Icsi^—IM 1 ^ 44iWnh 


58H11 


1706 


2088 


AL1 36807 


Hs.76698 


0 


2 


mRNA: cDNA DKFZd434L1621 (from donp 
















DKFZp434L 


477F9 


6930 


7298 


AB002299 


Hs.76730 


0 


2 


mRNA for KIAA0301 gene, partial cds /cds=(0,6144) 
/gb 


40G7 


293 


819 


NM_000118 


Hs.76753 


0 


1 


endoglin (Osier-Rend u-Weber syndrome 1) (EN 


75C11 


10 


1113 


J00194 


Hs.76807 


0 


5 


human hla-dr antigen alpha-chain mrna & ivs 


99F4 














fragments /cds= 


10 


969 


NMJ519111 


Hs.76807 


o 


Q 


major Histocompatibility complex, class II, 


61G12 


1870 


2511 


AL1 33096 


Hs.76853 


0 




cDNA DKFZp434N1728 (from clone DKFZp434N 


599C2 


41 


346 


NM_002790 


Hs.76913 


1.00E-124 




proteasome (prosome, macropain) subunit, alp 


155C2 


508 


870 


X61970 


Hs.76913 


0 




for macropain subunit zeta /cds=(21,746) /g 


70C5 


3398 


3754 


AF002020 


Hs.76918 


0 




Niemann-Pick C disease protein (NPC1) mRNA, co 


57A11 


2173 


2764 


NM_000271 


Hs.76918 


0 




Niemann-Pick disease, type C1 (NPC1), mRNA /cd 


158C9 


314 


1233 


NMJ)01679 


Hs.76941 


0 


3 


ATPase, Na+/K+ transporting, beta 3 polypeptkJ 


520E1 


4175 


4502 


NM_014757 


Hs.76986 


1.00E-158 


1 


mastermind (Drosophifa), homolog of (MAML1), 


587D8 


22 


869 


NMJJ01006 


Hs.77039 


0 


5 


ribosomal protein S3A (RPS3A), mRNA /cds=(36,8 


481 F2 


440 


1488 


NM_001731 


Hs.77054 


0 


3 


B-cell translocation gene 1, anti-proliferati 


53G11 


340 


1490 


X61123 


Hs.77054 


0 


3 


BTG1 mRNA /cds=(308,823) /gb=X61 123 /gi=29508 


521A6 


147 


1325 


D55716 


Hs.77152 


0 


2 


/ug=Hs 

mRNA for P1cdc47, complete cds /cds=(1 1 6,2275) 



/gb=D 
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37H9 


2109 




X07109 


Hs.77202 0 


1 


167H5 


3915 


*fOUt> 


M ft 4 Anoj^n 

NM_006437 


' Hs.77225 0 


1 


139G5 


d lOo 


2389 


U61145 


Hs.77256 1.00E-111 


1 1 


109H2 


2502 




D38549 


Hs. 77257 0 


1 


184B7 


619 


1111 


L25080 


Hs.77273 0 


1 


587H1 


614 




NM_001 664 


Hs.77273 0 


9 


99G10 


1387 


2219 


J N Ivl \J\J c a 0 0 


Hs.77274 0 


1 


143C12 


2403 


2905 




Hs.7731 1 0 


2 


519B11 


5248 


5555 




Hs.7731 8 1.00E-160 


1 


52F10 


3249 


3459 




Hs.77324 1.00E-114 


2 


494G1 


3255 


3453 




Hs.77324 1 .00E-1 09 


2 


517E4 


' 305 


973 


NM_014754 


Hs.77329 0 


2 


72F9 


1934 


4605 


AF1 87320 


Hs.77356 0 


10 


46D6 


241 


*+yu^ 


NM_O03234 


Hs.77356 0 


2 


113A12 


1028 


•\ OQf\ 


NM_024033 


Hs.77365 1.00E-145 


1 


173A7 


1 XHtZ. 




AK026164 


Hs.77385 0 


2 


189E7 


466 


/ S70 


NM_002004 


Hs.77393 0 


1 


479B1 


306 




NM_000566 


Hs.77424 8.00E-55 


1 


41E12 


351 


898 


X14356 


Hs,77424 0 


-j 


122D3 


562 


855 


NM_002664 


Hs.77436 1.00E-145 


1 


59C11 


1 


2745 


X07743 


Hs 77436 D 


5 


590B1 


5185 


5274 


NM_001379 


Hs.77462 1.00E-44 


1 


522D1 


572 


956 


MM finiQOQ 

i>iivi_uu ( a^y 


ns.77494 0 


1 


109E12 


723 


2474 


D87684 


Hs.77495 1.00E-163 


5 


146E2 


61 


271 


BE737246 


Hs.77496 1.00E-81 


1 


586D4 


1007 


2362 


NM_0O3363 


Hs.77500 0 


1 


57E8 


29 


2808 


BC001854 


Hs.77502 0 


30 


70H9 


87 


1283 


X68836 


Hs.77502 0 


14 


69B2 


778 


3033 


M20867 


Hs.77508 0 


2 


513F9 


2694 


2929 


NMJJ05271 


Hs.77508 1.00E-105 


1 


75A3 


190 


701 


X62744 


Hs.77522 0 


1 


105E10 


72 . 


597 


BE673364 


Hs.77542 0 


3 


124B2 


85 


683 


BF508702 


Hs.77542 0 


8 


524C9 


829 


1233 


AK021563 


Hs. 77558 0 


3 



523B12 
166F3 

195A11 

595E1 

115A6 



7580 8153 

169 340 

164 451 

618 1461 

2954 3541 



NMJXM652 Hs.77578 0 2 
AL021546 Hs.77508 7.G0E-63 i 



NMJ)03769 Hs.77608 1.00E-162 1 
AF056322 Hs.77617 0 7 
AL1 37938 Hs. 77646 0 0 



592H6 261 951 
461 F3 4657 4980 



NWL014752 Hs.77665 0 3 
NM_014749 Hs.77724 1.00E-174 1 



98C8 

598A12 

594H8 

171E4 

500F1 

525B10 

53E1 

521C6 

588C3 



27 1961 

101 1396 

1 872 

1140 1394 

2185 2496 

1696 2060 

877 1539 

631 1089 

300 653 



NMJXK543 

NIW.006759 

NM 006802 

X81789 

AK025736 

NMJJ00122 

AK026595 

NMJJ05514 

NMJ304792 



Hs.77729 
Hs.77837 
Hs.77897 
Hs.77897 
Hs. 77910 
Hs.77929 
Hs.77961 
Hs.77961 
Hs.77965 



0 
0 

1.00E-144 

1.00E-110 

1.00E-160 

0 

0 

1.00E-115 
0 



protein kinase C (PKC) type /cds=(1 36,2157) / 

ADP-ribosyltransferase (NAD+; poly (ADP-ribo 

enhancer of zeste homolog 2 (EZH2) mRNA, complete 
cds 

KIAA0068 gene, partial cds /cds=(0,3816) /gb 
GTP-bindfng protein (rhoA) mRNA, complete cds 
ras homolog gene family, member A (ARHA), mRNA 

plasminogen activator, urokinase (PLAU), mRN 
cDNA DKFZp564L176 (from clone DKF2p564L1 
platelet-activating factor acetylhydrolase, 
eRF1 gene, complete cds /cds={136,1449) /gb=A 
eukaryotic translation termination factor 1 
phosphatidylserine synthase 1 (PTDSS1), mRNA 
transferrin receptor (TFRC) gene, complete cd 
transferrin receptor (p90, CD71) (TFRC), mRNA 
hypothetical protein MGC5242 (MGC5242), mRNA 
cDNA: FU22511 fis, clone HRC1 1837, highly sim 
famesyl diphosphate synthase (farnesyl pyro 
Fc fragment of IgG, high affinity la, receptor 
high affinity Fc receptor (FcRI) /cds=(36,116 
pleckstrin (PLEK), mRNA/cds=(60,1112)/gb=N 
pleckstrin (P47) /cds=(60,1112)/gb=X07743 
DNA (cytosine-5-)-methy!transferase 1 (DNMT1 
deoxyguanosine kinase (DGUOK), mRNA /cds=(11, 

for K(AA0242 protein, partial cds /cds={0, 
601305556F1 5' end /done=IMAGE:3640165 
ubiquitin specific protease 4 (proto-oncogene 
methionine adenosyltransferase II, alpha, c 
S-adenosylmethionlne synthetase /cds=( 
glutamate dehydrogenase (GDH) mRNA, complete 
cds/cd 

glutamate dehydrogenase 1 (GLUD1), mRNA /cds= 

RING6 mRNA for HLA dass II alpha product 
/cds=(45,830 

7d34a03.x1 cDNA, 3' end/c!one=lMAGE:3249100 

UI-H-BI4-aop-g-05-0-Ul.s1 cDNA, 3'end/clon 

CDNA FLJ11501 fis, clone HEMBA1002100/cds=UNK 

ubiquitin specific protease 9, X chromosome (D 
DNA sequence from BAC 15E1 on chromosome 12 
Contains 

splidng factor, arginine/serine-nch 9 (SF 
SP100-HMG nuclear autoantigen (SP100) mRNA, c 
mRNA; cDNA DKFZp761 M0223 (from clone 
DKFZp761M 

KIAA0102 gene product (KIAA0102), mRNA/cds«( 

KIAA0586 gene product (KIAA0586), mRNA /cds=( 

oxidised tow density lipoprotein (tectirHike 
LfDP-glucose pyrophosphorylase 2 (UGP2), mRNA 
splicing factor 3a, subunit 3, 60kD (SF3A3), mR 
for splicing factor SF3a60 /cds=(565,2070) 
cDNA: FLJ22083 fis, done HEP14459, highfy sim 
excision repair cross-complementing rodent r 
FLJ22942 fis, clone KAT08170, highly sim 
major histocompatibility complex, dass I, B 
Clk-associating RS-cyclophiiin (CYP), mRNA 



233 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



523C6 


277 


582 


NMJX)1912 


Hs.78056 


1.00E-143 


1 




140D10 


292 


1549 


X12451 


Hs.78056 


0 


3 




463E5 


129 


552 


NMJX)5969 


Hs.78103 


0 


1 


nucleosome assembly nrntPMn 1-likp 4 /K1AP1 1 A\ 


166H3 


540 


895 


U77456 


Hs.78103 


o 


-j 


i luuicuoun it? daacmoiy protein £. \T\T\\>v\i complete COS 
/cd 


40B10 


2433 


2543 


M28526 


Hs.78146 


5.00E-29 


1 


platelet endothelial cell adhesion molecule (PECAM-1 


114E5 


1671 


2029 


NM_OO0442 


Hs.78146 


1.00E-162 


1 


platelet/endothelial cell adhesion molecule 


513D11 


28 


1399 


NMJJ00700 


Hs.78225 


0 


5 


annexin A1 (ANXA1), mRNA /cds=(74,1114) /gb=N 


331 B3 


219 


1370 


X05908 


Hs.78225 


0 


3 


lipocortin /cds=(74,1 1 14) /gb=X05908 /gi=34 


56A12 


1383 


2379 


X94232 


Hs.78335 


0 


4 


novel T-cel! activation protein /cds=(14 


465H1 


386 


904 


NM_002812 


Hs.78466 


0 


2 


proteasome (prosome, macropain) 26S subunit, 


108H7 


2067 


2486 


L42572 


Hs.78504 


0 


1 


p87/89 gene, complete cds ycds=(92,2368) /gb= 


187E9 


729 


1494 


NM_006839 


Hs.78504 


0 


2 


inner membrane protein, mitochondrial (mitofi 


102F2 


672 


2947 


L14561 


Hs.78546 


0 


2 


plasma membrane calcium ATPase isoform 1 (ATP 


591H12 


42 


1949 


NMJJ04034 


Hs.78637 


0 


3 


annexin A7 (ANXA7} transcrmt variant 9 mRM 


595H3 


2775 


3030 


NM_003470 


Hs.78683 


3.00E-96 


1 


ublquitin specific protease 7 (herpes virus-as 


62F5 


2776 


3838 


Z72499 


Hs.78683 


0 


2 


herpesvirus associated ubiquitin-speci 


46G4 


2632 


3238 


NMJ)03580 


Hs.78687 


0 


1 


neutral sphingomyelinase (N-SMase) actlvatio 


513A11 


342 


1258 


NMJHJ2635 


Hs.78713 


0 


10 


solute carrier family 25 (mitochondrial carri 


A70AA 


oUlo 


3286 


NM_02429B 


ns.78768 


1 .00E-1 32 


1 


malignant cell expression-enhanced gene/tumo 


177A3 


377 


1186 


AL049589 


Hs.78771 


0 


3 


DMA. sequence from clone 570L12 on chromosome 
















Xq1 3.1-2 


1 I CD 


oUo 


1 fOr 


NWMJQQ291 


Hs.78771 


0 


12 


phosphoglycerate kinase 1 (PGK1), mRNA/cds=( 


181D8 


2104 


3677 


NM_018834 


Hs.78825 


0 


4 


matrin 3 (MATR3), mRNA /cds=(254,2800) /gb=NM 


126G6 


2498 


2959 


AL1 62049 


Hs.78829 


0 


1 


mRNA; cDNA DKFZp762E1712 (from clone 
















DKF2p762E 


41C3 


1743 


2340 


M31932 


Hs.78864 


0 


2 


IgG low affinity Fc fragment receptor (FcRlla) mRNA, 
c 


166D11 


1696 


2156 


M81601 


Hs.78869 


0 


1 


transcription elongation factor (SI!) mRNA, complete 


517B3 


565 


1392 


D42039 


HS.78871 


0 


3 


mRNA for KIAA0081 gene, partial cds /cds=(0,702) 
















/gb= 


180G11 


59 


517 


NMJ320548 


Hs.78888 


0 


1 


diazepam binding inhibitor (GABA receptor mod 


99B7 


2356 


3329 


U07802 


Hs.78909 


0 


45 


Tis1 1d gene, complete cds /cds=(291,1739) 
















/gb=U07802 


54C4 


557 


1101 


U13045 


Hs.78915 


0 


1 


nuclear respiratory factor-2 subunit beta 1 mRNA, com 


44A5 


634 


1128 


U29607 


Hs. 78935 


0 


2 


methionine aminopeptidase mRNA, complete cds 
















/cds=(2 






. 1 uou 




MS./oy40 


f fine o-i 


1 


bleomycin hydrolase /cds=(78,1445) /gb 


looG9 


228 


877 


L13463 


Hs.78944 


0 


3 


helix-loop-helix basic phosphoprotein (G0S8) mRNA, 


1 1QWR 




off 


NivMJU^y^o 


nS. /oy44 


0 


1 


regulator of G-protein signalling 2, 24kD (RG 


166E2 


5629 


5764 


U51903 


Hs.78993 


2.00E-69 


1 


RasGAP-related protein (IQGAP2) mRNA, complete 
cds 


Af\CQ 

40ry 


66 


603 


M1 5796 


Hs.78996 


0 


1 


cyclin protein gene, complete cds /cds=(1 18,903) /gb 


593E5 






NIVJ^U J ZZ43 


ri5. / auuo 


0 


5 


SKI-INTERACTING PROTEIN (SNW1), mRNA 
















/cds=(2 


485B7 


276 


599 


AF063591 


Hs.79015 


1.00E-136 


1 


brain my033 protein mRNA, complete cds /cds=(5 


61B4 


125 


732 


X05323 


Hs.79015 


0 


2 


MRC OX-2 gene signal sequence /cds=(0,824) 
















/gb=X05323 


71C8 


330 


1958 


NM_0Q5261 


Hs.79022 


0 


24 


GTP-binding protein overexpressed in skeletal 


75G8 


330 


1957 


U10550 


Hs.79022 


0 


63 


Gem GTPase (gem) mRNA, complete cds 
















/cds=(213,1103)/ 


584G1 


4424 


5153 


AF226044 


Hs.79025 


0 


2 


HSNFRK (HSNFRK) mRNA, complete cds 
















/cds=(641,2 


117C5 


358 


933 


NMJ)12413 


Hs.79033 


0 


1 


glutaminyl-peptide cyclotransferase (glutam 


72B2 


910 


2015 


AJ250915 


Hs.79037 


0 


9 


p10 gene for chaperonin 10 (Hsp1 0 protein) and 


71G11 


880 


1981 


NM_002156 


Hs.79037 


0 


5 


heat shock 60kD protein 1 (chaperonin) (HSPD1) 
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193H12 1859 2474 

460B4 846 1325 

75C4 1166 2087 

71G10 1274 2121 

183D8 385 741 

170A12 741 1203 

121D9 2920 3385 

40C12 2933 4108 

104E1 



70B2 



NM_003243 Hs. 79059 0 

NMJJO1930 Hs. 79064 0 

K02276 Hs.79070 0 

NM_002467 Hs.79070 0 

NM_002710 Hs.79081 0 

X74008 Hs.79081 0 

NM_006378 Hs.79089 0 

U60800 Hs.79089 0 



5 
1 

85 

12 

1 

1 

1 

4 



193G7 

75D5 

74H2 

519G7 

462C2 

65C6 

64H8 

52C3 

39F7 

194A7 

463E12 

526B5 

4S0F3 

98B11 

45F3 

50C10 

118E3 

181F4 

105H3 

173B2 

177B3 

590H3 
523B7 
182B10 

479F3 
40H9 

116A2 

74G8 

525G2 

125G3 
184A2 
514C6 
116G5 
106C11 



1708 1932 


L35263 Hs.79107 1.00E-101 1 


913 


2497 


rti\uuu^T MS.7i7i10 0 


9 


1929 2644 


\j**c\jho ns./yi23 0 


3 


802 


1425 


NMJ504379 Hs.79194 0 


2 


158 


2139 


NMJXM233 Hs.79197 0 


16 


98 


1357 


nm nni 1 f\A Wo 7Q-J7/I o 


2 


5358 


5496 


D86985 Hs.79276 2.00E-69 


1 


1477 


2031 


NMJJ03006 Hs.79283 0 


1 


23 


1609 


M15353 He TQ^flC n 


6 


326 


1610 


NMJ301968 Hs.79306 0 


3 


1333 


1904 


X64318 Hs.79334 0 


1 


1179 


1740 


AF1 097^ He A 


1 


1512 


1803 


NMJD03076 Hs.79335 1 00E-118 




4326 


4831 


NMJ315148 Hs.79337 0 


1 


1420 


1867 


NMJ302958 Hs.79350 0 


2 


1755 


2242 


NM_006285 Hs.79358 0 


2 


2076 


4834 


X76061 Hs.79362 0 


11 


2286 


2666 


NMJD01423 Hs.79368 0 


1 


2016 


2666 


Y07909 Hs.79368 0 


2 


549 


1078 


NM_012198 Hs.79381 0 


1 


657 


1271 


NMJJ02805 Hs.79387 0 


2 


1114 


1538 


D83018 Hs.79389 0 


1 


429 


3009 


NMJ306159 Hs.79389 0 


5 


662 


991 


AC004382 Hs.79402 0 


1 


663 


1002 


NM_002694 Hs.79402 0 


1 


223 


582 


NM_002946 Hs.79411 0 


1 


472 


1024 


U02019 Hs.79625 1.00E-121 


2 


100 


301 


NJVL001783 Hs.79630 2.00E-86 


1 


582 


1107 


U05259 Hs.79630 0 


1 


1003 


1368 


NM_006224 Hs.79709 1.00E-176 


1 


252 


1297 


D21853 Hs.79768 0 


5 


830 


1297 


NM_014740 Hs.79768 0 


2 



2757 3339 

532 1102 

329 1256 

824 1058 

1700 1995 



110E3 276 653 



478D1 



1067 2761 



AF072928 Hs.79877 0 1 

AF135162 Hs.79933 0 1 

NM_006835 Hs.79933 0 6 

NM_006875 Hs.80205 1.00E-121 1 

U77735 Hs.80205 1.00E-125 1 

AL136139 Hs.80261 0 ^ 

NMJ)G6403 Hs.80261 2.00E-70 2 



transforming growth factor, beta receptor 111 
deoxyhypusine synthase (DHPS), transcript va 
(DaudO translocated t(8;14) c-myc oncogene mRNA 
co 

v-myc avian myelocytomatosis viral oncogene h 
protein phosphatase 1, catalytic subunit, gam 
protein phosphatase 1 gamma /cds=<1 54,11 
sema domain, immunoglobulin domain (Ig), tran 
semaphorin (CD100) mRNA, complete cds 
/cds=(87,2675) 

CSaids binding protein (CSBP1) mRNA, complete cds 
/cd 

FLJ20214 fis, clone COLF2014, highly simi 

mRNA for KIAA0084 gene, partial cds /cds=*(0 1946) 
/gb 7 

CAMP responsive element binding protein 1 (CR 
CD83 antigen (activated B lymphocytes, immuno 
annexin A5 (ANXA5), mRNA /cds=( 192,1 1 54) /gb= 

mRNA for KJAA0232 protein, partial cds /cds=(0, 
selectln P ligand (SELPLG), mRNA /cds=<59,1267 
cap-binding protein mRNA, complete cds /cds=(1 
eukaryotic translation initiation factor 4E 
E4BP4 gene /cds=(213,1601) /gb=X64318 /gi=30955 

SWt/SNF-related, matrix-associated, actin-d 
SWI/SNF related, matrix associated, actin dep 
KIAA0135 protein (KIAA0135) t mRNA /cds=( 1803, 
RYK receptor-like tyrosine kinase (RYK) r mRNA 
testis-specific kinase 1 (TESK1), mRNA/cds=( 
Ksapiens p1 30 mRNA for 130K protein 
/cds=(69,3488) /gb=X76 

epithelial membrane protein 1 (EMP1), mRNA /od 
Progression Associated Protein /cds=(21 
grancalcin (GCL), mRNA /cds=(1 1 9,772) /gb=NM_ 
proteasome (prosome, macropain) 26S subunit, " 
for nel-related protein 2, complete cds / 
nel (chickenMfke 2 (NELL2), mRNA /cds=(96,25 
Chromosome 16 BAG clone CIT987SK-A-152E5 /cds 

polymerase (RNA) II (DNA directed) polypeptide 
replication protein A2 (32kD) (RPA2), mRNA /c 
AU-rich element RNA-binding protein AUF1 mRNA, 
comple 

CD79A antigen (immunogfobulin-associated ai 
MB-1 gene, complete cds /cds=(36,716) /gb=U05259 
/gi 

phosphotidylinositol transfer protein (PITPN 
KIAA01 1 1 gene, complete cds /cds=(2 14,1449) 
KIAA01 1 1 gene product (KIAA01 11), mRNA /cds=( 

myotubularin related protein 6 mRNA, partial c 
cyclin J (CYC1) mRNA, complete cds/cds=(199,13 
cyclin I (CCNI), mRNA /cds=(0,1 133) /gb=NM_006 
pim-2 oncogene (PIM2), mRNA/cds=<185,1189) / 
pim-2 protooncogene homolog plm-2h mRNA, 
complete cd 

DNA sequence from clone RP4-761 12 on chromosome 
6 Con 

enhancer of filamentation 1 (cas-like docking; 



235 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



178C8 


880 


1226 


AL050192 


Hs.80285 


0 


1 


mRMA; CDNA DKFZp586C1 723 (from clone 
















DKFZp586C 


494 F11 


477 


5535 


NM_0 14739 


Hs.80338 


0 


8 


KIAA0164 gene product (KIAA0164), mRNA/cds=( 


190A1 


1165 


1540 


NM_004156 


Hs.80350 


1.00E-166 


2 


protein phosphatase 2 (formerly 2A), catalytic 


461A1 


4639 


4913 


NM_004653 


Hs.80358 


1.00E-140 


1 


SMC (mouse) homolog, Y chromosome (SMCY), 
















mRNA 


158A8 


2656 


3229 


L24498 


■ 1- Aft i Aft 

HS.80409 


0 


1 


gadd45 gene, complete cds /cds=(2327,2824) 
















Ink- 1 O/lytQ 


*t 1 CO 






LFO*t**Of 




n 


£ 


oajl/ cnemoKine precursor, mr\r>irt, alternatively 
















splice 


40H4 


2830 


3605 


NM_000129 


Hs. 80424 


0 




coagulation factor XIII, A1 polypeptide (F13A 


464D3 


214 


835 


NMJ) 04899 


Hs.80426 


0 


2 


brain and reproductive organ-expressed (TNFR 


75H8 


1180 


4930 


U 12767 


Hs.80561 


0 


60 


mitogen Induced nuclear orphan receptor (MINOR) 
















mRNA 


593E10 


1 


510 


NM 004552 


Hs 80595 


1 OOE-158 


5 


NADU Hp»hvHmnormQA (uWim tinnnp>\ Po.Q nrnt^in 
iMnun uciiyuiuytsi laac ^uuiljuii lunt;^ i c*o protein 


113C5 


1182 


1583 


NM fWWW 




n 


A 
1 


uDiquiun*canjugdung enzyme ctn ^r\r\U0 nomoi 


o\ oaf 


oco 
ZOO 


538 - 


NM_001Q20 


HS.80617 


2.00E-91 


3 


nbosomal protein S16 (RPS16), mRNA /cds=(37,4 


477F12 


460 


606 


NM_0 18996 


Hs.80618 


1 .00E-47 


1 


hypothetical protein (FU20015), mRNA /cds=( 


41A8 


1331 


1788 


L78440 


Hs.80642 


0 


1 


STAT4 mRNA, complete cds /cds=(8 1,2327) /gb=L 


594C1 


1594 


2586 


NMJ)03151 


Hs.80642 


0 


4 


signal transducer and activator of transcripti 


112C8 


1802 


1932 


NM_002198 


Hs.80645 


2.00E-35 


1 


interferon regulatory factor 1 (IRF1 ), mRNA / 


522H8 


1130 


1533 


NM_003355 


Hs.80658 


1.Q0E-135 


4 


uncoupling protein 2 (mitochondrial, proton c 


123E4 


259 


757 


NM_002129 


Hs.80684 


0 


4 


high-mobility group (nonhistone chromosomal) 


109H1 


263 


754 


X62534 


Hs.80684 


0 


1 


HMG-2 mRNA /cds=(214,843) /gb=X62534 /gi=32332 


149G9 " 


1020 


1607 


J05032 


Hs.80758 


0 


2 


aspartyl-tRNA synthetase alpha-2 subunit mRNA, 
















compl 


461 F12 


1702 


2246 


AL031600 


Hs.80768 


0 


1 


DNA sequence from clone 390E6 on chromosome 16. 
















Contai 


102B2 


1486 


2008 


M16038 


Hs.80887 


0 


1 


lyn mRNA encoding a tyrosine kinase /cds=(297, 1835) 
/ 


125B11 


1260 


2013 


NM_002350 


Hs.80887 


0 


5 


v-yes-1 Yamaguchi sarcoma viral related oncog 


37C9 


2901 


5260 


D79990 


Hs.80905 


0 


8 


KIAA0168 gene, complete cds/cds=(196,1176) 


196D6 


2949 


5261 


NM_0 14737 


Hs. 80905 


0 


9 


Ras association (RaIGDS/AF-6) domain family 2 


584 H1 


4072 


4296 


NM_002693 


Hs. 80961 


3.00E-91 


1 


polymerase (DNA directed), gamma (POLG), nucl 


584F9 


31 


568 


AF1 74605 


Hs.81001 


0 


5 


F-box protein Fbx25 (FBX25) mRNA, partial cds 


102D11 


1037 


1632 


J03459 


Hs.81118 


0 


1 


leukotriene A-4 hydrolase jnnRNA, complete cds 
















/cas-(bo 


1 9»$ro 


1037 


1643 


NIVI_UUUo90 


nS.ol 11B 


0 


2 


leukotriene A4 hydrolase (LTA4H), mRNA /cds=( 


118H7 


354 


, 1 148 


i teccnn 
U65590 


HS.81 134 


0 


5 


IL-1 receptor antagonist IL-1Ra (IL-1RN) gene 


41 H1 


2549 


2936 


AOU992 


i i _ 04 nor 

ns.81226 


0 


1 


CD6 mRNA for T cell glycoprotein CD6 /cds=(120,152 


171 B9 


2070 


2479 


AF948648 


ns,g 1 £rrO 


n 


i 
i 


PKJ A hi nH inn nrntom 1MH1 O /DDI 1MH1 OX m RMiV *+ 

rMNAV-DuiQing protein dkuinul^ (dkunul^ mrvfNAA, c 


590A6 


291 


512 


nm nn?Qfii 


na,o i £jd 


J.UUC*DO 


i 


C1 An r»nl^h i m_hlnrl Inn nrntain A A /nnUium n r nf 

o iuu cdiuuni-uiiiuing proiein tv\ ^caicium proi 


73H2 


389 


1481 


M69043 


Hs.81328 


0 


14 


MAD-3 mRNA encoding IkB-like activity, complet 


513G1 


637 


1481 


NM_020529 


Hs.81328 


0 


13 


nuclear factor of kappa tight polypeptide gene 


488F2 


1065 


1417 


nm nruu.QQ 


ris.o i oo I 


1 nnp urn 


A 


heterogeneous nuclear ribonucleoprotain A/B 


151C8 


1260 


1423 


U76713 


Hs.81361 


1.0GE-61 


1 


apobec-1 binding protein 1 mRNA, complete cds 
















/cds=(15 


593B9 


41 


954 


NMJJ01688 


Hs.81634 


0 


3 


ATP synthase, H+ transporting, mitochondrial 


104H12 


352 


912 


X60221 


Hs.81634 


0 


1 


H+-ATP synthase subunit b /cds=(32,802) 


141G8 


1132 


1642 


AK001883 


Hs.81648 


0 


1 


FLJ11021 fis, clone PLACE1003704, weakly 


41A1 


4214 


4395 


X06182 


Hs.81665 


5.00E-67 


1 


c-kit proto-oncogene mRNA /cds=(21 ,2951 ) 
















/gb=X06182 


102F5 


3037 


3646 


D38551 


Hs.81848 


0 


1 


KIAA0078 gene, complete cds /cds=(1 84,2079) 


111E11 


1375 


1752 


NM_006265 


Hs.81848 


0 


1 


RAD21 (S. pombe) homolog (RAD21), mRNA/cds=(1 


592F8 


38 


720 


NMJ>14736 


Hs.81892 


0 


1 


KIAA0101 gene product (KIAA0101), mRNA /cds=( 
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525C6 1 615 
101 D12 3249 3508 
176D11 2996 3168 
129B7 5068 5759 
1208 



195H6 946 



NM_005563 Hs.81915 0 4 

D38555 Hs.81964 1.00E-143 1 

NM_004922 Hs.81964 9.00E-94 2 

D50683 Hs.82028 0 4 

NMJX)6023 Hs.82043 6.00E-74 1 



481 D9 
129A5 
57G9 
40C11 

481 B6 
40H6 

592B7 

114F1 

71 H5 
75C1 
40D1 
71 C4 
75G12 
193G6 
147F6 
155E4 



2709 3085 

1338 1802 

500 1561 

3748 4497 

'3164 3609 

161 557 

184 568 

465 720 



NMJX)2184 Hs.82065 1.00E-134 1 

M14083 Hs.82085 0 

AF220656 Hs.82101 1.00E-145 3 

M27492 Hs.82112 0 



1 



NM_000877 Hs.82112 0 
AB049113 Hs.82113 0 



NM_001948 Hs.82113 1.00E-111 2 
U70451 Hs.82116 1.00E-135 1 



194 

1264 

1621 

678 

3219 

1118 

1484 

853 



3415 
3422 
2080 
5065 
5316 
2682 
1951 
1264 



NM_006186 

X75918 

M90391 

NIW0D2460 

U52682 

NM_006874 

AK025643 

M64992 



Hs.82120 
Hs.82120 
Hs.82127 
Hs.82132 
Hs.82132 
Hs.82143 
Hs.82148 
Hs.82159 



0 
0 
0 
0 
0 

1.00E-178 

0 

0 



36 
84 
1 

88 
27 
3 
1 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 

194F1 6886 7115 AF241785 H,81897 1.00E-117 1 NPD012 (NPD012) mRNA, complete cds /cds=(552,2 

leukemia-associated phosphoprotein p18 (sta 
KIAA0079 gene, complete cds /cds=(1 14,3491) 
SEC24 (S. cerevisiae) related gene family, mem 
for TGF-betallR alpha, complete cds /cds= 
D123 gene product (D123), mRNA fcds=(280,1290) 

interieukin 6 signal transducer (gp130, oncos 
beta-migrating plasminogen activator inhibitor I mR 
apoptosis-associated nuclear protein PHLDA1 
interieukin 1 receptor mRNA, complete cds 
/cds=(82,17 

interieukin 1 receptor, type I (IL1R1), mRNA / 
OUT mRNA for dUTP pyrophosphatase, complete cd 

dUTP pyrophosphatase (DUT), mRNA /cds={29,523 

myleoid differentiation primary response protein My 

nuclear receptor subfamily 4, group A, member 
NOT /cds=(317,21 1 3) /gb=X75918 /gi=41 58 
putative IL-16 protein precursor, mRNA, comple 
interferon regulatory factor 4 (IRF4), mRNA / 
lymphocyte specific interferon regulatory factor/in 
E74-like factor 2 (ets domain transcription fa 
FU21990fis, clone HEP06386 /cds=(22,49 
prosomal protein P30-33K (pros-30) mRNA, complete 
cd 

proteasome (prosome, macropaln) subunit, alp 
TGFB inducible early growth response (TIEG), m 
EGR alpha=early growth response gene alpha 
[human, prostate 

ribosomal protein L17 (RPL17), mRNA /cds=(138, 
CD53 glycoprotein mRNA, complete cds 
/cds=(93,752)/ 

CD53 antigen (CD53), mRNA /cds=(93, 752) /gb=N 
glycoprotein (transmembrane) nmb (GPNMB), mR 
regulator of G protein signaling 10 mRNA, compl 
regulator of G-protein signalling 10 (RGS10), 
interferon-induced, hepatitis C-assodated 
APO-1 cell surface antigen /cds=(220,1 22 
CD69 antigen (p50, early T-cell activation ant 
CD69 gene /cds={81 ,680) /gb=Z22576 /gi=397938 / 

CXC chemokine figand 16 (CXCL16), mRNA/cds=(4 

Arp2/3 protein complex subunit p16-Arc (ARC 16) 
actin related protein 2/3 complex, subunit 5 { 
mRNA for KIAA0039 gene, partial cds /cds=(0,1475> 
/gb 

acyloxyacyl hydrolase (neutrophil) (AOAH), m 
MAP-kinase activating death domain (WIADD), mR 
heat shock protein 40, complete cds /c 
heat shock 40kD protein 1 (HSPF1), mRNA /cds=(4 • 
FLJ21806 fis, done HEP00829, highly sim 
fragile X mental retardation, autosomal homol 
cleavage signal 1 protein mRNA, complete cds 
/cds=(97, 

vacdnia related kinase 2 (VRK2), mRNA /cds=(1 



595F1 


30 


614 


58A4 


473 


1715 


67E6 


784 


2109 


593H2 


132 


722 


40H5 


283 


1442 


592C4 


1 


1442 


460D4 


1519 


1845 


61A8 


507 


736 


45F7 


418 


651 


49C2 


416 


1323 


41C11 


847 


1716 


71H4 


15 


1627 


75B10 


y 


1627 


117B7 


1441 


1515 


110D6 


1219 


1721 


598F10 


39 


1497 


99A9 


621 


1214 


183F6 


222 


2235 


459G4 


5196 


5801 


75A6 


301 


2231 


64A5 


300 


2008 


50E5 


628 


2399 


115C6 


23 


589 


105H10 


1017 


1429 


461A11 


204 


748 



NMJX)2786 Hs.82159 0 
NM_005655 Hs.82173 0 
S81439 Hs.82173 0 



NM_000985 
M37033 

NM_000560 

NMJ)02510 

AF045229 

NM_002925 

NMJ)05417 

X63717 

NM_001781 

Z22576 



Hs.82202 
Hs.82212 

Hs.82212 
Hs.82226 
Hs.82280 
Hs.82280 
Hs.82316 
Hs.82359 
Hs.82401 
Hs.82401 



1.00E-160 

1.00E-116 

1.00E-119 

0 

0 

0 

0 



3 
3 
7 

2 
12 

11 
1 
1 
1 

7 
2 
21 

33 



NM_022059 


Hs.82407 


7.00E-28 


1 


AF006088 


Hs.82425 


0 


1 


NMJ)05717 


Hs.82425 


0 


5 


D26018 


Hs.82502 


0 


1 


NM_001637 


Hs.82542 


0 


2 


NMJ303682 


Hs.82548 


0 


1 


D85429 


Hs.82646 


0 


44 


NM_006145 


Hs.82646 


0 


17 


AK025459 


Hs.82689 


0 


2 


NM_005087 


Hs.82712 


0 


1 


M61199 


Hs.82767 


0 


1 


NM_006296 


Hs.82771 


0 


1 
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39B4 


1049 


1203 


M25393 


Hs.82829 


8.00E-83 


1 


Drotein tyrosine ohosDhatacp /PTPaeA^ mRNA 


590F5 














complete 


123 


436 


NM_002828 


Hs.82829 


1.00E-17B 


1 


Drotein tyrosine Dhosohatasp nnn-rpr»ntnr t 


517F10 


1038 


2618- 


AK025583 


Hs.82845 


0 


9 


cDNA' FLJ2 19*^0 fie Hnnp HFPO^nni hinhlu <*;m 


40B7 


972 


1933 


M25280 


Hs.82848 


0 


6 


lynipri nuuc ■ turning icwcpioi mr\PiM f complete CQS 
















/rrle=M 1 
#OU5— { I 1 


515B1 


1 


2322 


NM_000655 


Hs.82848 


0 


12 


dcieciiM i_ ^lyiripnocyie du/itJsion moiscui© ^ 


587A10 


190 


685 


NM_001344 


Hs.82890 


0 


1 


uciciiuci dyainsi ceil aeain \ \Uf\Ui), ITIKI\M /CO 


113G9 


1 


2812 


AF208850 


Hs.82911 


0 


7 


RNA-41DR mRNIA rnmnbfo rrlc /rHc— n/l 1 D/l/i\ — 
□ivi-ul/o iiirxi^irt, uompicie CUb /COS— ^OQl ,O^Wy /QD— 


127H6 


1828 


2501 






U 


2 


cullin 2 (CUL2), mRNA /cds=(1 46,2383) /gb=NM_0 


477E3 


931 


1777 




He 


if 


<£ 


solute carrier family 35 (CMP-sialic add tran 


184D2 


1355 


1773 






l.UUt-l 04 


1 


DNA sequence from clone RP4-622L5 on 
















chromosome 1p34. 


41F10 


507 


774 


D49Q50 


He ft ^077 


l.UUfc-1 ou 


4 
1 


for interferorvgamma inducing factor(IG) 


482E7 


499 


774 




He 8^077 




A 
1 


interteukin 1 8 (interferon-gamma-inducing f 




111 


1162 


L38935 


Hs.83086 


1.00E-107 


2 


GT212 mRNA /cds=UNKNOWN /gb=L38935 
















. /gi- 100884 


479D3 


1775 


2028 




We JlH"7*i 

ns.oj] / o 


1 .UUfc-1 id. 


1 


cyclin D3 (CCND3), mRNA /cds=(1 65,1 043) /gb=N 


583H12 


945 


1655 


MM 


Lie OQIO 


0 


9 


coagulation factor Vlll-assoclated (intronic 


47B3 


2140 


3625 


IVIOOU \JO 


He R1AOR 


u 




nuclear factor kappa-B DNA binding subunit (NF- 


58G1 














kappa- 


2538 


3625 


NMJJ03998 


Hs.83428 


0 


4 


nuclear factor of kappa light polypeptide gene 


477C6 


1628 


2131' 




He ft'Wfie, 


u 


A 
1 


H.sapiens mRNA (non-coding; clone h2A) 
















/pHq^I IN KNOWN /nh— 7 A 


587D10 


1576 


1900 


AF064839 


Hs.83530 


0 


2 


indp op^i i, o. io cr\ irom wi-yj^4 region, complete 


516B9 


1662 


3296 


X59405 


Hs.83532 


0 


4 


H CQnionc nana ^/m* l/lfimkr^n/\ AAfAAlA* *%ma.4*v«m 

n.jsdpiens, gene ior wiemorane cotactor protein 
















/cds=UNKNOWN 


459A5 


.120 


298 


NMJ)17459 


Hs.83551 


7.00E-42 




miojunuiMicir-absociaica proiein <t (rvlrAr^), 


591A12 


321 


1116 


NM_005731 


Hs.83583 


0 


17 


actin related protein 2/3 complex, subunit 2 ( 


102C1 


554 


1127 


AK025198 


Hs.83623 


0 


1 


FLJ21645 fis, clone COL061 95 /cds=UNKNOW 


458C8 


1022 


1831 


NM_001619 


Hs.83636 


0 


1 


adrenergic, beta, receptor kinase 1 (ADRBK1), 


107G1 


303 


1008 


L20688 


Hs.83656 


0 


4 


GDP-dissociation inhibitor protein (Ly-GDI) mRNA, c 


597F8 


293 


1180 


NM 001175 


He R^fi^R 


n 

u 


00 


Rho GDP dissociation inhibitor (GDI) beta (AR 


591 G5 


1 


216 


MM 


He R^J^tz 


l .UUt-1 Uo 


«a 


Sjogren syndrome antigen B (autoantigen La) ( 


184H9 


240 


392 




Ha ftT71A 


a nnc 77 


2 


for La/SS-B protein /cds^UN KNOWN /gb=X69804 


193C10 


1 


1605 


BC000957 


He fK"\70A 


I .UUfc-104 


A 

4 


Similar to hypothetical protein MNCb-2146, c 




• HOI 


1294 


U90904 


Hs. 83724 


1 .00E-72 


1 


clone 23773 mRNA sequence /cds= UN KNOWN 


57H2 














/gb=U90904 /g 


191 


422 


NM 001827 


He R'KJ^fK 
no. oo / do 


1 fine 19K 


1 


CDC28 protein kinase 2 (CKS2), mRNA /cds=(95,33 


60E10 


191 


422 


X54942 


Hs.83758 


1.00E-129 


1 


ckshs2 mRNA for Cks1 protein homologue /cds=(95,3 


164F5 


1896 


2293 


NMJ516325 


Hs.83761 


0 


1 


7\nc finnpr nmfoin 974 (7t\\P17A\ mDMfl tA 

ZJllls imi^ci (JIUlolll ^ / *♦ ^tJNr^f*>K mr\lNA\ /COS - (A 


463E6 


555 


1128 


NM_000791 


Hs.83765 


0 


1 


dihydrofolate reductase (DHFR), mRNA /cds=(47 


194F8 


1806 


2223 


NMJ)02199 


Hs.83795 


1.00E-161 


1 


Interferon regulatory factor 2 (IRF2), mRNA / 


520D11 


180 


1229 


NM_000365 


Hs.83848 


o 


5 


triosepnospnate isomerase 1 (TPM), mRNA/cds 


168B6 


530 


891 


U47924 


Hs 83848 


o 


1 
i 


chromosome 12p13 sequence /cds=(373, 11 22) 
















/gb-U4792 


331E11 


2591 


3485 


NM_000480 


Hs.83918 


0 


8 


adenosine monoohoSDhate deaminaee /ienform P 


458A11 


125 


409 


NM_000396 


Hs.83942 


1.00E-108 


1 


cathepsin K (pyenodysostosis) (CTSK), mRNA / 


185H2 


2501 


2690 


NMJJ00195 


Hs.83951 


3.00E-85 


1 


Hermansky-Pudlak syndrome (HPS), mRNA /cds=(2 


99D2 


977 


1191 


NMJ)19006 


Hs.83954 


1.00E-97 


1 


. protein associated with PRK1 (AWP1), mRNA /cds 


167D5 


2275 


2755 


NM_000211 


Hs.83968 


0 


4 


integrin, beta 2 (antigen CD18 (p95), lymphocyt 


524B2 


262 


575 


BF028896 


Hs.83992 


1.00E-155 


1 


601765270F1 cDNA, 5' end /c!one=IMAGE:3997576 


523B2 


688 


1065 


NM_015937 


Hs.84038 


0 


1 


CGI-06 protein (LOC51604), mRNA /cds=(6, 1730) 


102F1 


951 


1416 


M63180 


Hs.84131 


0 


1 


threonyMRNA synthetase mRNA, compfete cds 
















/cds=(13 


589D5 


863 


1700 


NM_006400 


Hs.84153 


0 


3 


dynactin 2 (p50) (DCTN2), mRNA /cds=(1 36, 1356) 
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108F6 448 704 U70439 Hs.84264 1.00E-117 1 

146D6 1022 1253 K01144 Hs.84298 6.00E-95 2 



188B10 
175D2 



823 1302 
1060 1479 



115F4 2305 2393 

595H4 5400 5649 

106F1 493 .1371 

40C10 438 880 



NM_004355 Hs.84298 0 1 

M63488 Hs.84318 1.00E-158 1 

NMJ302945 Hs.84318 2.00E-43 1 

NM_004239 Hs.85092 1.00E-131 1 

NM_017491 Hs.85100 0 3 

X57025 Hs.85112 0 1 



44C5 
45D4 



2247 2430 
1962 3324 



AF017257 
X79067 



Hs.85146 5.00E-89 
Hs.85155 0 



591 B9 2378 2603 
39E2 67 2493 
62H12 1249 1975 



NM_002880 Hs.85181 1.00E-109 1 
X76488 Hs.85226 0 3 
M12824 Hs.85258 0 3 



40C8 
40E11 



4505 4856 
1983 2633 



X53587 
S53911 



Hs.85266 0 
Hs.85289 0 



135A2 121 695 

459H4 33 244 

479A4 5556 5974 

146C3 1610 2062 
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hybridization analysis 

silver-stainabte protein SSP29 mRNA, complete cds / 
major histocompatibility class II antigen gamma chain 

CD74 antigen (invariant polypeptide of major 

replication protein A 70kDa subunit mRNA complete 
cds 

replication protein A1 (70kD) (RPA1), mRNA /cd 
thyroid hormone receptor Interactor 11 (TRIP1 
WD repeat domain 1 (WDR1), transcript variant 1 
IGF-I mRNA for insulin-like growth factor I /cds=(166, 

chromosome 21 derived BAC containing erythrobl 
Ksapiens ERF-1 mRNA 3' end /cds=UNKNOWN 
/gb=X79067/gi=483 

v-raf-1 murine leukemia viral oncogene homolo 
lysosomal acid lipase /cds=(145,1344) / 
T-cell differentiation antigen Leu-2n8 mRNA, partia 

integrin beta 4 /cds=UNKNOWN /gb=X53587 /gi= 

CD34=glycoprotein expressed in lymphohematopoietic 
proge 

clone MGC:2392, mRNA, complete cds /cds=<964 
cDNA: FLJ23414 fis, clone HEP20704 /cds=(37,10 
mRNA for KIAA1541 protein, partial cds /cds=(9 
DNA sequence from clone RP4-561L24 on 
chromosome 1p22 

IGF-II mRNA-binding protein 1 0MP-1), mRNA/ 
zinc finger protein 254 (ZNF254), mRNA /cds=(1 
Mcl-I (MCL-1) and McM delta S/TM (MCL-1) gene 
mRNA; cDNA DKF2p564P056 (from clone 
DKF2p564P0 

GTP cyclohydrolase 1 (dopa-responslve dystoni 
P70 ribosomaJ S6 kinase alpha-) mRNA, complete cds 
/cd 

ATPase, H+ transporting, lysosomal (vacuolar 
autoantigen small nuclear ribonucleoprotein Sm-D mR 

small nuclear ribonucleoprotein D1 polypeptid 
602341 526F1 cDNA, 5' end /clone=IMAGE:4449343 

platelet glycoprotein Ilia (GPIIIa) mRNA, complete c 
harakiri, BCL2-interacting protein (contains 
thrombospondin 1 (THBS1), mRNA /cds=(1 1 1 ,3623 

thrombospondin /cds=(1 1 1 ,3623} /gb=X14787 

butyrophilin, subfamily 3, member A2 (BTN3A2) 

mRNA for KIAA0154 gene, partial cds /cds=(0,2080) 
/gb 

testis-specific cAMP-dependent protein kinase catal 

mRNA; cDNA DKFZp434J225 (from clone 
DKFZp434l2 

EST379776 cDNA /gb=AW967701 /gi=81 57540 /ug= 

FLJ23307 fis. clone HEP11549, highly sim 
qd60a05.x1 cDNA, 3' end /clone=IMAGE: 1733840 
zinc finger protein 200 (ZNF200), mRNA/cds=(2 
arylsulfatase A (ARSA), mRNA /cds«(375,1898) 
mRNA for putative transcription factor (BACH2 
male-specific lethal-3 (Drosophila)-like 1 



463H11 


871 


1153 


480A12 


2 


165 


192F7 


2854 3462 


459G3 


12 


577 


460E4 


2361 


2787 


62F9 


834 


1282 


187E7 


84 


766 


159D4 


315 


559 


459F9 


1557 


1619 


480G11 


87 


603 


41 D6 


2208 


2320 


462H11 


387 


648 


99D7 


614 


5517 


39B8 


2130 


5517 


525A2 


329 


560 


583F2 


3303 


3622 


184D7 


2211 


2556 


460A4 


499 


1074 


459G2 


258 


452 


74H7 


1660 


2397 


463D12 


351 


568 


595B1 


309 


986 


458D3 


1018 


1285 


462F4 


4272 


4846 


460B12 


1267 


2022 



BC001646 Hs.85301 0 

AK027067 Hs.85567 2.00E-90 

AB040974 Hs.85752 1.00E-171 

AL049796 Hs.85769 0 

NM_006546 Hs.86088 5.00E-83 

NMJXW876 Hs.86371 7.00E^4 

AF1 98614 Hs.86386 0 

AL049340 Hs.86405 0 

NM_000161 Hs.86724 0 

M60724 Hs.86858 0 



1 
1 

2 
1 
1 
1 

1 
1 

3 
1 

2 
1 



NM_001695 Hs.86905 0 1 

J03798 Hs.86948 1.00E-113 1 

NM_006938 Hs.86948 2.00E-25 1 

BG168139 Hs.87113 0 1 

M35999 Hs.87149 4.00E-39 1 

NM_OO3806 Hs.87247 1.00E-133 1 

NM_003246 Hs.67409 0 62 

X14787 Hs.87409 0 33 

NM_007047 Hs.87497 1.00E-129 2 

D63876 Hs.87726 1.00E-155 1 

M34181 Hs.87773 1.00E-165 1 

AL1 17637 Hs.87794 0 1 

AW967701 Hs.87912 8.00E-88 1 



9 



AK026960 Hs.88044 0 

AM 84553 Hs.88130 1.00E-118 1 

NM_003454 Hs.88219 0 

NM_O00487 Hs.88251 6.00E-74 

AJ271878 Hs.88414 0 

NM_006800 Hs.88764 0 
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DNA sequence from clone RP1 1-526K24 on 


















460F9 


3413 


3654 


NM 000397 


Hs 88974 


1 00F-m 

1 iUvC" 1 OO 


1 


cyiocnrome o-^4i>, oeta polypeptide (chronic g 


459G9 


f aU 


I JOU 


Mi\fl nncno 
iMlvl_UUbzza 


Hs. 89040 


1.00E-145 


1 


prepronodceptin (PNOC), mRNA/cds=(211,741) 


70H12 


1 


661 


AV716500 


Hs.89104 


0 


274 


AV716500 cDNA, 5' end /clone=DCBAKA08 /clone_ 




I OZ.KJ 


Z1**Z\ 


AB040961 


Hs.89135 


0 


1 


mRNA for KIAA1528 protein, partial cds /cds=(4 






Ocn-i 
ZOVl 


U 83243 


Hs.89385 


0 


1 


NPAT mRNA, complete cds /cds=(66,4349) 
















/go- Do 3243 /g 


592B10 


3703 


3936 




He fiQ?AR 


i.UUfc-1 JU 


1 


nuclear protein, ataxia-telangiectasia locu 


120B7 


337 


630 


NM 005176 


He fiQ?qq 


I.UUC' 1 |«l 


t 


ATP synthase, H+ transporting, mitochondrial 






1892 


AF 147204 


Hs.89414 


0 


68 


chemokine receptor CXCR4-LO (CXCR4) mRNA, alt 


99H4 


7 


1625 


NM_003467 


Hs.89414 


0 


137 


chemokine (C-X-C motif), receptor 4 (fusin) (C 


1 fifing 


c 


OAR 
ZOO 


U 03644 


Hs. 89421 


1.00E-143 


1 


recepin mRNA, complete cds /cds=(32, 1387) 
















/gb=U03644 


41 F5 


1203 


1522 


M16336 


Hs.89476 


1.00E-170 


1 


T-cell surface antigen CD2 (T11) mRNA, complete 
cds, c 




Of D 


1025 


NM_0Q0698 


Hs.89499 


1.00E-79 


1 


arachidonate 5-Iipoxygenase (ALOX5), mRNA /c 




11 98 


4887 


AB028969 


Hs.89519 


0 


2 


for KIAA1 046 protein, complete cds /cds=( 




4420 


5265 


NM_014928 


Hs.89519 


0 


2 


KIAA1046 protein (KIAA1046), mRNA /cds=(577,1 




oyu 


689 


NM__002796 


Hs.89545 


4.00E-45 


2 


proteasome (prosome, macropain) subunit bet 


OO 1 D 1 




7QQ 
» OO 


S71381 


Hs.89545 


1.00E-41 


1 


prosome beta-subunit=multicatalytic proteinase 
















complex 


110A2 


1403 


1739 


AK026432 


Hs.89555 


1.00E-177 


1 


FLJ22779fis, clone KAIA1741 /cds=(234,1 


118E4 


780 


1672 


NMJ)02110 


Hs.89555 


0 


5 


hemopoietic cell kinase (HCK), mRNA /cds= (168, 


A.A Rfl 


DfyJ 


1 loo 


IVitQOOCT 

Mo99o7 


HS.89575 


0 


1 


Immunoglobulin superfamily member B cell receptor 

CO 


44A11 


2567 


2808 


I 2flft14 

L£UD I *t 




I.OUb-llO 


1 


glutamate receptor 2 (HBGR2) mRNA, complete cds 
















/cus— \ 


191G11 


309 


596 


NM 006284 


Hs 89657 




1 1 


TATA box binding protein (TBP)~associated fac 


72G5 


1172 


1575 


AX023367 


Hs 89679 


o 


OO 


oequence jo irom patent vvuuoooooo 


71B12 


40 


559 


NM_000586 


Hs.89679 


o 


13 


tntnrlonVin 9 fll "?\ mPMd /rwHc»— //1 7 kht\ /™u_ki 

inierieuKin z \ii~z) f mr\rsM iCus—\q{,DiJ) /gD = N 


179G12 


158 


737 


M36821 


Hs. 89690 


o 




cyioKine (oKu-gamma; mKNA, complete cds 


193B5 


680 


1146 


NM_002994 


Hs.89714 


o 


17 


bmaip inuuciDie cyioKine suDTamtiy b (Oys-X*Cy 


182G10 


681 


1146 


X78686 


Hs.89714 


0 


7 


ENA-78 mRNA /cds={ 106,450) /gb=X78686 /gi=47124 


191C6 


617 


1597 


NM_021950 


Hs 89751 


0 


9 


memorane-spanning 4-domains, subfamily A, m 


40H3 


1347 


1597 


X07203 


HS.89751 


3.00E-71 


1 


v^l/£u re^cpiyr ^o// /cos— ^yu.yoo; /go— AV/ZUJ 


458H2 


3524 


4331 


NM.002024 


Hs.89764 


0 


2 


fragile X mental retardation 1 (FMR1), mRNA /c 


40F6 


1665 


2210 


D38081 


Hs.89887 


0 


1 


thromboxane A2 receptor, complete cds /cds=(9 


473E1 


578 


956 


AL515381 


Hs.89986 


1.00E-172 


1 


AL515381 cDNA /ctone=CLOBB017ZH06-(3-prime) 


126A12 


770 


982 


AL558028 


Hs.90035 


1.00E-102 


1 


AL558028 cDNA /clone=CS0DJ002YF02-(5-prime) 


lootl^ 


ZZUo 


Zo\*l 


hilt ft f\f\A***Af* 

NM_001316 


Hs. 90073 


0 


1 


chromosome segregation 1 (yeast homolog)-like 


i*»on \c 


1fin? 


IO 1 ( 


At\UZO/00 


Hs. 90077 


1.00E-113 


2 


FLJ23113fis, clone LNG07875, highly sim 


OZL>Z 




Zulu 


AB023420 


Hs. 90093 


0 


2 


for heat shock protein apg-2, complete cds 


A RUG. 


Ol f Z 


0*H J 


D26488 


Hs.90315 


6.00E-86 


1 


mRNA for KIAA0007 gene, partial cds /cds=(0,2062) 


116E2 


1637 


2016 




He QD/191 


1 fine 1 1 o 


1 


/go 

cDNA: FLJ22147 fis, clone HEP22163, highly sim 


525H3 


6 


1231 




He Qflfinfi 




2 


.15 kDa selenoprotein (SEP15), mRNA/cds=(4,492 


184D8 


287 


387 


BE888304 


Hs.90654 


1 .OOE-46 


2 


uuiJiHUJor i uuiN/\, o enu /cione— iiviMot.jyi oi / / 


99D4 


1948 


4309 


D50918 


Hs.90998 


0 


5 


mRNA for KIAA0128 gene, partial cds /cds=(0,1276) 


72B9 


571 


1312 


AK026954 


Hs.91065 


0 


1 


/gb 

FLJ23301 fis, clone HEP11 120 /cds=(2,188 


586H8 


189 


478 


NM_000987 


Hs.91379 


2.00E-83 


1 


ribosomal protein L26 (RPL26), mRNA /cds=(6,44 


160A12 


1 


132 


X69392 


Hs.91379 


4.00E-69 


5 


ribosomal protein L26 /cds=(6,443) /gb= 


331 H4 


1632 


2166 


AK027210 


Hs.91448 


0 


1 


FLJ23557 fis, clone LNG09686, highly sim 


473E6 


915 


1390 


NM_004556 


Hs.91640 


0 


2 


nuclear factor of kappa light polypeptide gene 


69E4 
182F10 


673 


1328 


AB007956 


Hs.92381 


1.00E-122 


2 


mRNA, chromosome 1 specific transcript KIAA04 


117 


781 


AF070523 


Hs.92384 


0 


1 


JWA protein mRNA, complete cds /cds=(1 15,681) 


5B5F10 


77 


1890 


NM_006407 


Hs.92384 


0 


13 


vitamin A responsive; cytoskeleton related (J 
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469G3 2061 2293 

472H4 247 671 

193F11 2051 4721 

37E7 1287 1805 

111D7 244 596 

41B10 1216 1530 



AW978555 Hs.92448 0 1 

NMJ)03103 Hs.92909 0 3 

AK002059 Hs.92918 0 1 

NM_016623 Hs.92918 1.00E-166 1 

U24577 Hs.93304 1.00E-173 1 



NM_001417 Hs.93379 0 5 

X55733 Hs.93379 0 1 

NM_007020 Hs.93502 1.00E-125 1 

X91348 Hs.93522 3.00E-36 1 

NMJ)03367 Hs.93649 1.00E-104 1 

J05016 Hs.93659 1.00E-170 1 

NM_004911 Hs.93659 1.00E-65 1 

AB040959 Hs.93836 0 1 

AK000967 Hs.93872 0 1 

X04430 Hs.93913 0 2 



194B3 
109E9 
459H5 
473A4 
466E9 

460E3 
462E6 
460B8 
124A8 
71B10 
49F1 



Table 3A, Candidate nucleotide sequences identified using differentia. cDNA 

hybridization analysis 

AK025683 Hs.92414 1.00E-110 1 cDNA: FLJ22030 fis, clone HEP08669/cds=UNKNOW 

EST390664 cDNA /gb=AW978555 /gi=8169822 /ug= 
SON DNA binding protein (SON), mRNA /cds=(414,4 

FLJ11197 fis, clone PLACE 1007690 /cds=(37 

hypothetical protein (BM-009), mRNA /cds={385 

LDL-phospholipase A2 mRNA, complete cds 
/cds=(216,15 

eukaryotic translation initiation factor 4B 
initiation factor 4B cDNA /cds=(0,1835) /gb=X557 
Ul-snRNP binding protein homolog (70kD) (U1SN 
H.sapiens predicted non coding cDNA (DGCR5V 
/cds=UNKNOWN / 

upstream transcription factor 2, c-fos Intera 
(clone pA3) protein disulfide isomerase related prote 

protein disulfide isomerase related protein ( 
mRNA for KIAA1526 protein, partial cds /cds=(0 
FU10105 fis, clone HEMBA1002542 /cds=UN 
IFN-beta 2a mRNA for interferon-beta-2 /cds=(86,724) 

peroxisomal membrane protein 69 (PMP69) mRNA, 
polyamine-modulated factor 1 (PMF1 ), mRNA /c 
cDNA FU12205 fis, clone MAMMA1000931 
/cds=UNK 

brefeldin A-inhibited guanine nucleotide-exc 
KIAA0306 protein (K1AA0306), mRNA /cds=(0,436 
oxfdative-stress responsive 1 (OSR1), mRNA /c 
gene for 20KT3 glycoprotein (T3-delta-chain) of T-c 

601824367F1 cDNA, 5* end /clone=IMAGE:4043920 

602385778F1 cDNA, 5' end /clone-IMAGE:45 14827 

ceil surface protein CD19 (CDl9>gene, complete cds 

7q23f06.x1 /clone-IMAGE /gb=BF222826 /g 
DNA sequence from clone RP1 1-39402 on 
chromosome 20 C 

Similar to hypothetical protein FLJ1 1656, cl 
602137338F1 cDNA. 5* end /done=!MAGE:/l 274048 

mRNA for KIAA0655 protein, partial cds /cds=(0 
CD32 antigen, zeta polypeptide (TiT3 complex) 
putative G protein-coupled receptor (GPCR150) 
complement component Clq receptor (C1QR), mRN 

small inducible cytokine subfamily A (Cys-Cys) 
centriole associated protein CEP110 mRNA, com 
7q66e08.x1 cDNA /clone=IMAGE /gb=BF438062 /g 
chondromodulin I precursor (CHivVI), mRNA /cds 
mRNA; cDNA DKFZp547Dl44 (from clone 
DKF2p547D1 

atrophin-1 interacting protein 4 (AIP4) mRNA, 
VRK3 for vaccinia related kinase 3 (LOC51231), 
zv98fD6.s1 cDNA, 3' end /clone=IMAGE:767843 / 
hypothetical protein (FU10996), mRNA/cds=( 
Wi69b03.x1 cDNA, 3' end /clone=IMAGE:2398541 
0l39d11.s1 cDNA, 3' end /clone=IMAGE: 1525845 
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87 
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470G3 


74 
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472A5 
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459C9 
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465F8 
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30 
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1 
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593E11 , 


24 
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41 H2 
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1306 


149G8 
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435 
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2840 


3451 


107G5 
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2349 


461A12 


3602 


4135 


595A8 


82 


1571 


479H8 
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1378 



466D12 2001 5732 



AF009746 


Hs.94395 9.00E-34 


1 


NMJ)07221 


Hs.94446 0 


1 


AK022267 


Hs.94576 2.00E-48 


1 


NM_0C6421 


Hs.94631 0 


3 


NMJJ15125 


Hs.94970 0 


1 


NMJ)Q5109 


Hs.95220 1.00E-126 


1 


X01451 


Hs.95327 0 


2 


BF107010 


Hs.95388 1.00E-175 


2 


BG291649 


Hs.95835 1.00E-79 


10 


M281 70 


Hs.96023 1.00E-114 


1 


BF222826 


Hs.96487 1.00E-119 


2 


AL133227 


Hs.96560 0 


2 


BC000143 


Hs.96560 0 


1 


BF673956 


Hs.96566 7.00E-24 


1 


AB014555 


Hs.96731 0 


2 


NM_000734 


Hs.97087 1.00E-147 


10 


NMJJ14373 


Hs.97101 0 


3 


NMJJ12072 


Hs.97199 0 
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1835 2898 

2880 3536 

9 230 

871 1327 

1408 1808 

1290 1687 

103 642 



NMJ302990 Hs.97203 0 

AF083322 Hs.97437 0 

BF438062 Hs.97896 1.00E-116 

NM_007015 Hs.97932 0 

AL442083 Hs.98026 1.00E-172 2 



114 
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79 
36 



546 
157 
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AF038564 

NM_016440 

AA418743 

NMJ)19044 

AI761058 

AA913840 



Hs.98074 
Hs.98289 
Hs.98306 
Hs.98324 
Hs.98531 
Hs. 98903 



0 
0 

1.00E-178 
2.00E-69 
1.00E-112 
0 
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1 
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462F6 
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201 


AC006276 


Hs.99093 


2.00E-74 
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chromosome 19, cosmid R28379 /cds=(0,633) /gb 


473A2 


47 
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Hs.99237 
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hr65h06.x1 cDNA, 3' end /clone=lMAGE:31 33403 


599UB 


■\ /ICO 

1468 
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RAS guanyl releasing protein 2 (calcium and DA 


459F8 


300 


541 


AW444899 


Hs.99665 


1.00E-123 
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UI-.H-Bl3-ajz-d-07-0-Ul.s1 cDNA, 3* end /clon 
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141 


AL049319 


Hs.99821 


2.00E-58 
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cDNA DKFZp564C046 (from clone DKFZp564C0 


165H8 
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1930 


NM_015400 


Hs.99843 
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DKF2P586N0721 protein (DKFZP586N0721), mRNA 


188C9 
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NM_001436 


Hs.99853 
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fibrillarin (FBL), mRNA /cds=(59,1024) /gb=N 
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Hs.99855 
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chromosome 19, BAC BC330783 (CIT-HSPC_470E3), 
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Hs.99855 
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formyl peptide receptor-like 1 (FPRL1), mRNA 
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642 


BF315159 


Hs. 99858 
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601 89951 9F1 cDNA, 5* end /clone=MMAGE:4 128749 


599A7 


26 
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NMJ)00972 


Hs.99858 


0 


11 


ribosomal protein L7a (RPL7A), mRNA/cds=(31,8 


167B3 


1994 


2101 


AB032251 


Hs.99872 


2.00E-37 


1 


BPTF mRNA for bromodomain PHD finger transcript 


41 G8 


461 


751 


L08096 


Hs.99899 


1.00E-161 


1 


CD27 ligand mRNA, complete cds/cds=(150,731) 
















/gD-LOo 


479C10 
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mm nni353 


Hs.99899 
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tumor necrosis factor (ligand) superfamily, m 
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Hs.99908 


0 


i 
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IN IVI_V-AJU UZ O 


Hs.99931 


1.00E-112 


4 

1 


sarcogfycan, alpha (50kD dystrophin-associat 


R1 A1 
01 Af 




IU0O 


OOZ1«JU 


Hs.99969 


1.00E-126 


A 
1 


TLS=translocated In Hposarcoma [human, mRNA, 
















1824 ntl led 


40C7 


971 


1724 


X69819 


Hs. 99995 


0 


1 


ICAM-3 mRNA;cds=(8,1651)/gb=X69819/gi=32627 


1 16F8 
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376 




HS.100000 1.00E-123 
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o iuu cdiLiuiTi-uiiiuiiig proiein mo (caigrdnunn 


121F4 


30 


540 


mm nnifi^o 


Hs.100194 1.00E-118 


7 
f 


arachidonate 5-Iipoxygenase-acth/ating pro 




01 fo 


OOZ4 


MM rtMCflK 

NM_UU00U0 


Hs.100293 0 


2 


O-linked N-acetyfglucosamine (GlcNAc) transf 


49E4 


1279 


2585 


NM_006773 


Hs.100555 0 


4 


DEAD/H (Asp-Glu-AIa-Asp/His) box polypeptide 


61E1 


1279 


1767 


X98743 


Hs.100555 0 


2 


RNA helicase (Myc-regulated dead box pro 


460A10 


824 


1321 


NM__018099 


Hs.100895 0 


1 


hypothetical protein FU10462 (FLJ10462), mR 


458F1 


'1 


303 


R18757 


Hs.100896 1.00E-157 


1 


yg17e04.r1 cDNA, 5* end /clone=>IMAGE:32522 /c 


64B8 


2062 


2711 . 


AB007859 


Hs. 100955 0 


1 


mRNA for KIAA0399 protein, partial cds /cds=(0, 


515H6 


131 


201 


NM_001207 


Hs.101025 6.00E-33 


1 


basic transcription factor 3 (BTF3), mRNA led 


472H12 


10 


358 


AW968686 


Hs.101340 0 


1 


EST360762 cDNA /gb=AW968686 /gi=81 58527 /ug= 


99G6 


2427 


4860 


AB002384 


Hs.101359 0 


9 


mRNA for KIAA0386 gene, complete cds 
















/cds=(1 77,3383) 


62E12 


193 
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AI936516 


HS.101370 1.00E-100 


6 


wd28h07.x1 cDNA, 3' end /c!one=IMAGE:2329501 


493B9 


' 3 
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AL583391 


Hs.101370 0 


8 


AL583391 cDNA /clone=CS0DL012YA12-(3-prime) 


117D4 


2812 


2966 


NM_006291 


Hs.101382 7.00E-79 


1 


tumor necrosis factor, alpha-induced protein 


462A9 


382 


620 


BC000764 


Hs.101514 1.00E-133 


1 


hypothetical protein FU10342, clone MGC:27 


193G3 


dooo 
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HS.102178 3.00E-88 . 


1 


DNA sequence from clone RP1 1-261 P9 on 
















chromosome 20. 
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4257 


AF1 93339 


Hs.1 02506 0 


5 


eukaryotic translation initiation factor 2 a 


46E2 
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NM_004836 


Hs.102506 0 


2 


eukaryotic translation initiation factor 2-a 
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2 


EST390470 CDNA /gb=AW978361 /gi-81 69626 /ug= 


58E4 


1 
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BF970B75 


HS.1026471.00E-177 


2 


602271 536F1 cDNA, 5' end /clone=IMAGE:4359609 


189G9 


5473 


6137 


NMJ)18489 


Hs.102652 0 


2 


hypothetical proiein ASH1 (ASH1), mRNA /cds=( 
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AK000354 


Hs.102669 100E-125 


.1 


cDNA FLJ20347 fis, clone HEP13790 /cds=(708,l4 


465B8 


27 


348 


AI707589 


HS.102793 1.00E-164 


1 


as30b05.x1 cDNA, 3' end /clone= IMAGE: 231 8673 


126G11 


1069 


1431 


NM_016128 


Hs.102950 0 


2 


coat protein gamma-cop (LOC51137), mRNA /cds= 


165H5 ( 


326 


564 


BF698884 


Hs.103180 4.00E-71 


1 


602126455F1 cDNA, 5' end /clone=lMAGE:4283340 


108H6 


2135 


2505 


AB023187 


Hs.103329 1.00E-59 


1 


for KIAA0970 protein, complete cds /cds=( 


521C9 


1440 


1962 


AL1 36885 


Hs.103378 0 


2 


mRNA; cDNA DKFZp434P116 (from clone 



DKF2p434P1 
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458C9 

99F6 

162G11 

188G1 

470F7 

460A11 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



3876 

349 

1745 

1757 

56 

225 



4415 

767 

2161 

2566 

302 

288 



522H7 2157 2397 

39E5 1007 2535 

98C11 1023 2558 

461 B2 88 221 



110A4 

122H5 

105C2 

37G4 

98D4 

458E6 

462C11 

118G4 

496A7 

112G4 
460E2 
461 H4 
469C7 
461 B6 
462D5 



4010 
4634 
1817 
1321 
1578 
1007 
1037 
1940 
1 



4306 
5232 
2174 
2886 
2946 
1399 
1532 
2513 
618 



3421 3933 

16 460 

1500 1781 

231 380 

84 489 

1735 2129 



465H7 1 624 
471F3 819 1126 
473C1 42 479 



102A9 

465G9 

469G2 

482A9 

595B11 

69B3 

459E8 

459E2 

98H12 

594H5 

194H12 

138G6 



1 

193 

1528 

289 

918 

3649 

106 

1939 

658 

1418 

751 

2749 



331 

524 

1625 

839 

1300 

4226 

563 

2361 

1040 

1501 

1233 

3214 



56A5 1 1089 
67H8 844 1102 
463G10 538 725 



121H2 

185D12 

186D6 

462B10 

59A10 

499G1 



14 394 

118 884 

1140 1507 

192 541 

1694 2335 

2987 4266 



466F11 327 493 
182F9 153 649 
481F9 1216 1609 



AF254411 

NM_018623 

AF1 17829 

NMJJ04501 

NIW_Q24056 

BG033732 



Hs. 103521 0 

Hs. 103657 0 

Hs. 103755 1.00E-151 

Hs. 103804 0 

Hs. 103834 1.00E-137 

Hs.1 03902 3.00E-29 



NMJ506342 Hs.104019 1.00E-132 1 

L12168 Hs.104125 0 10 

NM_006367 Hs.104125 0 29 

AW968823 Hs.104157 1.00E-38 1 



AB023143 

NMJ)14922 

AB020669 

AF016495 

NWL020980 

NMJ315898 

NM_018492 

BC002538 

BG035120 

NMJ)03633 

AI479075 

NM_020979 

NMJ318331 

AA489227 

NM_015393 



Hs. 104305 1.00E-125 1 

Hs. 104305 0 2 

Hs.104315 0 1 

Hs. 104624 0 46 

Hs.104624 0 71 

Hs. 104640 0 1 

Hs.1 04741 0 1 

Hs. 104879 0 2 

Hs.1 04893 0 4 

Hs.1 04925 0 2 

Hs.104985 0 1 

Hs.105052 1.00E-148 1 

Hs.105216 1.00E-77 1 

Hs.1 05230 0 1 

Hs.1 05460 0 1 



NMJ)17780 Hs.105461 0 1 
AY007243 Hs. 1 05484 1 .00E-1 60 1 
AW970759 Hs.1 05621 0 1 



AK025947 

AI475680 

AK022481 

NM_012483 

NM__002343 

Y13247 

NMJ)13322 

NM_0O3171 

BC002748 

NM_0Q1558 

NM_021626 

AF1 89723 



Hs.1 05664 0 
Hs.1 05676 0 
Hs.1 05779 8.00E-38 
Hs.1 05806 0 
Hs.105938 0 
Hs.1 0601 9 0 
Hs.1 06260 0 
Hs.1 06469 0 
Hs.1 06650 0 
Hs.1 06673 5.0CE-36 
Hs.1 06747 0 
Hs.1 06778 0 



1 



AL355722 Hs.106875 0 2 
X71490 Hs.106876 1.00E-103 1 
AF035306 Hs. 1 06890 1.00 E- 102 1 



NMJ)16619 

NM__001564 

NMJ>17892 

AI707895 

AJ270952 

AL035683 



Hs.1 071 39 0 
Hs.1 071 53 0 
Hs.107213 0 
Hs.1 07369 1.00E-168 
Hs.1 07393 0 
Hs.107526 1.00E-104 



1 



AI391443 Hs.1 07622 9.00E-90 1 
AF265439 Hs.1 07707 0 1 
NMJ)16270 Hs.107740 0 2 



ser/arg-rich pre-mRNA splicing factor SR-A1 ( 
hypothetical protein PR02219 (PR02219), mRNA 
8q21 .3: RICK gene /cds=(224,1846) /gb=AF1 1 782 
heterogeneous nuclear ribonucleoprotefn U ( 
hypothetical protein MGC5576 (MGC5576), mRNA 
602301 101F1 cDNA, 5' end /clone= IMAGE :4402465 

transforming, acidic coiled-coil containing 
adenylyl cyclase-associated protein (CAP) mRN 
adenylyl cyclase-associated protein (CAP), m 
EST380899 cDNA /gb=AW968823 /gi=81 58664 /ug= 

for KIAA0926 protein, complete cds /cds=( 
KIAA0926 protein (KIAA0926), mRNA /cds { =(522,4 
for KIAA0862 protein, complete cds /cds=( 
small solute channel 1 (SSC1) mRNA, complete cd 
aquaporin 9 (AQP9), mRNA /cds=(286,1 173) /gb= 
HIV-1 inducer of short transcripts binding pro 
PDZ-binding kinase; T-cell originated protein 
serine (or cysteine) proteinase inhibitor, c 
602324815F1 cDNA, 5' end /clone* IMAGE:44 13099 

ectodermal-neural cortex (with BTB-like doma 
tm30h01.x1 cONA ( 3'end/ctone=IMAGE:2158129 
adaptor protein with pieckstrin homology and 
hypothetical protein FLJ11125 (FLJ11125), mR 
aa57f07.s1 cDNA, 3' end /clone=l MAGE: 825061 / 
DKFZP564O0823 protein (DKFZP564O0823), mRNA 

hypothetical protein FU20357 (FLJ20357), mR 
regenerating gene type IV mRNA, complete cds / 
EST382842 cDNA /gb=AW970759 /gi-8160604 /ug= 

FU22294 fis, clone HRC04426 /cds=(240,6 
tc93d12.x1 cDNA, 3' end /c)one-IMAGE:207371 9 
CDNA FU12419 fis, done MAMMA1003047, highly 
granulysin (GNILY), transcript variant 519, m 
lactotransferrin (LTF), mRNA /cds=(294,2429) 
fb19 mRNA /cds=(539,3361) /gb=Y13247 /gi=21 17 
sorting nexin 10 (SNX10), mRNA/cds={128,733) 
suppressor of varl (S.cerevisiae) 3-Iike 1 (S 
Similar to hypothetical protein FU20533, cl 
eukaryotic translation initiation factor 3, 
serine carboxypeptidase 1 precursor protein ( 
calcium transport ATPaseATP2C1 (ATP2C1A) mRN 

EST from clone 35214, full insert /cds=UNKNOWN 
vacuolar proton ATPase, subunit D /cds=(2 
clone 23771 mRNA sequence /cds=UNKNOWN 
/gb=AF 

hypothetical protein (LOC51316), mRNA/cds=( 
inhibitor of growth family, member 1-like (ING 
hypothetical protein FLJ20585 (FU20585), mR 
as34a10.x1 cDNA, 3* end /clone=IMAGE:2319066 
for putative membrane protein (GENX-3745 
DNA sequence from clone RP5-1063B2 on 
chromosome 20q1 

tf96e06.x1 cDNA, 3' end /clone=IMAGE:2 107138 
DC37 mRNA, complete cds /cds={5,856>/gb~AF26 
KruppeMike factor (LOC51713), mRNA /cds=(84 
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184H4 


189 


576 


til \J\J i tut 


Ue 107070 n 
no. lUf yf y u 


i 


small membrane protein 1 (SMP1) mRNA, complete 


103E11 


1006 


2137 


NM_014313 


Hs.1 07979 0 


4 


small membrane protein 1 (SMP1), mRNA/cds=(99, 


596H7 


1265 


1771 


NM_004078 


Hs.1 08080 0 


3 


cysteine and glycine-rich protein 1 (CSRP1), m 


aruq 
**ono 


777 


914 


AF070640 


Hs.108112 2.00E-47 


1 


clone 24781 mRNA sequence /cds=UNKNOWN 


53B4 












/gb=AF 


1552 


1967 


U32986 


, Hs.108327 0 


2 


xeroderma pigmentosum group E UV-damaged DNA 














binding 


moo 
1 Uoy 


IfSS 


AK001428 


Hs.1 08332 0 


3 


cDNA FU10566 fis, clone NT2RP2002959, highly 


1 77FR 


4^0 


746 


AL1 35941 


Hs.1 08338 0 


1 


mRNA; cDNA DKFZp586C1924 (from done 


191 G10 












DKFZp586 


518 


883 




nS. iUoOHO U 


2 


mRNA; cDNA DKFZp564F163 (from clone 


458G8 












L/rVri.pOD'fP ) 


2374 


5101 




ns. i uobJb u 


2 


membrane protein CH1 (CH1), mRNA /cds=(1 24,434 


58F11 


735 


798 


NM 006963 


Hs 10RR4? ? nnp.9R 

no. iuoo*r£ £.uuc to 


1 


zinc finger protein 22 (KOX 15) (ZNF22), mRNA / 


118B5 


2715 


2797 


AK022874 


H<i 1 HR77Q 0 OnP."^R 


1 


cDNA FU12812 fis, clone NT2RP2002498 /cds=(3, 


110H2 


18 


661 


AF026292 


Hs.1 08809 0 


1 


cKaDSronin cvintnininn f-mmnloy nnKmontiHa 


181G4 


1008 


1142 


NM_006429 


Hs.1 08809 2.00E-71 


1 


chaperontn containing TCP1 , subunit 7 (eta) (C 


189F11 


415 


615 


AK024569 


Hs.108854 2.00E-79 


1 


cDNA: FLJ20916 fis, clone ADSE00738, highly s 


596F8 


5958 


6097 


AB011087 


Hs 1 08945 8 00F-4R 




mRNA for KIAA0515 protein, partial cds /cds-(0, 


157D8 


399 


830 


NM_016145 


Hs.1 08969 0 


1 


PTD008 protein (PTD008), /cds=(233,553) 


175E7 


712 


1849 


AL133111 


Hs.109150 0 


2 


mRNA; cDNA DKFZp434H068 (from clone 


514E1 














66 


613 • 


NMJ)12417 


Hs.1 0921 9 0 


4 


reunai aegeneratton b beta (RDGBB), mRNA /cd 


106A4 


1864 


2220 


AJ011895 


Hs 109281 1 00E-111 


•| 


ror niv-i, Net-associated factor 1 alpha 


169E1 


938 


1331 


AK024297 


Hs.1 09441 0 


2 


FLJ14235 fis, clone NT2RP4000167 /cds=(82 


100B8 


1 


191 


NM_012456 


Hs.109571 3.00E-85 


1 


translocase of inner mitochondrial membrane 1 


115B7 


983 


1193 


MM (\C\7f\7A 


ns.iuyouo i.oub-iiD 


1 


coronln, actln-binding protein, 1A (COROIA), 


B2H11 


\ 


626 




Ue> Anna a a a t\t\c aca 


10 


601864070F1 cDNA, 5* end /clone=IMAGE:4082465 


595B2 


4976 


5286 


' AB040884 


Hs.109694 1.00E-142 




mKtMM ror MAA1451 protein, partial cds /cds=(0 


75H11 


227 


482 


BF244603 


Hs.1 09697 1.00E-129 




ouioo^o^uri cuN/\ t o eno /cione = lJVIAGE:4080412 


116G3 


219 


392 


NM_024292 


Hs.109701 2.00E-66 


1 


ubiquitin-like 5 (UBL5), mRNA /cds=(65,286) / 


105A5 


3271 


3532 


AL1 17407 


Hs.1 09727 1.00E-147 


2 


cDNA DKFZp434D2050 (from clone DKFZp434D 


481 B7 


1101 


1201 


NM_006026 


Hs.109804 9.00E-42 


1 


H1 histone family, member X (H1FX), mRNA /cds=( 


476H12 


1018 


1429 


NM.004310 


Hs.1 0991 8 0 


3 


ras homolog gene family, member H (ARHH), mRNA 


144C8 


1252 


1429 


Z35227 


Hs.1 0991 8 7.00E-92 


1 


TTF for small G protein /cds=(579,1 1 54) /gb= 


141E10 


630 


1269 


AK001779 


Hs.1 10445 0 


4 


FU10917 fis, clone OVARC1 000321 /cds=(18 


494D8 


4102 


AA7G. 




HS.1 10488 0 


1 


KIAA0990 protein (KIAA0990), mRNA /cds=(494 f 2 


47C3 


99QR 




Uoo974 


HS.1 1061 3 1.00E-60 


1 


KIAA0220 gene, partial cds /cds=(0,1661) /gb 


1 y*frl-» I u 




1 / U4 


AL1 of Air 


Hs.1 10702 0 


1 


mRNA; cDNA DKFZp761E212 (from clone 


192F1 


3254 










DKFZp761E2 


3686 


NM_015726 


Hs.1 10707 1.00E-150 


2 


H326 (H326), mRNA /cds=(176,1969) /gb=NM_0157 


595B8 


1148 


1414 






1 


DEK oncogene (DNA binding) (DEK), mRNA /cds=(3 


459F3 


3337 


3915 


NM_001046 


Hs. 11 0736 0 


1 


solute carrier family 12 (sodium/potass!um/cn 


195F5 


1051 


1482 


AK025557 


Hs.1 10771 0 


2 


cDNA: FLJ21904 fis, clone HEP03585/cds=UNKNOW 


53B10 


163 


742 


NM_020150 


Hs.1 10796 0 


1 


SAR1 protein (SAR1), mRNA /cds=(1 00,696) /gb= 


164B11 


122 


932 


NM_016039 


Hs. 11 0803 0 


5 


CGl-99 protein (LOC51637), mRNA/cds=(161,895 


594H4 


982 


1454 


AK026528 


Hs.1 11222 6.00E-95 


3 


cDNA: FLJ22875 fis, clone KAT02879 /cds=(30,51 


50A10 


1688 


2095 


AF1 19897 


Hs.1 11334 0 


2 


PRO2760 mRNA, complete cds /cds=UNKNOWN 


102H11 


175 


498 


AI436587 


Hs.1 11377 1.00E-148 


1 


/gb=A 

U03d11.x1 cDNA, 3' end /clone=lMAGE:2 129397 


109G11 


1324 


1388 


AB016811 


HS.1 11554 2.00E-29 


1 


for ADP ribosylation factor-like protein, 


144E10 


77 


304 


BF219474 


Hs.1 11611 1.00E-122 


2 


601884269F1 5* end ydone=IMAGE:4 102769 
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583C9 

111F4 

106E6 

169A2 

182D6 

460D11 

121A7 

476C12 

172E7 

108E10 

47G12 
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4 
31 

2646 

773 

264 

205 

355 

254 

469 

4800 

1 



272 

380 

2892 

1015 

748 

452 

589 

463 

736 

4901 

301 



NM_000988 

NMJJ14463 

AL096723 

D14696 

NM.014713 

AI557431 

NM_020382 

AA442585 

AF228422 

AF071076 

BF237710 



Hs.111611 
Hs.1 11632 
Hs.1 11801 
Hs.1 11 894 
Hs.1 11 894 
Hs.1 11973 
Hs.1 11 988 
Hs.1 12071 
Hs.1 12242 
Hs.1 12255 
Hs.1 12318 



1.00E-148 
0 

1.00E-135 
1.00E-135 
0 

4.00E-60 

1.00E-128 

1.00E-111 

1.00E-143 

6.00Ew48 

1.00E-165 



10 

1 

1 

2 

1 

1 

1 

1 

1 

1 

5 



599G7 38 455 

469F9 226 546 

589G11 482 1336 

464F10 1686 1917 

54B11 1 423 



591 C5 
585F4 



31 469 
1882 3918 



NMJ319059 Hs.1 1231 8 0 32 

NM_002638 Hs.1 12341 1.00E-107 1 

AK026396 Hs.1 12497 0 2 

NM_002978 Hs.1 12842 1.00E-119 1 

BF025727 Hs.1 13029 0 26 

NM_001O28 Hs.113029 0 10 

AK027136 Hs.113205 1.00E-130 3 



61B12 


1168 


2386 


AF1 05253 


Hs.1 13368 0 


5 


163D9 


3470 


4109 


Y03890 


Hs.1 13503 0 


1 


466C4 


276 


946 


AL359916 


Hs.1 13872 0 


1 


592C12 


2506 


2696 


AF323540 


Hs.1 14309 2.00E-8O 


1 


476A1 1 


121 


528 


AA702108 


Hs.1 14931 0 


1 


109F4 


3123 


3521 


D30783 


Hs.1 15263 0 


1 


123D1 


3123 


3526 


NM_001432 


Hs.1 15263 0 


1 


465D7 


1 


175 


BG288391 


Hs.1 15467 1.00E-94 


1 


74H9 


346 


602 


AK027114 


Hs.1 15659 1.00E-108 


1 


585E4 


384 


1146 


NMJ)24061 


Hs.1 15659 0 


3 


462C1 


945 


1222 


NM_024036 


Hs.1 15960 1.00E-152 


1 


464E4 


1276 


1635 


AK023633 


Hs.116278 1.00E-138 


1 


43B10 


1601 


1798 


AF283777 


Hs.1 16481 9.00E-47 


1 


465G1 


374 


654 


NMJJ01782 


Hs.116481 5.00E-85 


2 


51G8 


29 


203 


BF341330 


Hs.1 16567 6.00E-26 


1 


40D10 


2694 


3430 


X68742 


Hs.1 16774 0 


1 


107D1 


1778 


1943 


U71383 


Hs.117005 1.00E-84 


1 


459D4 


2882 


3522 


AK025364 


Hs.1 17268 0 


1 


473E8 


2104 


2233 


AB029016 


Hs.1 17333 2.00E-65 


3 


458E2 


88 


627 


AI825645 


Hs.1 17906 0 


2 


163A7 


1160 


1420 


X53793 


Hs.1 17950 1.00E-109 


1 


123B8 


18 


740 


NM_002799 


Hs.1 18065 0 


1 


583G3 


924 


1199 


AB011182 


Hs.1 18087 1.00E-155 


4 


127A1 


263 


557 


NMJ306441 


Hs.1 181 31 1.00E-141 


1 


459A10 


188 


817 


AL522477 


Hs.1 18142 0 


1 


584A10 


8484 


8B75 


NM_003316 


Hs.1 18174 0 


1 


52D4 


1287 


1752 


AK026486 


Hs.1 181 83 0 


1 


470B6 


68 


532 


BF030930 


Hs.1 18303 0 


1 


41 B3 


5041 


5669 


M14648 


Hs.1 1851 2 0 


1 



ribosomal protein L27 (RPL27), mRNA /cds=(l7,4 
Lsm3 protein (LSM3), mRNA /cds=(29,337) /gb=N 
cDNA DKFZp564H2023 (from clone DKFZp564H 
KIAA0108 gene, complete cds /cds=(1 46,847) / 
lysosomal-associated protein transmembrane 
PT2.1_7_C05.r cDNA, 3' end /clone_end=3' /gb= 
PR/SET domain containing protein 07 (SET07), m 
zv57fD9.r1 cDNA, 5' end /clone=IMAGE:757769 / 
normal mucosa of esophagus specific 1 (NMES1) 
celMine HeLa Nup98-Nup96 precursor, mRNA, c 
601 84221 0F1 cDNA, 5' end /clone=IMAGE:4079930 

6.2 kd protein (LOC54543), mRNA /cds=(93,260) 
protease inhibitor 3, skin-derived (SKALP) (P 
cDNA: FLJ22743fis, clone HUV00901 
/cds=UNKNOW 

sodium channel, nonvoltage-gated 1, delta (SC 
601670406F1 cDNA, 5' end /clone= IMAGE: 3953425 

ribosomal protein S25 (RPS25), mRNA /cds={71,4 
cDNA: FLJ23483 fis, clone KAIA04052 /cds=UNKNO 

neuroendocrine secretory protein 55 mRNA, com 
mRNA for Ran_GTP binding protein 5 
DNA sequence from done RP11-550O8 on 
chromosome 20 C 

apolipoprotein L-l mRNA, splice variant B, co 
Zi85e01.s1 cDNA, 3' end /clone=IMAGE:447576 / 
for epiregulin, complete cds /cds=(1 66,67 
epiregulin (EREG), mRNA /cds=(1 66.675) /gb=N 
602388053F1 cDNA, 5' end /clone=lMAGE:4517076 

FLJ23461 fis, clone HSI07757 /cds=UNKNOW 
hypothetical protein MGC5521 (MGC5521), mRNA 
hypothetical protein MGC3103 (MGC3103), mRNA 
cDNA FU13571 fis, clone PLACE 1 008405 /cds=UNK 

clone TCBAP0702 mRNA sequence /cds= UNKNOWN 
fQ 

CD72 antigen (CD72), mRNA /cds=(1 08,1 187) /gb 
60201 3274F1 cDNA, 5 f end /clone=IMAGE:41 49066 

integrjn alpha subunit /cds=UN KNOWN /g 

OB binding protein-2 (OB-BP2) mRNA, complete cds 

/cds 

cDNA: FU21711 fis, clone COL10156 /cds=UNKNOW 

mRNA for KIAA1093 protein, partial cds /cds=(0 
wb75b09.x1 cDNA, 3* end /do ne=IMAGE:23 11481 
ADE2H1 mRNA showing homologies to SAICAR 
syntheta 

proteasome (prosome, macropaln) subunit, bet 
mRNA for K1AA0610 protein, partial cds /cds=(0, 
5,10-methenyltetrahydrofolate synthetase ( 
AL522477 cDNA /clone=CSODB008YKl4-<3-prime) 

tetratricopeptkje repeat domain 3 (TTC3), mRN 
FLJ22833 fis, clone KAIA4266 /cds=(479,8 
601558648F1 cDNA, 5' end /clone=llVIAGE:3828706 

cell adhesion protein (vitronedin) receptor alpha s 
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125B8 


999 


1573 


NM_003733 


Hs.1 18633 0 


1 


2-5'ol/aoadenvlate &vnthpta<;e-likp \ 


459D3 


3 


427 


AI052447 


Hs 118659 0 




ozu/gu4.xi cuina, j ena /cioneHiwWjb. ibf4o7o 


112F11 


191 


387 


NM_006923 


Hs. 118684 1.00E-103 


1 


stromal cell-derived factor 2 (SDF2), mRNA/c 


129E4 


1727 


1891 


AL050404 


Hs.1 18695 2.00E-86 


1 


DNA sequence from clone 955M13 on chromosome 














20. Conta 


126H2 


1 R19 


99fiQ 




nS.ilo/Of u 


2 


transforming growth factor, beta-induced, 68 


598D9 


817 


1106 


NM_001155 


Hs.1 18796 1.00E-108 


1 


annexin A6 (ANXA6), transcript variant 1 , mRN 


331 E6 


89 


475 


BE311727 


Hs. 118857 0 


1 


601143334F1 cDNA, 5* end /clone= IMAGE: 3507009 


, 521 C1 


700 


1180 


NM_006292 


Hs.118910 0 


2 


tumor susceptibility gene 101 (TSG101), mRNA 


139E8 


463 


1198 


AJ012506 


Hs. 11 8958 0 


1 


activated in tumor suppression, done TSA 


69H2 


578 


1117 


U05040 


Hs.1 18962 0 


1 


FUSE binding protein mRNA, complete cds 














/cds={26,1960 


461 F1 


1241 


1715 


AK024119 


Hs. 118990 0 


1 


cDNA FLJ14057 fis, clone HEM BB1 000337 /cds=UNK 


481E1 


1fifl9 


iyoy 


MAA rt17£>AA 

r*t\n_JJ i ro44 


MS.nyUio 1.00E-129 


1 


transcription factor NRF (NRF), mRNA /cds=<653 


479B4 


45 


203 


AL1 09806 


Hs.119057 5.00E-43 


1 


DNA sequence from clone RP5-1 153D9 on 














chromosome 20 C 


520F1 


177 


Of £. 


Kill A m OylOl 


Un 4 4Q4 00 A nnC 1>IQ 

nS.nyi^z I.UDfc-148 


8 


ribosomaJ protein L13a (RPL13A), mRNA/cds=(1 


477FA 

HI f C*T 


AC 
HO 




Al "1 HQ7QC 


nS.i lyiOs) 0 


3 


mRNA full length insert cDNA clone EUROIMAGE 81 


i our \\j 


OVJ*r 


O If 


IVlO/DOO 


Un 4 4 Q4 no n 

ns.nyiy* u 


3 


hlstone (H2A.2) mRNA, complete cds /cds=(1 06,492) 

In 


592E5 


302 




INIVI_yU*£ 1 UD 


LI- -HQ4Q7 n 


7 


'9 

H2A histone family, member 2 (H2AFZ), mRNA /cd 


54B1 


47 


114/1 


rVlfUU/ 1 / 


Me -i iqoco n 


9 


TPT1 gene for translationally controlled tumo 


594H9 


609 


1013 


NMJJ00520 


Hs.1 19403 0 


1 


hexosaminidase A (alpha polypeptide) (HEXA), 


492D9 


30 


272 


NM_001004 


Hs.1 19500 1.00E-135 


2 


ribosomal protein, large P2 (RPLP2), mRNA /cd 


59H8 


14 


1890 


NM_016091 


Hs.1 19503 0 


12 


HSPC025 (HSPC025), mRNA /cds=(33 f 1727) /gb=N 


525 E8 


19 




INlvl_UU040ifc 


ns.ny&zy u 


2 


epididymal secretory protein (19.5kD) (HE1), 








(VlOD lUo 


MS. 119537 0 


3 


p62 mRNA, complete cds /cds=(106,1437) 
















112D10 


1054 


1722 


NM 006559 






GAP-associated tyrosine phosp ho protein p62 


158E9 


847. 


1273 


AL022326 






DNA sequence from clone 333H23 on chromosome 














22q1 2.1-1 


161H7 


738 


1272 


NM_000967 


Hs. 119598 0 




liuuduillal ^lULclII LO ^r\rl_0/, iilr\INr\ #CU5— ^O, iZI / 


168F8 


284 


778 




rl3, 1 IsOQj U 




lymphocytic antigen CD59/MEM43 mRNA, complete . 
cds /c 


585C9 


285 


783 


NM_000611 


Hs. 11 9663 0 


1 


CD59 antiaen D18-20 (antlaen identified hv mo 


143G12 


753 


1329 


AK023975 


Hs.1 19908 0 




FLJ13913 fis, clone Y79AA1 000231, highly 


55D12 


1107 


1365 


NM.015934 


Hs.119908 1.00E-119 


J 


nucleolar protein NOP5/NOP58 (NOP5/NOP58), m 


467E7 


37 


419 


AI492066 


Hs 119923 0 




iyiii.uuo.Ai uuinm, o enu /cione— iiviaoc^i uoozo 


462C10 


2669 


3025 


NM_012318 


Hs.120165 0 


1 


leucine zipper-EF-hand containing transmembr 


473F11 


396 


1006 


AK025058 


Hs.120170 0 




cDNA: FLJ21415 fis, clone COL04030 /cds=(138,7 


98E11 


211 


458 


AW081455 


Hs.120219 1.00E-114 




xc31c07.x1 cDNA, 3* end /clone=IMAGE:2585868 


471 C8 


60 


301 


NM_014467 


Hs.120766 1.00E-120 


1 


nucleolar cysteine-rich protein (HSA6591), m 


134C4 


284 


529 


AK000470 


Hs.120769 9.00E-98 




cDNA FLJ20463 fis, clone KAT06143 














/cds=UNKNOWN 


4b9UlU 


A 

I 


AAA 
441 


AA677952 


Hs.120891 0 


1 


Zi14a06.s1 cDNA, 3' end /clone=IMAGE:430738 / 


60C9 


1022 


1615 


AB011421 


Hs.1 20996 0 


1 


for DRAK2, complete cds /cds=(261.1379) / 


461A7 


738 


1274 


NMJ)14205 


Hs.121025 0 




chromosome 11 open reading frame 5 (C110RF5), m 


104A4 


557 


1942 


D89974 


Hs.121102 0 


4 


for glycosylphosphatidyl inositol-ancho 


196C9 


557 


1463 


NMJJ04665 


Hs.121102 0 


9 


vanin 2 (VNN2), mRNA /cds*(1 1 ,1573) /gb=NM_004 


467F4 


4 


328 


AW972196 


Hs.121210 1.00E-162 


1 


EST384285 cDNA /gb=AW972196 /gl=8162042 /ug= 


587A12 


224 


367 


AW975541 


Hs.121572 1.00E-62 


1 


EST387650 cDNA /gb=AW975541 /gi=81 66755 /ug= 


36G5 


13 


604 


AL008729 


Hs.121591 0 


1 


DNA sequence from PAC 257A7 on chromosome 














6p24. Contai 


464C1 


120 


413 


AA772692 


Hs.121709 1.00E-120 


1 


ai35b09.s1 cDNA, 3' end /clone= 1358969 /clone 
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111B10 
499A7 
331 F5 

176A12 
462B5 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 

FLJ21903 fis, done HEP03579 /cds=(84,46 
Microtubule-associated proteins 1A and 1B, I 
hd19e09.x1 cDNA, 3' end /cloned MAGE:2909992 
602084766F1 cDNA, 5' end /c!one=IMAGE:4248905 

AV762642 cDNA, 5* end /clone=MDSEMB08 /clone. 

DKFZp434P0213_/1 cDNA, 5' end /clone-DKF2p434 

tc81g03.x1 cDNA, 3' end /ck>ne==IMAGE:2072596 
oy67b06.x1 cDNA, 3* end /clone=IMAGE:1670867 
7f3lg03.x1 cDNA, 3' end /clone= (MAGE: 3296308 
mRNA for KIAA0824 protein, partial cds /cds=(0 
DNA sequence from clone GS1-120K12 on 
chromosome 1q25 

FU23123 fis, clone LNG08039 /cds=UNKNOW 
MR1-GN0173-071100-009-g10cDNA/gb=BF996704 

oc85h06.s1 cDNA, 3' end /clone=IMAGE:1 356539 
zx58g05.r1 cDNA, 5' end /clone=IMAGE:446744 / 
ob13b08.s1 cDNA, 3' end /clone=lMAGE:1323543 
FLJ12951 fis, clone NT2RP2005457, highly 
hypothetical protein (FLJ20225), mRNA/cds=( 
pre-mRNA splicing SR protein rA4 mRNA, partial 
tg02fD4.x1 cDNA, 3' end /clone=IMAGE:2107615 
protein phosphatase 4 regulatory subunit 2 (P 
EST387960 cDNA /gb=AW975851 /gi=8167072 /ug= 

te67g08.x1 cDNA, 3' end /clone=IMAGE:2091806 
mRNA for KIAA1055 protein, partial cds /cds-(0 
Interleukin 1-beta (IL1B) mRNA, complete cds 
/cds=(86 

interleukin 1, beta (IL1B), mRNA /cds=(86, 895) 
tg14b07.x1 cDNA, 3* end /clone=IMAGE:21 08725 
for myeloid DAP12-associating lectin (MD 
C-type (calcium dependent, carbohydrate-reco 
VPS4-2 ATPase (VPS42) mRNA, complete cds /cds= 

nad21d12.x1 cDNA, 3' end/c!one=IMAGE:3366191 
600943030F1 cDNA, 5' end /c!one=IMAGE:2959639 

cDNA FLJ1 1457 fis, clone HEMBA1001522 Ycds=(1 

hypothetical protein FLJ20313 (FLJ20313), mR 
FU13213 fis, clone NT2RP4001 1 26, weakly 
tubulointerstitial nephritis antigen (TIN-A 
mRNA for KIAA1 545 protein, partial cds /cds=(0 
U1-H-BI4-aoq-b^8-0-Ul.s1 cDNA, 3'end/clon 
EST390862 cDNA /gb=AW978753 /gi=8170027 /ug= 

ow01d06.x1 cDNA, 3' end /clone=!MAGE: 1645547 
on63h10.s1 cDNA, 3* end /clone=IMAGE:1561411 
unconventional myosin-15 (LOC51 168), mRNA /c 
PM1-HT0422-291299-002-d01 cDNA /gb=AW384918 

KIAA0414 protein (KIAA0414), mRNA /cds=(1132, 
inhibitor of apoptosis protein-1 (MJHC) mRNA, 
60201 3944F1 cDNA, 5' end /clone=IMAGE:4 149562 

hypothetical protein FLJ21213 (FLJ21213), mR 
potassium large conductance calcium-activate 



36E2 


411 


821 


AK025556 


Hs.121849 0 


1 


196A6 


411 


1113 


NMJ)22818 Hs.121849 0 


1 


471G2 


176 


333 


AW469546 


Hs. 1221 16 2.00E-64 


1 


462F5 


218 


611 


BF677944 


Hs.122406 1.00E-166 1 


465A6 


376 


478 


AV762642 




i 
1 


467G10 


603 


ouo 


AL040371 


Hs. 122487 9.00E-96 




465C12 


66 


260 


Al 804629 


Hs. 122848 3.00E-83 


1 


98H6 


442 


591 


AI081246 


Hs.122983 5.00E-78 


1 


52B4 


123 


236 


BE676541 


Hs.123254 8.00E-46 


1 


128C7 


4875 


i 5186 


AB020631 


Hs. 123654 1.00E-131 


■j 


184B5 


594 


1187 


AL1 09865 


Hs.124186 0 


i 
i 


106A6 


1135 


1456 


AK026776 


Hs. 124292 9.00E-99 


1 


525G12 


314 


503 


BF996704 


Hs. 124344 1 00E-72 


1 
i 


466C3 


120 


496 


AA831838 


Hs.124391 1.00E-172 


1 


48G4 


1 


568 


AA203497 


Hs. 124601 0 


1 


517G2 


577 


756 


AA858297 


Hs. 124675 3.00E-61 


1 


107H3 


913 


1220 


AK02301 3 


Hs.124762 1.00E-174 


1 


473A7 


729 


929 


NM_0 19062 


Hs. 124835 4.00E-82 


1 
i 


108D12 


3225 


3531 


AF023142 


Hs.125134 1.00E-142 


2 


463E11 


158 


519 


AI380443 


Hs.125608 0 


1 


104F6 


1581 


2028 


NM_019853 


Hs. 125682 0 


1 


462A5 


5 


282 


AW975851 


Hs. 12581 5 1.00E-149 


1 


462B1 


534 


702 


AI378032 


He I'JRROO -t fine cn 


1 


121A6 


3074 


3494 


AB028978 


He "1 ■DRftftvl 4 nftc ATA 


1 


171G12 


94 


1240 


M15330 


rib. I«:OZOO U 


7 


183D12 


•inn 


1275 


NM_000576 


Hs. 126256 0 


9 


458B2 


e 
O 


415 


AI393205 


Hs.126265 0 


1 


102G6 


uOO 


•tone 

iyub 


AJ271684 


no. IZOOOD 1 .UUt-1 / I 


2 


463E4 




1015 


NM_013252 


Hs 1?fi*V>*? 9 nnp pq 

I lo. |^OOj3 £.{JUC"OH 


1 


167B2 


2468 




AF1 95514 


He iPfiR^n 1 nnc iyio 

no. i£&Zjzj\j I.UUt-l*t4i 


1 


473D8 


19 


397 


BF445163 


Hs. 126594 0 


1 


143C9 


3 JO 


03 I 


BE250027 


Hs.126701 1.Q0E-121 


1 


471 E10 


806 


945 


AK021519 


Hs. 126707 2.00E-71 


1 


462B4 


153 


572 


N)w_0i7762 


Hs. 126721 0 


1 


41 D8 


1 


2519 


AK023275 


Hs.126925 0 


5 


463F5 


2 


563 


NM_0 14464 


Hs.127011 0 


1 


597C8 


2662 


2905 


AB046765 


Hs. 127270 1.00E-136 


1 


458F11 


15 


212 


BF508731 


Hs.127311 8.00E-61 


1 


462B3 


76 


389 


AW978753 


Hs.127327 1.00E-133 


1 


463E2 


176 


787 


AI028267 


Hs. 127514 0 


1 


465G5 


181 


372 


AA953396 


Hs. 127557 6.00E-78 


1 


463E10 


11190 11634 


NM_016239 


Hs.127561 0 


1 


476A9 


27 


216 


AW384918 


Hs. 127574 1.00E-101 


1 



1825 2463 

2134 5198 

4 460 

796 1351 

1766 1949 



NMJ)14007 Hs.127649 0 
AF070674 Hs. 127799 0 
BF342439 Hs.127863 0 



NM_022900 Hs. 128003 0 1 
NM_014406 Hs. 1 28342 5.00E-82 1 
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467D5 


157 


279 


A1222805 


Hs.1 28630 6.00E-62 


1 


an39c07 xl cDNA 3' pnri /rlftnp=lMAf5P"tQ7*?.ftft 


465G3 


1 


529 


BE222032 


Hs.1 28675 0 


1 


hr61a11 x1 cDNA 3* pnri /Hnno-IMAfSP'^l 1W)Q 


467C7 


1172 


1726 


AF 118274 


Hs. 128740 0 


1 


DNh-^ mRWA narHal r>rlc /rHe-/n 1RH1\ /nk-AC11 

l/inu ij nir\iNr\ f (Jdllldl CUb /OT5— I0U1 ) /yD—rVrl 1 


175G11 


358 


724 


AL1 10151 


Hs.128797 0 


1 


rnRNA; cDNA DKFZp586D0824 (from clone 














DKFZp586 


472A12 


402 


782 


BE745645 


Hs.129135 1.00E-153 


■) 




473C7 


46 


217 


BE670584 


Hs.129192 3.00E-37 


1 


7e36h08 x1 cDNA 3' pnd /Hnnp=lWIAniP''V>ftARrV7 


463G11 


7 


397 


AA746320 


Hs.129572 0 


1 


ob08f01 s1 cDNA 3* end /clonp=IMAftF-177?DQ7 


63D8 


18 


1167 


D13748 


Hs.129573 0 


4 


eukaryotic initiation factor 4A1 /cds=(16,12 


57F3 


19 


1279 


NMJJ01416 


Hs.129673 0 


4 


eukaryotic translation initiation factor 4A, 


144G5 


1071 


1192 




nb. izy/Uo O.UUE-Oa 




ligand for herpesvirus entry mediator (HVEM-L) 


118A9 


2684 


3198 


ABD46805 


He 120750 n 


1 


mKNA tor KIAA1585 protein, partial cds /cds=(2 


50G5 


1119 


1440 




He l?Qft79 1 nnp 177 


4 

\ 


FLJ14006 fis, clone Y79AA1 002399. highly 


469D6 


376 


603 


D43968 


Hs 12QQ14 1 0nP-19R 


1 


AMI «* —DMA fr\ f A Kill «• U /•.H^.m.^i:. i. . . | * i 

MiviLi mKNA tor AJviLlD protein (alternatively spliced 


590G11 


823 


1571 


NMJJ03563 


Hs.129951 0 


3 


P r 

speckle-type POZ protein (SPOP), rnRNA /cds=(15 


591 C7 


68 


571 


NM_005243 


Hs.1 29953 0 


1 


Ewing sarcoma breakpoint region 1 (EWSR1), tra 


459F5 


579 


768 


AI763262 


Hs 130059 1 OflF-35 


-j 


wiotacu^.xi cum/\, o ena /cione-lrVIAGc. 2398278 


479A10 


259 


448 


AI089359 


Hs 13D232 1 OnF-103 


<) 


qouonuo.xi cuna, o ena /cione-IIWAGn. 16954 13 


461 G5 


193 


347 


AW898615 


Hs 130729 2 OOP-68 


1 


r\01-NINUUr o-uyuoUU-U1^-TU2 CDNA /gD=AW89861 5- 


466B1 


373 


569 • 


AI347054 


Hs.130879 1.00E-76 


1 


qp60a04.x1 cDNA, 3' end /clone=IMAGE:1 927374 


463G3 


3212 


5430 


AJ404611 


Hs 130881 0 


2 


mrxiNA ror o-ce» rympnoma/ieuKaemia 11 A extra 


462C3 


48 


468 


AI421806 


He i^1HR7 n 
Mb. JO lUDr \J 


1 


tT44mi.xi cDNA, 3 end /cione=lMAGE:2099109 


-596G10 


39 


491 


NM_006294 


Hs.131255 0 


3 


ubiquinol-cytochrome c reductase binding pro 


469G10 


189 


361 


AI024984 


Hs.131580 1.00E-81 


1 


ov39d1 1x1 cDNA, 3' end /done=IMAGE: 1639701 




ICQ 


boy 


AW978870 


Hs.1 31 828 0 


1 


EST390979 cDNA /gb=AW978870 /gi=8170147 /ug= 


63D1 


185 


500 


AF176706 


Hs.131859 1.00E-133 


1 


F-box protein FBX11 rnRNA, partial cds /cds=(0, 


58C10 


4188 


4313 


NMJ)14913 


Hs.131915 2.00E-65 


1 


KIAA0863 protein (KIAA0863), rnRNA /cds=(185,3 


117H2 








HS. 131924 1.00E-143 


1 


G protein-coupled receptor 65 (GPR65), rnRNA / 


^eoni 1 

•tuiU I I 


AAA 


boo 


AW976422 


Hs. 132064 1.00E-118 


1 


EST388531 cDNA /gb=AW976422 /gi=81 67649 /ug= 


586F11 


161 


1094 


MM 017830 


Hs 132071 0 


c 


nypoineticai protein FLJ2Q455 (FLJ20455), mR 


466A8 


118 


224 


A 1042377 


He 2 nnP-d4 

no, lot I3Q id.UUC* 4 *'! 


\ 


ox62c03.x1 cDNA, 3' end /clone= IMAGE: 1660 900 




Q7Q 

y/y 


140 1 


Al\022463 


Hs.1 32221 0 


1 


cDNA FU12401 fis, clone MAMMA1 002796 /cds=(3, 


462E4 


19 


567 


AI03165S 


He n??37 n 
rid. xo&cot \j 


1 


ow48e06.x1 cDNA, 3' end /cIone=IMAGE: 1650082 


462E2 ' 


4 


539 


AI829569 


Hs 132238 0 


1 


wr*ic5eUii.xi cuima, o eno /cione =: llviAvpc:2356922 


461 H9 


453 


R18 




ns. «*.uut-oY 


1 


60228831 1F1 cDNA, 5' end /c!one=IMAGE:4374122 


467D10 


4518 


4689 


AK024449 


Hs.1 32569 2.00E-55 


1 


rnRNA for FU00041 protein, partial cds /cds=(0 


463H7 


162 


438 


AI346336 


Hs.132594 1.00E-132 


1 


qp50b04.x1 cONA, 3* end /cione=lMAGE:1926415 


592B8 


2415 


2957 


NM_005337 


Hs.1 32834 0 


1 


hematopoietic protein 1 (HEM1), rnRNA /cds=(1 58 


70H2 


6370 


6718 


AF047033 


Hs.132904 1.00E-175 


1 


sodium bicarbonate cotransporter 3 (SLC4A7) m 


50G10 


1167 


2041 


AL121985 


Hs.1 32906 0 


4 


DNA sequence from clone RP11-404F10 on 














chromosome 1q2 




1 o£6 


lO/U 


Kit. A f\A CPl-?4 

NM_01 5071 


Hs.1 32942 1.00E-136 


1 


GTPase regulator associated with the focal adh 


121B10 


92 


503 


AA504269 


Hs.1 33032 0 


1 


aa6lc09.s1 cDNA, 3' end /clone=IMAGE:825424 1 


171A12 


696 


909 


AL050035 


Hs.1 331 30 6.00E-83 


1 


mRNA; cDNA DKFZp566H0124 (from clone 














DKFZp566 


463B5 


123 


449 


AI051673 


Hs.1 331 75 1.00E-176 


1 


oy77g06.x1 cDNA, 3* end /do ne= I MAGE: 167 18 98 


463B7" 


-966 


1103 


AL044498 


Hs. 1 33262 3.00E-46 


1 


DKFZp434i082_s1 cDNA, 3* end /clone=DKFZp434l 


463B6 


1 


322 


AV661783 


Hs.1 33333 1.00E-176 


1 


AV661783 cDNA, 3' end /clone=GLCGXE12 /clone^ 


463A10 


431 


694 


AW966876 


Hs.1 33543 1.00E-110 


1 


EST378950 cDNA /gb=AW966876 /gi=8156712 /ug= 


464B10 


63 


547 


BF965766 


Hs.1 33864 0 


1 


602276890F1 cDNA. 5' end /clone=IMAGE:4364495 
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460C6 
459C12 



454 653 
3337 3745 



462G1 


33 


454 


462G6 


260 


597 


A C/^t lit 

466H12 


505 


662 


148H11 


16 


474 


462E1 


139 


487 


147E6 


11 


364 


465B4 


1993 2237 


463B4 


185 


352 


478H4 


2126 2458 


148B6 


119 


444 


598E9 


194fi 


! 2184 


514C10 


398 


840 


461 C6 


18 


219 


• 482E4 


1 


oay 




43 


466 


119B10 


10 


677 


452A10 


1233 


1727 


41 F2 


2684 


3000 


74E8 


16 


2000 


58D10 


8 


2000 


120E2 


210 


814 


168E12 


1953 


2522 


178F7 






473D1 


1635 


1767 


188A8 


924 


I \JOO 


168F7 


933 


I uoo 


181B10 


1556 


CZ> 1 / 


514E7 


2052 




196C7 


355 




585B10 


3261 


3465 


458F2 


283 


413 


134C6 


289 


572 


110A11 


345 


584 


472G7 


127 


452 


hOh\j i i 


425 


547 


HOOr J 1 


257 


640 




107 


443 


48B7 


1 


3366 


463C9 


290 


405 


463C8 


330 


473 


464G5 


94 


189 


463D7 


120 


563 


471A10 


132 


586 


74G2 


5129 


5285 


471 G11 


7 


320 


478H12 


963 


1532 


462G3 


100 


529 


463C1 


52 


151 ' 



AW009671 

AJ278245 

AI074016 

BE676210 

AV706481 

BE786820 

BF1 09873 

AV712376 

AJ271326 
AI051664 
AK024921 

AI004582 

NM_022117 

AL049597 

BF513274 
BF526066 



Hs. 134272 8.00E-70 
Hs. 134342 1.00E-121 
Hs. 134473 0 
Hs. 134648 1.00E-156 
Hs. 134829 3.00E-65 
Hs. 135056 0 
Hs. 1351 06 0 
Hs. 1351 67 0 



Hs.135187 1.00E-92 1 

Hs. 1 35339 4.00E-48 1 

Hs.135570 1.00E-170 1 

Hs.1 35764 3.00E-82 8 

Hs. 1361 64 3.00E-93 1 

Hs.136309 0 2 

Hs.1 36375 1.00E-1Q1 1 

Hs.136537 1.00E-142 1 



NM_013378 Hs.136713 0 



NM_013269 

AK024426 

AJ223324 

D10923 

NIW 006018 

NM„002027 

D38524 

NM_006413 

AL049942 

NMJ)17523 

X99699 

NMJ)05816 

NMJ)D3150 

NM_016123 

AK023129 

BE293343 



Hs.1 36748 0 2 

Hs.1 37354 0 1 

Hs. 1 37548 1.00E-1 56 1 

Hs.1 37555 0 15 

Hs.1 37555 0 9 

Hs. 138381 0 1 

Hs.1 38593 0 1 

Hs.1 391 20 1.00E-115 1 

Hs.1 39240 6.00E-50 1 

Hs.1 39262 1.00E-56 2 

Hs.139262 1.00E-53 1 

Hs.142023 0 3 

Hs.142258 1.00E-114 1 

Hs.1 42295 9.00E-92 1 

Hs.1 42442 1.00E-100 1 

Hs. 1 42737 3.00E-68 1 



ws85g09.x1 cDNA, 3' end /done=IMAGE:2504800 
mRNA for LanC-like protein 2 (Iancl2 gene) /cds 
oy66g02.x1 cDNA, 3' end /clone=IMAGE: 1670834 
7f25c05.x1 cDNA, 3' end /clone=IMAGE:3295688 
AV706481 cDNA, 5' end /clone=ADBBYF02 
601477630F1 5' end /clone=IMAGE:3880471 
7l70e1 1.x1 cDNA, 3' end /clone=IMAGE:3526772 
AV712376 cDNA, 5' end /ctone=DCAAND12 /clone_ 

mRNA for unc-93 related protein (UNC93 gene) / 
oy77f06.x1 cDNA, 3' end/clone=IMAGE:1671875 
cDNA: FLJ21268fis, clone COL01718 /cds=UNKNOW 

ou04a1 1.x1 3' end /clone=IMAGE: 1625276 
cutaneous T-cell lymphoma-associated tumor a 
DNA sequence from clone RP4-612B15 on 
chromosome Ip22 

UI-H-BW1-am<HJ-11-0-Ul.s1 cDNA, 3' end /clon 
602071 176F1 cDNA, 5' end /cione=IMAGE:4214059 

pre-B lymphocyte gene 3 (VPREB3), mRNA /cds=(4 

tectin-like NK cell receptor (LLT1), mRNA /cd 
mRNA for FU00015 protein, partial cds /cds=(3 
for MAX.3 cell surface antigen /cds=(44,10 
HM74 /cds=(60,1223) /gb=D10923 /gi=219866 / 
putative chemokine receptor; GTP-binding pro 
farnesyltransferase, CAAX box, alpha (FNTA), 
5'-nucleotidase /cds=(83, 1 768) /gb=D38524 
ribonuclease P (30kD) (RPP30), mRNA /cds=(27,8 • 
mRNA; cDNA DKFZp564F1422 (from clone 
DKF2p564F 

XIAP associated factor-1 (HSXIAPAF1), mRNA /c 
for XIAP associated factor-1 /cds=(0,953) / 
T cell activation, increased late expression ( 
signal transducer and activator of transcripti 
putative protein kinase NY-REN-64 antigen (LO 
CDNA FLJ13067 fls, clone NT2RP3001712, highly 
601 143756F1 cDNA, 5' end /clone=IMAGE!3051493 



BE886127 Hs.142838 1.00E-160 1 601509912F1 cDNA, 5' end /clone=IMAGE:3911451 



AM 26688 
AW976331 

AI357640 

BF446017 

AA825245 

NM_005813 

AW173163 

AI095189 

BG033028 

NM_006777 
AK026372 

AF073310 

AI568622 

NM_018270 

AI074020 

AI090305 



Hs.1 43049 1.00E-1Q2 1 

Hs.143254 0 1 

Hs.143314 1.00E-56 1 

Hs.143389 0 1 

Hs.143410 1.00E-151 1 

Hs.1 43460 0 2 

Hs.143525 5.00E-41 1 

Hs.143534 5.00E-57 2 

Hs.143554 1.00E-38 1 

Hs.1 43604 0 1 

Hs.143631 0 1 

Hs.1 43648 2.00E-79 2 

Hs.1 43951 1.00E-154 2 

Hs.1 43954 0 <| 

Hs.144114 0 ! 

Hs.1 441 19 1.00E-42 1 



qb94a06.x1 cDNA, 3' end /cione=iiviAGE: 1707730 
EST388440 cDNA /gb=AW976331 /gi=8167557 /ug= 

qy15b06.x1 cDNA, 3* end /do ne= IMAGE: 20 12051 
7p-18a11.x1 cDNA, 3' end /clone= IMAGE: 3646 004 
oe59g09.s1 cDNA, 3' end /c!one=IMAGE: 141 5968 
protein kinase C, nu (PRKCN), mRNA /cds=(555,32 
Xj84b08.x1 cDNA, 3* end /clone=IMAGE:2663895 
oy83b06.s1 cDNA, 3* end /clone=IMAGE: 1672403 
602300135F1 cDNA, 5'end/clone=IMAGE:4401776 

Kaiso (ZNF-kaiso), mRNA /cds=(0,2018) /gb=NM 
cDNA: FU22719 fls, clone HSI14307 /cds=UNKNOW 

insulin receptor substrate-2 (IRS2) mRNA, com 
tn41el0.x1 cDNA, 3' end /clone=IMAGE:2170218 
hypothetical protein FLJ10914 (FU10914), mR 
oy66g06.x1 cDNA, 3' end /clone=IMAGE: 1670842 
oy81b01.s1 cDNA, 3' end /clone=IMAGE: 1672201 



249 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



472H8 


157 


485 
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1 II U DM ar>n_H (\A n III e1 pPlMA Q» &nrl //*lnn 

urn-Di**-apg-a-u4"U-ui.s i cuina, o ena /cion 


1RRP1 






nR0R7ii 


nS.144o2l U 


1 


HMO-I, complete cds /cds=(76,723) /gb=D63874 




-IOC 


Toub 




HS. 144477 0 


2 


hypothetical protein PR02975 (PR02975), mRNA 


191H8 


46 


624 


BF036686 


Hs. 144559 0 


1 


601459771 F1 cDNA, 5* end /done=IMAGE:3863248 


151B1 


1983 


£.0\J 1 


iviyouu I 


U c 14A97Q ft 

n5. i*fOi/y u 


c, 


set gene, complete cds /cds=(3,836) /gb=M93651 
/gl=33 


514B2 


115 


1583 


NM_003011 


Hs. 145279 0 


4 


SET translocation (myeloid leukemia-associat 




RQ 


(Oh 


MM DO I yOO 


US. 140000 U 


Q 
O 


tmtco cUNA /clone-CRQ-21 /gD=AA631938 /gi=25 


492 B3 


512 




MM ft A/ QftO 
IN IVI__UU** 9Ua 


MS. l**OOyD U 


o 

C 


splicing tactor (uui.o) (OC1.3), mRNA /cds=(l4 




14b\3 


-1 DOT 

loo/ 


Ar 246126 


Lin A A coce A 

Hs. 145956 0 


1 


zinc finger protein mRNA, complete cds /cds=(1 


A RnRQ 

4ouby 




1426 


AL 136874 


HS. 146037 1.00E-111 


1 


mRNA; cDNA DKFZp434C135 (from clone 














niCP7n4'^4r*1 


49H1 


1761 


2182 


MM 022894 


Hs 146123 0 


•i 
I 


hvnnthotiral nrntAtn F1 11907"? /'R 119Q77\ mR 

nypoineiicai proiein tlj c vrLJi^yr z; t mi\ 


129C6 


517 


603 


BE220959 


Hs 146215 6 00E-21 




IIUUtUUO.A I CLJI^M, O CllU /UlUIIti — IIVIMUCO IDDjyO 


583D9 


249 


646 


NM 003641 




•j 


inieiTeron inoucea iranornemDrane proiein i \ 


589D9 


125 


1866 


NM 002139 


Hs. 146381 0 


5 




68H11 


122 


1567 


223064 


Hs 146381 0 


2 


mRKIA nana fnr hnRWP nrntoin /rHc-M 111 Cft^ /nh= 


174A8 


461 


1008 


NM_004757 


Hs. 146401 0 


1 


smaP inducible cytokine subfamily E, member 1 


171A6 


461 


686 


U10117 


Hs. 146401 1.00E-100 


1 


endothelial-monocyte activating polypeptide II mRN 


465C4 


53 


342 


AI141004 


Hs. 146627 3.00E-69 


1 


oy68f02.x1 cDNA, 3" end /clone=IMAGE: 1671 003 


190H7 


1306 


3107 


AB033079 


Hs. 146668 0 


3 


mRNA for KIAA1253 protein, partial cds /cds=(0 


102E9 


412 


1022 


AF054187 


Hs. 146763 0 


3 


alpha NAC mRNA, complete cds /cds=(309,956) /g 


179B1 


364 


843 


D16481 


Hs.146812 0 


1 


mitochondrial 3-ketoacyl-CoA thiolas 


126H12 


1 


358 


NM 000183 


Hs 146812 0 

i io, nuu ib w 


1 


hvHrnYUflrvl-fV»F»n7\/mp A H*»hvHrnnf»na«*i/'^_U*strk 
i lyui VMycHyyrVj'Uciiiyi i ic aa uciiyumyctidoc/o-Kclo 


476C9 


20 


249 


Al 187423 


Hs 147040 1 00E-128 


2 


nf^1ri04 v1 rHNA 3' pnH /rlnnpslMAftF-^^lfi?'* 


70H11 


47 


1593 


AF272148 


Hs.147644 0 


7 


KRAB zinc finger protein (RITA) mRNA, complete 


51F1 


635 


1039 


NM_018555 


Hs.147644 0 


3 


C2H2-like zinc finger protein (ZNF361), mRNA 


/ Zn I 


y'HJ 




Aruuuy<J2 


nS.14fy To u 


7 


dead box, X isoform (DBX) mRNA, alternative tra 


37F10 


3128 


3652 


X63563 


Hs.148027 0 


1 


RNA polymerase I1 140 kDa /cds=(43,3567) 


64C11 


163 


279 


AA908367 


Hs. 148288 6.00E-29 


1 


og76c11.s1 cDNA, 3' end /cione= IMAGE: 1454228 


463G2 


52 


473 


AI335004 


Hs. 148558 0 


1 


tb21e09.x1 cDNA, 3' endyclone=!MAGE:2055016 


471 F8 


17 


463 


AI471866 


. Hs.149095 0 


1 


ti67d04.x1 cDNA, 3' end /clone=IMAGE:2 137063 


169C12 


449 


1711 


L06132 


Hs.149155 0 


2 


voltage-dependent anion channel isoform 1 (VDAC) 
mRN 


189G6 


1353 


1711 


NM_003374 


Hs.149155 0 


5 


voltage-dependent anion channel 1 (VDAC1), mR 


481 E3 


501 


669 


NM_007022 


Hs. 149443 5.00E-84 


1 


putative tumor suppressor (101 F6), mRNA /cds= 


'472B3 


'93 


182 


BF029894 


Hs.149595 6.00E-44 


1 


601557056F1 cDNA, 5' end /clone=l MAGE: 3827 1 72 


173D1 


3719 


3877 


AB037901 


Hs. 14991 8 3.00E-83 


1 


GASC-1 mRNA, complete cds /cds=(1 50,3320) /gb 


153G12 


1429 


1787 


M31627 


Hs. 149923 0 


2 


X box binding protein-1 (XBP-1) mRNA, complete cds 
/cd 


116B10 


1435 


1787 


NM_005080 


Hs.149923 1.00E-180 


1 


X-box bindjng protein 1 (XBP1), mRNA /cds=(12,7 


111G4 


480 


1891 


L1 2052 


Hs. 150395 0 


2 


cAMP phosphodiesterase PDE7 (PDE7A1) mRNA, co 


461 D6 


1407 


1904 


NM_000790 


Hs.150403 0 


1 


dopa decarboxylase (aromatic L-amino acid dec 


73B3 


896 


1779 


AL050005 


Hs. 150580 0 


23 


cDNA DKFZp564A153 (from clone DKFZp564A1 


4o5o1Z 


1 


549 


AJ272212 


Hs. 150601 0 


1 


mRNA for protein serine kinase (PSKH1 gene) Ic 


140G12 


2 


195 




nb. IOUO/D I.UUC-IUU 


4 
1 


DUi/oooy^ri cuina, o ena /cione-iiviAvjt.oyyoyou 


496E10 


17 


1686 


BC000167 


Hs.151001 0 


5 


clone IMAGE:2900671, mRNA, partial cds/cds= 


597G7 


623 


1488 


NMJ)05015 


Hs.151134 0 


2 


oxidase (cytochrome c) assembly 1 -like (OXA1L 


50C9 


1051 


1467 


X80695 


Hs.151134 0 


1 


OXA1 Hs mRNA /cds=(6,1 313) /gb=X80695 














/gi=619490 


125H7 


3154 


3957 


NMJ)01421 


Hs.151139 0 


3 


E74-like factor 4 (ets domain transcription fa 


111F2 


306 


638 


BG286500 


Hs.151239 1.00E-149 


1 


602382992F1 cDNA, 5" end /clone=IMAGE:4500527 


177A4 


9686 


10035 


AF075587 


Hs.151411 0 


1 


protein associated with Myc mRNA, complete cds 


185C7 


6934 


13968 


NMJ>15057 


Hs.151411 0 


3 


KIAA0916 protein (KIAA0916), mRNA /cds=(146,1 


115E7 


3406 


4005 


NMJ)04124 


Hs.151413 0 


1 


glia maturation factor, beta (GMFB), mRNA /cds 
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embryonic ectoderm development protein short 
TAR RNA loop binding protein (TRP-185) rnRNA, 
complete 

RAB13, member RAS oncogene family (RAB13), mRN 

cDNA FLJ13300 fis, clone OVARC1 001 342, highly 
UDP-N-acetyi-alpha-D-galactosamine:polype 
U5 snRNP-specific protein, 1 16 kD (U5-1 16KD), 
KIAA0092 gene, complete cds /cds=(53,1477) / 
KIAA0092 gene product (KIAA0092), rnRNA /cds=( 

clone 24706 rnRNA sequence /cds=UNKNOWN 
/gb=AF 

M-phase phosphoprotein 6 (MPHOSPH6), rnRNA /c 
ubiquitin spedfic protease 8 (USP8), rnRNA /cd 
lamin B receptor (LBR) rnRNA, complete cds 
/cds=(75,192 

lamin B receptor (LBR), rnRNA /cds=(75,1 922) ig 
cell-surface molecule Ly-9 rnRNA, complete cds 
leukocyte antigen CD37 /cds=(63,908) /gb=X14 
Infertility-related sperm protein rnRNA, comp 
fatty acid binding protein homologue (PA-FABP)- 
rnRNA, 

fatty acid binding protein 5 (psoriasis-assocl 
SYT /cds=(3, 1 178) /gb=X79201 /gi=531 1 05 
for KIAA0701 protein, partial cds /cds=(0 
rnRNA for KIAA1 146 protein, partial cds /cds=(0 
wg66f05.x1 cDNA, 3» end /clone=IMAGE:2370081 
Wl33b04.x1 cDNA, 3* end /clone=IMAGE:2426671 
iron inhibited ABC transporter 2 rnRNA, complet 
cytokine-inducible kinase (CNK), rnRNA /cds=(3 
inositol polyphosphate-4-phosphatase, type 
5' nucleotidase (CD73) (NT5), rnRNA /cds=(49,17 
placental cDNA coding for 5'nucleotidase (EC 3.1.3.5) 

alpha-centractin /cds=(68,1 1 96) /gb=X8 
matrix metalloproteinase 19 (MMP19), transcri 
clone rasi-3 matrix metalloproteinase RAS1-1 
EST382759 cDNA /gb=AW970676 /gi=81 60521 /ug= 

endothelial differentiation protein (edg-1) gene mR 
endothelial differentiation, sphingolipid G 
nuclear domain 10 protein (ndp52) rnRNA, comple 
rnRNA for KIAA0932 protein, partial cds /cds=(0 
cDNA DKFZp566J164 (from clone DKFZp566J1 
KIAA0212 gene, complete cds /cds=(58,2031) / 
KIAA0212 gene product (KIAA0212), rnRNA fcds=( 

cis-acting sequence /cds=UNKNOWN /gb=M82882 
/gi=180 

for KIAA1076 protein, partial cds /cds=(0 
cytochrome P450, subfamily I (dioxin-inducibl 
dioxin-inducible cytochrome P450 (CYP1B1) rnRNA, 
comp 

methylene tetrahydrofolate dehydrogenase (N 
NAD-dependent methylene tetrahydrofolate d 
phosphomannomutase (PMM2) rnRNA, complete cds 
/cds=( 

phosphatidylinositol 4-kinase, catalytic, b 
for long-chain acyl-CoA synthetase, compl 
fatty-acid-Coenzyme A ligase, long-chain 2 ( 
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Hs. 152931 0 


1 
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Hs.1 53042 0 


2 


41 F4 
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Hs. 153053 1.00E-162 


1 


462G8 


2312 


2843 


AF311312 


Hs. 153057 0 


1 


142H5 


17 


221 


M94856 


Hs.1 53179 1.00E-92 


1 




o 


431 


NM_001444 


Hs.153179 0 


1 


40A1 


2158 
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Hs.1 53221 0 


1 


101D9 


1524 


2060 
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Hs.1 53293 0 
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1457 


6107 
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Hs.1 54057 1.00E-26 
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2717 
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Hs.1 54057 0 


15 


165H12 
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663 
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Hs.154172 2.00E-22 
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37A4 


1151 


2746 


M31210 


Hs 154210 0 


c. 


597F4 
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NMJ501400 


Hs.154210 0 
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24 
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Hs.1 54230 0 
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nS.154Z95 1.Q0E-131 


2 
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1386 
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166E12 
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D86967 


Hs.1 54332 0 
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188D12 
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NM_014674 


Hs.1 54332 0 
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H3. 154365 0 
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37C1 


4320 
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AB028999 


Hs.1 54525 0 
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98D2 


2317 


4907 


NM__000104 


Hs.154654 0 
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37C4 


4445 


4907 


U03688 


HS.1 54654 0 
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464A5 


1418 


2027 


NM_006636 


Hs.1 54672 0 


3 


36C5 


615 


1689 


X16396 


Hs.1 54672 0 
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67C8 
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397 


U85773 


Hs.1 54695 0 
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525D3 


2084 


2533 


NM_002651 


Hs.1 54846 0 
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109A7 


1979 


3148 


D10040 


Hs.1 54890 0 
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167F6 


1817 


3359 


NM_021122 


Hs.1 54890 0 


8 
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1 ftOfl 1 


344 


793 


NWMJzl 825 


Hs. 154938 0 


1 


hypothetical protein MDS025 (MDS025), mRNA / 


104E2 


1254 


1762 


D87450 


Hs. 154978 0 


1 


KIAA0261 gene, partial cds /cds=(0,3865) /gb 


519G10 


4912 


5303 


NMJX)3489 


Hs.155017 0 


1 


nuclear receptor interacting protein 1 (NRIP1 


595C6 


4067 


4631 


NMJXJ6526 


Hs. 155040 0 


2 


zinc finger protein 217 (ZNF217), mRNA/cds=(2 


105D4 


1768 


2418 


L42373 


Hs.1 55079 0 


1 


phosphatase 2A B56-alpha (PP2A) mRNA, complete 


174B7 


1768 


2320 


NM_006243 


Hs.1 55079 0 


1 


protein phosphatase 2, regulatory subunit B ( 


75G4 


920 


1775 


X59066 


Hs.1 551 01 0 


2 


mitochondrial ATP synthase (F1-ATPase> alpha 


523G12 


20 


848 


NM_004681 


Hs.1 551 03 0 


3 


eukaryotic translation initiation factor 1A, 


74D7 


292 


1094 


M16942 


Hs.155122 0 


3 


MHC class II HLA-DRw53-associated glycoprotein 
beta- 


137D4 


2500 


2822 


AL049761 


Hs.155140 1.00E-176 


1 


DNA sequence from clone RP5-863C7 on 














chromosome 20p12 


471 B5 


908 


1168 


AK023379 


Hs.155160 1.00E-141 


1 


cDNA FLJ13317 fis, clone OVARC1 001577, highly 


176C9 


2104 


2635 


NM_003664 


Hs.1 551 72 0 


1 


adaptor-related protein complex 3, beta 1 sub 


99F5 


212 


671 


NM_005642 


Hs.1 551 88 0 


1 


TATA box binding protein (TBP)-associated fac 


166E9 


1215 


1637 


U 18062 


Hs.1 551 88 0 


1 


TFIID subunit TAFII55 (TAFII55) mRNA, complete cds 
/c 


163A11 


60 


3052 


AL1 62086 


Hs.1 551 91 0 


8 


cDNA DKF2p762H157 (from clone DKFZp762H1 


71 E4 


44 


558 


NM_003379 


Hs.155191 1.00E-175 


4 


villin 2 (ezrin) (VIL2), mRNA /cds=(1 1 7,1 877) 


145D8 


2135 


2669 


L47345 


Hs.1 55202 0 


1 


elongin A mRNA, complete cds /cds={32,2350) /g 


477H9 


357 


2812 ' 


NM_014670 


Hs.1 55291 0 


2 


KIAA0005 gene product (KIAA0005), mRNA/cds=( 


58D8 


38 


336 


NWL000518 


Hs.1 55376 1.00E-100 


1 


hemoglobin, beta (HBB), mRNA /cds=(50 ,493) fq 


48F11 


576 


2131 


NM_00S1S4 


Hs.1 55396 0 


2 


nuclear factor (erythroid-derived 2)-like 2 


65G11 


426 


1179 


S74017 


Hs.1 55396 0 


1 


Nrf2=NF-E2-like basic leucine zipper transcriptional 
act 


480G12 


852 


1246 


NM_001 352 


Hs.1 55402 0 


1 


D site of albumin promoter (albumin D-box) bind 


182312 


245 


592 


NM_005899 


i_i _ 4 r r a 4 a r\ 

Hs.1 55410 0 


1 


isocitrate dehydrogenase 3 (NAD+) beta (IDH3B 


599C9 


3188 


3487 


NM_021 643 


Hs.1 5541 8 1.00E-163 


1 


GS3955 protein (GS3955), mRNA /cds=(1 225,2256 


68H2 


563 


1749 


AF037448 


Hs.1 55489 0 


2 


RRM RNA binding protein Gry-rbp (GRY-RBP) mRNA 


173F6 


1243 


1811 




He m^vi n 


9 


IFHfih /IPMfiM mRNA rnmnlcto rrlc /rHc-/9R/l O 

in 100 \iri iodj mr\rMr\, compieie cus /cas— (zo*t,^ 


170B3 


1061 


1342 




ns, i j33ho i.uuc-ioy 


I 


proieasorne suuunii p**u_j iviovo*+ proicin, comp 


590E9 


494 


1323 


NM_002811 


Hs.1 55543 0 


2 


proteasome (prosome, macropain) 26S subunit, 


522D11 


1463 


1710 


AB029003 


Hs.155546 1.00E-138 


2 


mRNA for KIAA1080 protein, partial cds /cds=(0 


587A8 


3514 


3923 


NM_001746 


Hs.1 55560 0 


1 


calnexin (CANX), mRNA /cds=(89,1867) /gb=NM_0 


39A6 


830 


1474 


D63878 


Hs.1 55595 0 


1 


KIAA0158 gene, complete cds /cds=(258, 1343) 


167F5 


745 


2735 


NMJX)4404 


Hs.1 55595 0 


3 


neural precursor cell expressed, developmenta 


106E10 


1922 


2340 


U15173 


Hs.1 55596 1.00E-179 


2 


BCL2/adenovirus E1B 19kD-interacting protein 


524A8 


1639 


2229 


NMJH4666 


Hs.1 55623 0 


1 


KIAA0171 gene product (KIAA01 71), mRNA/cds=( 


looUb 


12177 12974 




11 _ 4CC07 n 

HS. 155637 0 


3 


DNA-dependent protein kinase catalytic subuni 


488A10 


1961 


2426 


NM_002827 


Hs.1 55894 0 


3 


protein tyrosine phosphatase, non-receptor t 


65D6 


696 


1107 


S68271 


Hs.1 55924 0 


3 


cyclic AMP-responsive element modulator (CRE 


1 13E8 


682 


1435 


NM_004054 


Hs.1 55935 0 


1 


complement component 3a receptor 1 (C3AR1), mR 


105F10 


119 


1591 


U62027 


Hs.1 55935 0 


3 


anaphytatoxin C3a receptor (HNFAG09) mRNA, 














complete 


111C1 


4122 


4779 


NM_005541 


Hs.1 55939 0 


5 


inositol polyphosphate-5-phosphatase, 145kD 


40A9 


1727 


2300 


D76444 


Hs.1 55968 0 


1 


hkf-1 mRNA, complete cds /cds=(922,2979) /gb= 


124F1 


1464 


2121 


NWL005667 


Hs.1 55968 0 


1 


zinc finger protein homologous to Zfp103 In mo 


481E12 


2237 


2691. 


NM.003588 


Hs.1 55976 0 


1 


cullin 4B (CUL4B), mRNA /cds=(78,2231) /gb=NM 


109H3 


36 


440 


NMJ)20414 


Hs.1 55986 0 


1 


DEAD/H (Asp-Glu-Ala-Asp/Hi5) box polypeptide 


193B10 


1103 


1892 


AK024974 


Hs.1 561 10 1.00E-180 


5 


cDNA: FLJ21321 fis, clone COL02335, highly sim 


463H6 


26 


149 


AI337347 


Hs.1 56339 5.00E-57 


1 


tb98e10.x1 cDNA, 3' end /clone=IMAGE:2062410 


107H5 


34 


253 


AI146787 


Hs.1 56601 7.00E-93 


1 


qb83f02.x1 cDNA, 3' end /clone=IMAGE:1706715 


517E8 


209 


822 


NMJ)15646 


Hs.1 56764 0 


3 


RAP1 B, member of RAS oncogene family (RAP1 B), 


478H11 


456 


768 


NMJJ05819 


Hs.157144 1.00E-172 


1 


syntaxin 6 (STX6), mRNA /cds=(0.767) /gb=NM_0 
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qt23f10.x1 cDNA, 3' end /clone=IMAGE: 1948459 
Similar to membrane protein of cholinergic sy 
cDNA: FU22741 fis, clone HUV00774 
/cds=UNKNOW 

UI-H-BI2-age-e-03-0-Ul.s1 cDNA, 3 1 end /don 
601843756F1 cDNA, 5" end /done=IMAGE:4064508 

EST388739 cDNA /gb=AW976630 /gi=81 67861 /ug= 

qz26g04.x1 cDNA, 3' end /done=IMAGE:2028054 
th15f03.x1 cDNA, 3 1 end /clone=IMAGE:21 18365 
wh83c05.x1 cDNA, 3' end /done=IMAGE:2387336 
wh55c11.x1 cDNA, 3' end /ctone=lMAGE:2384660 
cDNA FLJ13717 fis, clone PLACE2000425 /cds=UNK 

qz19a07.x1 cDNA, 3' end /clone=IMAGE:2021940 
qz19h11.x1 cDNA, 3' end /clones IMAGE:2022021 
601886564F2 cDNA, 5' end /clone=IMAGE:41 20574 

ribosomal protein L9 (RPL9), mRNA /cds=<29,607 
for KIAA0981 protein, partial cds /cds=(0 
ATP-binding cassette, sub-family B (MDR/TAP), 
yd79c05.r1 cDNA, 5' end /done=IMAGE:1 14440 / 
transcriptional adaptor 3 (ADA3, yeast homolo 
actin-binding LIM protein (ABLIM), transcript 
PBX/knotted 1 hoemobox 1 (PKNOX1), mRNA/cds=( 

mRNA for KIAA0446 protein, partial cds /cds={3 
qi47c06.x1 cDNA, 3* end /clone=IMAGE: 1859626 
7q71b07.x1 cDNA /clone=IMAGE /gb=BF433857 /g 
ta29b11.x1 cDNA, 3' end /clone=IMAGE:2045469 
7f29b11,x1 cDNA, 3" end /cione=IMAGE:3296061 
PM2-CT0265-21 1099-002-d04 /gb=AW362008 
tc80c12.x1 cDNA, 3'end/clone=IMAGE:2072470 
tc79d10.x1 cDNA, 3' end /clonal MAGE: 2072371 
tc81a07.x1 cDNA, 3' end /done=IMAGE:2072532 
tf94a04.x1 cDNA, 3' end /clone=IMAGE:2 106894 
tf94b10.x1 cDNA, 3* end /clone=IMAGE:21 06907 
tf96a03.x1 cDNA, 3' end /clone=IMAGE:2 107084 
wc46c08.x1 cDNA, 3' end /clone= IMAGE: 232 1678 
wa36h07.x1 cDNA, 3' end /done=IMAGE:2300221 
UI-H-Bl4-aop-f-09-0-Ul.s1 cDNA, 3' end /don 
ih15dC9.x1 cDNA, 3' end /cione=liViAGE:2 116353 
AL538276 cDNA /clone=CS0DF027YC09-(5-prime> 

ti26b11.x1 cDNA, 3' end /done=IMAGE:21 31581 
toll-like receptor 4 (TLR4), mRNA /cds=(284,26 
601890687F1 cDNA, 5' end /done=IMAGE:41 32028 

single-chain antibody, complete cds 
tf94d08.x1 cDNA, 3' end /clone=IMAGE:2 106927 
601471 696F1 cDNA, 5' end /done=lMAGE:3874823 

602385221 F1 cDNA, 5' end /done=IMAGE:4514380 

FLJ23541 fis, done LNG08276, highly sim 
sacsin (SACS) gene, complete cds /cds=(76,1 156 
Bnjton agammaglobulinemia tyrosine kinase (B 
class-l MHC-restrided T cell associated mole 
dass-l MHC-restricted T cell assodated mole 
ATP-binding cassette, sub-family D (ALD), mem 



463G12 


44 


283 


AI351144 


Hs 15771^ ? nnp qi> 


1 


52QA2 


2359 


i 2565 


BC001913 


He 1 579*3fi 1 nnp qk 


2 


473A8 


2944 


3570 


AK026394 


Hs. 157240 0 


1 


464D5 


433 


601 


AW2077Q1 


He 157T15 ft nnc 07 
rv>. i o / o id o.UUt-a ( 


1 


464B8 


288 


633 




Me 1 *?7*^QA O nnc oft 


1 


463A6 


225 


554 


AW976630 


Hs. 157447 1.00E-169 


1 


464G10 


423 


661 


AI356405 


no. i j/ocd l .UuC-1 UJ 


1 


464H3 


396 


642 


AI568755 


He l^V^RA 1 nnp 197 


1 


466C1 


110 


384 


Al 760026 


He 1575RQ 1 nnP 1*** 
no. 1 \t 1 gga I .UUu l OD 


1 


465A2 


11 


178 


AI823541 


He i*v?7in 1 nnp 70 
no. i j/ / iu 1 .uuc- / y 


1 


464A8 


2000 


2248 


AK023779 


He 157777 1 nnp ioji 


A 
I 


464G1 


122 


447 


A1361761 


Hs.1 57813 1.00E-163 


2 


464G7 


293 


395 


AI361849 


He a nnp m 


i 


145B8 


238 


598 


BF303931 


He 1 *V7fl*?fi 1 nnp 1 7Q 


O 


115D1 


111 


712 


NMJJ00661 


Hs.1 57850 1.00E-159 


2 


102F8 


4161 


4818 


AB023198 


Hs. 158135 0 




597H12 


1253 


2625 


NMJJ00593 


Hs.1 58164 0 


5 


465A3 


172 


342 


T78173 


Hs.1 58193 5.00E-64 


•j 


465H8 


740 


1171 


NM_006354 


Hs.1 581 96 1.00E-149 


1 


59H12 


1646 


6883 


NM_002313 


Hs.1 58203 0 


4 


464A2 


32 


549 


NMJ)04571 


Hs.1 58225 0 




124F12 


6603 


6907 


AB007915 


Hs.1 58286 1.00E-172 


1 


519F5 


80 


268 


All 99223 


Hs.1 58289 1.00E-86 


1 


463F8 


33 


286 


BF433857 


Hs.1 58501 1.00E-123 


1 


137A8 


204 


452 


AI370965 


Hs.1 58653 5.00E-32 


1 


466A11 


1 


565 


BE676408 


Hs.1 58714 0 


1 


73C2 


5 


396 


AW362008 


Hs.1 58794 0 


1 


465C6 


242 


433 


AI378113 


Hs.1 58877 2.00E-95 


1 


465C2 


29 


153 


AI378457 


Hs.1 58894 4.00E-60 


2 


465C10 


47 


442 


AI379953 


Hs. 158943 0 




477B9 


151 


396 


AI380220 


Hs.158965 1.00E-109 


2 


477B10 


1 


414 


AI380236 


Hs.158966 0 


2 


466F8 


128 


233 


AI380388 


He 15ftQ75 A nnp **n 


1 


467E12 


109 


350 


AI799909 


He 15ftqflQ 1 nnp nr> 


4 
1 


469G6 


169 


470 


AI631850 


Hs. 158992 1.00E-119 


1 


467H4 


17 


292 


BF508694 


Hs.1 58999 1.00E-117 


1 


469B2 


179 


388 


AI568751 


Hs.1 5901 4 4.00E-94 


1 


464E8 


742 


945 


AL538276 


Hs.1 59065 1.00E-110 


1 


469D9 


1 


413 




Hs.1 591 03 0 


1 


122C7 


1916 


2375 


KIM nnnec 


HS.1 59239 0 


1 


462H4 


79 


239 


DroU/o/1 


HS. 159336 7.00E-66 


1 


179C1 


428 


734 


AJ225093 


Hs. 159386 3.00E-88 




473D11 


267 


339 


AI380255 


Hs. 159424 5.00E-34 


1 


107B2 


1 


617 


BE783628 


Hs.1 59441 1.00E-160 


2 


590E12 


52 


654 


BG290141 


Hs.1 59441 0 


6 


70E1 


2095 


2333 


AK027194 


Hs.159483 1.00E-119 


1 


58A5 


10448 12675 


AF193556 


Hs.1 59492 0 


10 


482E11 


2064 


2559 


NMJJ00061 


Hs.1 59494 0 


1 


147A11 


755 


2415 


AF001622 


Hs.1 59523 0 


7 


466H6 


1164 


1382 


NMJ)19604 


Hs.1 59523 1.00E-117 


2 


465A5 


2693 


3039 


NMJJ00033 


Hs.1 59546 1.00E-148 


1 
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60C4 


1102 


1962 


AK024833 


Hs.159557 1.00E-147 


4 


FLJ21 180 fis, clone CAS1 1 176, highly sim 


465B11 


457 


1126 


NMJ)16952 


Hs.1 59565 0 


1 


surface glycoprotein, Ig superfamily member ( 


477A12 


89 


581 


AI797788 


Hs.1 59577 0 


5 


Wh78b11.x1 cDNA, 3' end /clone=IMAGE:2386845 


595H8 


19 


912 


NMJ304632 


Hs.1 59627 0 


2 


death associated protein 3 (DAP3), mRNA /cds=( 


74D2 


7 


2119 


AF1 53609 


Hs.1 59640 0 


9 


serine/threonine protein kinase sgk mRNA, com 


71 B2 


8 


533 


NMJJ05627 


Hs.1 59640 0 


1 


serum/giucocorticoid regulated kinase (SGK) 


467G8 


310 


488 


AW006352 


Hs.1 59643 2.00E-92 


1 


Wt04d12.x1 cDNA, 3' end /cloned MAG E:2506487 


467B8 


11 


363 


AI392893 


Hs.1 59655 1.00E-173 


1 


tg05d07.x1 cDNA, 3' end /clone=IMAGE:2 107885 


471 F11 


16 


303 


AI827950 


Hs.1 59659 1.00E-162 


1 


wk31a1 1.x1 cDNA, 3' end /c!one=IMAGE:2413916 


467C11 


18 


501 


BF508053 


Hs.1 59673 0 


1 


UI-H-BI4-apx-b-1 1-0-Ul.sl cDNA, 3' end /don 


477F4 


3 


405 


AI394671 


Hs.1 59678 0 


2 


tg24a07.x1 cDNA, 3' end /c!one=IMAGE:21 09684 


472F5 


194 


366 


NM_0 18490 


Hs.1 60271 1.00E-93 


1 


G protein-coupled receptor 48 (GPR48), mRNA/ 


468B11 


72 


481 


AI393041 


Hs.1 60273 0 


1 


tg25b10.x1 cDNA, 3' end /do ne= I MAGE: 2 109787 


477D3 


5 


484 


AI393906 


Hs.160401 0 


2 


tg05f08.x1 cDNA, 3' end /clone=IMAGE:21 0791 1 


477D12 


11 


389 


AI393962 


Hs.160405 1.00E-178 


1 


tg11d08.x1 cDNA, 3' end /clone=IMAGE:21 08463 


477D5 


15 


262 


AI393992 


H<* 1R0408 1 00F-1?ft 

na, 1 OlrrUO 1 .UUt" 1 JO 


-j 


tguocuo.xi cuna, o ena /cione^iMAQjt.ziu/y/o 


65A9 


4106 


5547 


AF137030 


Hs.1 6041 7 0 


5 


transmembrane protein 2 (TMEM2) mRNA, complete 


513A2 


4109 


5547 


NM_013390 


Hs.1 6041 7 0 


5 


tran^mpmhranp nrntoin O rTMFMO\ mRNJA tr*At*—l*A 
Liaiioiiicniuiuim piuiuiii c ^iiviovizj, iiir\i\i/A /GU5— ^ l*t 


463F12 


688 


1425 


AF218032 


Hs.160422 0 


1 


clone PP902 unknown mRNA /cds=(693,1706) /gb= 


165C1 


2625 


2987 


X85116 


Hs.1 60483 0 


1 


H.sapiens epb72 gene exon 1 /cds=(61 ,927) 














/*L— VOC4 A /> ' A 

/gb-X85116 /gi=1 


469G4 




jjU 


r\lDO*tOOZ 


U> 4 fift7QC ft 


1 


wa07e10.x1 cDNA, 3' end /clone=!MAGE:2297418 




1A1 


ccc 
DOO 


Al /bUUzU 


Hs. 160951 1.00E-105 


1 


wh83b05.x1 cDNA, 3* end /clone=IMAGE:238731 3 


**oor i z 




OOZ 


Br207290 


Hs. 160954 2.00E-62 


1 


601870777F1 cDNA, 5* end /clone=IMAGE:4 100850 


477C10 


5 


290 


BF437585 


no, IOV/9QU i .uv/c~ i*t«7 


1 


/pf4aiz.xi cuna, j eno /cione-iiviAtjc:3ooio26 


61 E8 


4435 


6593 


U83115 


Hs 161002 0 


3 


non-iens oeia gamma-crysiainn iiko protein (Anvil) m 


458E5 


1 


462 


R84314 


Hs.161043 1.00E-159 


1 


yq23a02.r1 cDNA, 5' end /clone=IMAGE:274443 / 


466E12 


117 


447 


BF001821 


Hs.161075 0 


1 


7g93g02.x1 cDNA, 3' end /clone=IMAGE:3314066 


102H4 


7 


219 


AW963155 


Hs.161786 1.00E-111 


1 


EST375228 /gb=AW963155 /gi=81 52991 /ug= 


118B6 


2050 


2260 


NMJ322570 


Hs.161786 2.00E-75 


1 


C-type (calcium dependent, carbohydrate-reco 


593C4 


3863 


4092 


U86453 


Hs.1 62808 9.00E-92 


1 


phosphatidylinositol 3-kinase catalytic subunit p1 


467B7 


i zy 


*fOO 


AIUzo/14 


r1S.lbo44z 1.0Ufc-1o4 


1 


ow91h05.x1 cDNA, 3' end /clone=IMAGE:1 654233 




592 




Mr\UZOD/ w 


ns.iDOHyo u 


1 


FLJ 13608 fis, done PLACE1010628 /cds=UNK 


74F3 


229 


449 


AA627122 


Hs.163787 4.00E-77 


1 


nq70 9 02.s1 cDNA, 3' end /clone=IMAGE:1 157714 


68B3 


1094 


1771 


AK023494 


Hs.164005 0 


5 


FLJ13432 fis, clone PLACE1 002537 /cds=UNK 


469H10 


420 


850 


NM_002993 


Hs.1 64021 0 


1 


small inducible cytokine subfamily B (Cys-X-C 


464E9 


86 


424 


AA811244 


Hs.164168 1.00E-166 


1 


ob58h11.s1 cDNA, 3' end /done=IMAGE:1 335621 


467E11 


788 


1330 


NMJ)07063 


Hs.164170 0 


1 


vascular Rab-GAP/TBC-containing (VRP), mRNA 


597C5 


59 


1251 


AY007135 


Hs.164280 1.00E-126 


3 


clone CDABP0051 mRNA sequence /cds=(89,985) / 


464H11 


2 


202 


BF689700 


Hs.164675 9.00E-65 


1 


602186609F1 cDNA, 5' end /clone=IMAGE:4298402 


459D5 


6 


496 


Al 24 8204 


Hs.1 65051 0 


1 


qh64h11.x1 cDNA, 3' end /cione= I MAGE: 1849509 


ltUrU 


ZJ 


OUZ 


NM_0ul017 


HS. 165590 1.00E-159 


5 


ribosomal protein S13 (RPS13), mRNA /cds=(32,4 


469C11 


301 


613 


AW364833 


Hs.1 65681 1.00E-136 


1 


QV3-DT0043-21 1299-044-d03 cDNA /gb=AW364833 


465D3 


289 


481 


AI766638 


Hs.165693 2.00E-62 


1 


Wi02a10.x1 cDNA, 3* end /clone=IMAGE:2389050 


465D6 


107 


238 


AW850041 


Hs.1 65695 3.00E-61 


1 


IL3-CT0216-170300-097-C07 cDNA /gb=AW850041 


466C7 


166 


421 


AI538546 


Hs.165696 1.00E-122 


1 


td08b07.x1 cDNA, 3' end /clone=IMAGE:2075029 


469C4 


351 


691 


AI436561 


Hs.165703 1.00E-148 


1 


U03b03.x1 cDNA, 3' end /clone=l MAGE :2 129357 


62A12 


32 


256 


AV727063 


Hs.165980 1.00E-120 


4 


AV727063 cDNA, 5' end /clone=HTCCED1 1 /clone^ 


107C2 


2427 


2613 


AJ250865 


Hs.1 65986 1.00E-82 


1 


forTESS 2 protein (TESS /cds=(128,1393)/ 


461 D5 


1762 


1935 


NM_004031 


Hs.166120 8.00E-81 


1 


interferon regulatory factor 7 (IRF7), transc 
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147D11 


38 


19ft^ 




MS. 166203 0 


5 


595H12 


1321 


1597 




u c -lcc*J#V! •« ftnc lie 

ns.ioo/U4 l.UUt-io5 


2 


58H7 


41 


2036 




Me IftftOK/l f\ 

flS. 10D/04 u 


2 


98D12 


5559 


6110 


NMJ)14646 


Hs.1 66318 0 


1 


468G1 


146 


509 


rtWO< 00/4 


MS. 166338 1.Q0E-168 


2 


477D7 


2900 


3748 


L14922 


Hs.1 66563 0 


1 


177E7 


3265 


3595 


L23320 


Hs. 166563 0 


1 


584H2 


206 


1613 


NM_006925 


Hs.1 66975 1.00E-112 


5 


481 F5 


647 


917 


NM_002643 


Hs.166982 1.00E-128 


1 


598E4 


112 


538 


NMJJ02788 


Hs.167106 1.00E-174 


1 


466D8 


46 


470 


AI805131 


Hs.1 67206 0 


1 


464C8 


342 


469 


BE674762 


Hs.167208 4.00E-50 


1 


468A6 


1177 


1417 


NM 003658 


H«5 1fi791ft A fine ft* 
ns>. lOr£lO f.UUC-OO 


* 
l 


74H10 


1 


1271 


AF107405 


HS.1 67460 0 


12 


60E9 


3154 


3926 


U43185 


Hs.167503 1.00E-143 


2 


517G3 


1129 


2787 


NMJJ06994 


Hs.1 67741 0 


3 


1 /on2 


2261 


2467 


U90548 


Hs.1 67741 2.00E-86 


1 


588H5 


1^9/1 


1 /OO 


NlVi_002901 


Hs.1 67791 0 


1 


331 D7 


oo 


ft*)*; 


Ar 1 ibyuy 


Hs.1 67827 4.00E-22 


1 


39C11 


938 


1672 




no. looiuo u 


1 


583C8 


906 


1669 


NMJJ04818 


Hs 168103 0 


c 
o 


43B1 


1156 


1224 


AF031167 


Hs. 1681 32 1.00E-22 


-J 


479A7 


424 


801 


NMJJ00585 


Hs 168132 1 00E-149 


•\ 


67D6 


1783 


2336 


AK024030 


Hs. 168232 0 


1 


122H3 


1646 


2894 


NMJ)23079 


Hs.1 68232 0 


2 


459H3 


9 


504 


AI392830 


Hs.1 68287 0 


1 


463G5 


103 


851 


NM_003002 


Hs.1 68289 0 


1 


144G9 


5588 


5937 . 


AL049935 


Hs.1 68350 0 


2 


459A9 




0707 


NM_0 00201 


Hs.1 68383 0 


2 


123G3 


2194 


2675 


, AB046801 


Hs.168640 0 


2 


112H10 


505 


864 


AF007155 


Hs.168694 1.00E-175 


2 


oUn/ 


223 


897 


AF083420 


Hs.168913 0 


1 


105C12 


1698 


2052 


AK026671 


Hs.1 69078 1.00E-176 




181B9 


1148 


1610 


NM_003937 


Hs.169139 0 


1 


462B7 


13 


478 


AA977148 


Hs.1 691 68 0 


1 


41 H5 


197 


624 


U58913 


Hs.169191 0 


1 


69G6 


11 


552 


BF214508 


Hs.1 69248 1.00E-160 


4 




904 


2904 


NM_003202 


Hs.169294 1.00E-161 


2 


464G12 


543 




r\7ft10l 


HS. 169303 0 


1 


464B5 


163 


762 


NMJJ13259 


Hs. 169330 0 


1 


593G4 


787 


1353 


Z97939 


Hs.169370 0 


2 


165F12 


1177 


1751 


AK001725 


Hs.169407 0 


1 


483B12 


10871 


11349 


NMJJ04010 


Hs.1 69470 0 


1 


518B3 


22 


1257 


NM_002046 


Hs.169476 0 


5 


67E7 


1289 


1597 


U34995 


Hs.1 69476 3.00E-88 


1 


47E9 


2148 


2452 


NM.005461 


Hs.1 69487 1.00E-172 


1 


69C3 


846 


3195 


U41387 


Hs. 169531 0 


24 



DNA sequence from PAC 256G22 on chromosome 
6p24 

PHD finger protein 1 (PHF1), mRNA /cds= (56, 1429 
mRNA; cDNA DKFZp566H33 (from clone 
DKFZp566l1 

lipin 2 (LPIN2), mRNA /cds=(239,2929) /gb=NM_0 
h!92a07.x1 cDNA, 3' end /clone=lMAGE:3009396 
DNA-binding protein (PO-GA) mRNA, complete cd 
replication factor C large subunit mRNA, complete cds 

splicing factor, arginine/serine-rich 5 (SFR 
phosphatidylinositol glycan. class F (PIGF), 
proteasome (prosome, macropain) subunit, alp 
td11f04.x1 cDNA, 3* end /clone= IMAGE: 20753 59 
7e98d05.x1 cDNA, 3' end /clones IMAGE: 32 93 193 
BarH-like homeobox 2 (BARX2), mRNA /cds=(96,93 

pre-mRNA splicing factor (SFRS3) mRNA, comple 
signal transducer and activator of transcription Sta 

butyrophilin, subfamily 3, member A3 (BTN3A3), 
butyrophiiin (BTF3) mRNA, complete cds 
/cds=(171,192 

reticulocalbln 1, EF-hand calcium binding dom 
clone HH419 unknown mRNA/cds=(189,593)/gb=A 

U5 snRNP 100 kD protein mRNA, cds /cds=(39,2501 

prp28, U5 snRNP 100 kd protein (U5-100K), mRNA 
interleukin 15 precursor (IL-15) mRNA, complet 
interleukin 15 (IL15), mRNA /cds=(3 16,804) /g 
FLJ13968 fis, clone Y79AA1001493, weakly 
hypothetical protein FU13855 (FU13855), mR 
tg10b09.x1 cDNA, 3 1 end /ctone=IMAGE:21 08345 
succinate dehydrogenase complex, subunit D t 
DKFZp56401 116 (from clone DKFZp5640 
intercellular adhesion molecule 1 (CD54), hum 
mRNA for KIAA1581 protein, partial cds /cds=(0 
clone 23763 unknown mRNA, partial cds /cds=(0, 
brain-specific STE20-like protein kinase 3 ( 
FLJ23018 fis, clone LNG00903 /cds=(27,14 
kynureninase (L-kynurenine hydrolase) (KYNU) 
oq24g08.s1 cDNA. 3' end /c!one=MAGE: 1587326 
chemokine (hmrp-2a) mRNA, complete cds 
/cds=(71,484) 

601845758F1 cDNA, 5' end /clone=IMAGE:4076510 

transcription factor 7 (T-cell specific. HMG- 

mRNA for 2FM1 protein alternatively spliced product, 

neuronal protein (NP25), mRNA /cds=(49,897) / 
DNA sequence from PAC 66H14 on chromosome 
6q21-22. Con 

CDNA FLJ10853 fis, clone NT2RP4001575. highly 
dystrophin (muscular dystrophy, Duchenne and 
glycerakJehyde-3-phosphate dehydrogenase ( 
normal keratinocyte subtraction library mRNA, don 

Kreisler (mouse) maf-related leucine zipper h 
Gu protein mRNA, partial cds /cds=(0,2405) 
/gb=U41387 
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468G7 


73 


450 


AI523598 


Hs.169541 1.00E-178 


1 


th08g11.x1 cDNA, 3' end /clone=IMAGE:2 117732 


72E12 


490 


3074 


AJ251595 


Hs.169610 0 


29 


for transmembrane glycoprotein (CD44 gen 


471 F2 


97 


533 


AW1 72306 


Hs. 169738 0 


1 


Xj37a08.x1 cDNA, 3 1 end /clone=IMAGE:2659382 


589D4 


96 


488 


NM_000994 


Hs.1 69793 1.00E-163 


2 


ribosomal protein L32 (RPL32), mRNA /cds=(34,4 


105B6 


1590 


2215 


AkT)?7?19 


We 1RQA54 0 


1 
i 


rLJ&Oujj US, ClOne WNoUyo44 /COS— UNl\IN\JvV 


462A8 


1043 


1529 


IMIwI UUU 3U3 


Lie 1RQftf;7 n 


i 


paraoxonase z ^punzj, mKNA /cas— (oz, 109b) /gb 


1 75D1 1 


390 




ArUD I / OD 


Wo 1£QftQ£ 'I fiflF -HO 

ns. loyoyo i.uut-iot 


o 


ubiquitin-conjugating enzyme RIG-B mRNA, com 


149A2 


2442 


2942 


U75686 


Hs.169900 0 


1 


polyadenylate binding protein mRNA, complete 


524B9 


2484 


2709 


NMJ307049 


Hs.169963 1.00E-125 


2 


bulyrophilin, subfamily 2, member A1 (BTN2A1), 


169G8 


1192 


1684 


U90543 


Hs. 169963 0 


1 


butyrophilln (BTF1) mRNA, complete cds 














/cds=(210,179 


129E9 


686 


1227 


X70340 


Hs.1 70009 0 


1 


transforming growth factor alpha /cds={3 


589C1 


1893 


3451 


NMJ>04350 


Hs. 17001 9 0 


5 


runt-related transcription factor 3 (RUNX3), 


331E1 


5084 


5496 


NM_001621 


Hs.1 70087 0 


1 


aryl hydrocarbon receptor (AHR) mRNA /cds=(643 


595H7 


659 


4185 


NMJ)02838 


Hs.1 701 21 0 


34 


protein tyrosine phosphatase, receptor type. 


184G8 


1083 


3762 


Y00062 


Hs.170121 0 


10 


T200 leukocyte common antigen (CD45, LC-A) /c 


109D4 


4529 


4876 


AF032885 


Hs.170133 0 


1 


forkhead protein (FKHR) mRNA, complete cds /cd 


98A12 


4529 


4862 


NMJ502015 


HS.170133 1.00E-160 


1 


forkhead box 01A (rhabdomyosarcoma) (FOXOIA), 


99E3 


2098 


2334 


NMJ)04761 


Hs.1 701 60 1.00E-125 

V 


1 


RAB2, member RAS oncogene family-like (RAB2L), 


498F10 


3472 


4909 


AL161952 


Hs.170171 0 


28 


mRNA; cDNA DKFZp434M0813 (from clone 














DKFZp434M 


465G7 


390 


462 


A1475666 


Hs.1 70288 2.00E-31 


1 


tc93c08.x1 cDNA, 3' end/clone=IMAGE:2073710 


467E6 


68 


482 


AK025743 


Hs.1 70296 0 


1 


CDNA: FU22090fis, cbne HEP16084 /cds=UNKNOW 


4t>yriy 


4RCQ 


t>1 do 


NM_U14oob 


HS. 170307 0 


1 


Ral guanine nucleotide exchange factor RalGPS 


oouy 


Olo 


992 


D89678 


ij _ a -r/~iO 4 ^ ft 

Hs.1 70311 0 


25 


for A+U-rlch element RNA binding factor, 


COQC1 i ' 


1 nil 




NM_UUo4do 


U— A -7rvO A A ft 

HS.1 ( Ool i U 


13 


heterogeneous nuclear ribonucleoprotein D-l 


4oyoy 




573 


AI436418 


Hs. 170326 0 


1 


ti01h02.x1 cDNA, 3' end /clone=IMAGE:21 29235 


1 OQC/1 

JOOfc4 




6/ff 


kir A nm AAA 

Nlvi_0D2444 


II _ a ft 

Hs.1 70328 0 


7 


moesin (MSN), mRNA /cds=(1 00,1 833) /gb=NM_002 


170G2 


1693 


3305 


298946 


Hs 170328 0 


4 


u\Hr\ %>ct|uciioc iroiii triune o/oud i on enromosome 














Xq11.1-12 


464F6 ■ 


162 


534 


AI492865 


Hs.170331 1.00E-163 


1 


th78a05.x1 cDNA, 3' end fcIone=I^AAGE;2 124752 


472F8 


412 


554 


AI373163 


Hs.1 70333 1.00E-75 


1 


qz13a07.x1 cDNA, 3' end /clone= IMAGE :202 1364 


473C3 


376 


610 


AW291507 


Hs.1 70381 1.00E-123 


1 


Ul-H-BI2-aga-g-11-0-Ul.s1 cDNA, 3' end /clon 


465E5 


421 


547 


BE676049 


Hs.1 70584 3.00E-54 


1 


7f2la03.x1 cDNA, 3' end /clone= I MAGE: 3295276 


477A3 . 


25 


202 


AI475884 


Hs.1 70587 4.00E-92 


2 


tc95c12j<1 cDNA, 3' end /clone=IMAGE:2073910 


477 A4 


34 


489 


Al 47 5905 


Hs.1 70588 0 


■] 




469F2 


238 


490 


AI478556 


Hs 1 70777 2 0OF-84 


1 


tm'fapfn Y1 rDNA *¥ e»nri /rlnno-IMAf2F*91R1ft';? 
iiiijjcuo.A i wiin, o ci iu /cione— UVIAXUCZ I O 1 ODC. 


472C5 


357 


474 


AI479022 


Hs 170784 1 00F-*v* 




tm30a0'5 y1 ftDMA V pnrl /r!nno~IMA(^F«°1«;ftnR4. 
uiuuduu.A i (juiNM, o ciiu /cione— iivimvjc.^ i OOUD4 


477D6 


23 


407 


AI492034 


Hs.1 70909 0 


2 


tg06f12.x1 cDNA, 3' end/clone=IMAGE:2108015 


471 D4 


187 


416 


AI492181 


Hs.170913 1.00E-106 


1 


tg07e06.x1 cDNA, 3' end /clone=IMAGE: 2 108098 


ARAFft 
*to«*ro 


14 


A AO 


A\l4y£D01 


nS.l rUyo4 /.UUt-£>o 


1 


qz1obio.xi cDNA, 3 end /cione=IMAGE:2021851 


400UO 


1 T1 
1 /«3 


AR1 

4ol 


AlD4U^U4 


We 1 4 fine 


1 


td10h12.x1 cDNA, 3' end /clon e= I MAGE: 2075303 


478F1 0 


314 


AM 
4D I 


AI7R1 1AA 


We i7ift(\A a nnc AG. 

ns. 1 / 1UU4 4.UUC-4D 


1 


wn9rnoi.xi cuna, o end /clone= ; IMAGE:2388721 




1ft7 
iOf 


C.OO 


AMQ4C19 
MI4»4D 1 C 


Wc iTinno ftrtn **r» 
ns.i /iuuy ^.Uut-oLi 


z 


qzl/au3.xi cuima, o end/ctone=IMAGE:2021740 


107G12 


2413 


2929 


AK024436 


Hs 171118 0 


1 


Tor rwuwAO piuiuin, pamai cos /cos— 


478H3 


1237 


1509 


AL161725 


Hs.171118 1.00E-107 


1 


DNA sequence from clone RP11-165F24 on 














chromosome 9. 


477H10 


252 


489 


BE674709 


Hs.1 71 120 3.00E-87 


1 


7e94f05.x1 cDNA, 3' end /cione=IMAGE:3292833 


477H11 


18 


521 


AI524202 


Hs.171122 0 


1 


thlOdl 1 .x1 cDNA, 3' end /clone=IMAGE:21 17877 


466Cld" 


24 


216 


BE816212 


Hs.1 71 261 8.00E-81 


1 


MR1-BN0212-280600-001-C06 cDNA /gb=BE816212 


470A4 


22 


562 


AI628893 


Hs.1 71 262 0 


1 


ty95h02.x1 cDNA, 3' end /clone=IMAGE:2286867 


477C4 


216 


464 


AI540161 


Hs. 171 264 1.00E-112 


2 


tdl0c10.x1 cDNA, 3' end /clone= I MAGE -.2075250 


519E12 


1 


321 - 


NM_016468 


Hs.1 71 566 1.00E-167 


2 


hypothetical protein (LOC51241), mRNA/cds=( 


44C11 


5363 


5829 


AF012872 


Hs.171625 0 


1 


phosphatidylinositol 4-kinase 230 (pl4K230) 


517D4 


19 


559 


NM_003197 


Hs.1 71 626 0 


3 


transcription elongation factor B (Sill), pol 
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48E9 


1563 


1809 


I'll VI UUHt I 1 


We 171RQS 1 nnF-i^R 


2 


rlnfll enprifiHtu nhnenhatacf* 1 )^P1^ mRMA 
uuoi oj^cuiJiL.iiy pi iuojji taidoc • \uuor i ), tiirxiNrA 






OCC7 

000 1 


mm nno7io 
iNIVl_UUx r i y 


MS. 171 734 0 


2 


protein phosphatase 2, regulatory subunit B ( 


106G2 


1 


308 


BF243010 


Hs.1 71 774 1.00E-167 


2 


601877795F1 cDNA, 5* end /done=IMAGE:41 06303 


0Z*l/\f 


A A 
l*f 


ICQ 


MM n< RO^I 

iNivi__uioyoo 


ns.i (\( (4 U 


14 


nypoineucai protein inorouio;, mKivA/cas-(o 




Oil 


bl4 


brybooDl 


riS.l/loUz l.UUfc>14J 


£. 


ou^zooy^yri cuna, o ena /cione-iiviAot.4o757oo 


38H11 


885 


2087 


M55543 


Hs.171862 0 


6 


guanylate binding protein isoform II (GBP-2) mRNA, 

CO 


512F8 


232 


1971 


NM 004120 


Hs 171flfi? 0 


12 


nnsnxilatp hinrtinn nrntpin 9 tn^rfprnn-inHur^ 

vjugi lyioic ujiiuiiiy piuiciM a, iijlci icium iiiuuu 


111B9 


3748 


4161 


NM D04Q41 


He 171A72 0 


1 


DFAR/W ^ Aert-f^li i-Ala-Aen/Hie^ hnv nnlun^ntirto 


192H11 


5738 


5903 


mr/i nnoQ^7 


He 171flfU"k ? nnF-fiA 

no. I / IOOU 4.wC*vO 


-j 




176F11 


1322 




ml. luayoo 


We 171Q47 f\ 


0 


nMA pofinflnro frrtm Minna DD£ iA99DR nn 

uinm sequence irorn cione r\ro-iu«ro on 














chromosome 20 C 


596G12 


2472 


3152 


NM_001110 


Hs.172028 0 


5 


a disintegrin and metalloproteinase domain 10 


170A5 


2438 


2767 




Hs 1 72035 0 




FLJ130Q2 fin Hnno WT9RP?002147 /eriesftd 


469D1 1 


71 


535 


AI474074 


Hs 172070 0 






100G4 


5574 


5662 


U02882 


Hs 1 790P.1 ^ nf)F-24 






524A1 1 




2517 


AL1 10202 


Hs 172089 0 


20 


mRNA* cDNA DKFZo586l2022 /from clone DKFZd586 


49A2 


929 


2845 


NM_002568 


Hs.1 72182 0 


30 


poly(A)-binding protein, cytoplasmic 1 (PABP 


54C5 


929 


2484 


Y00345 


Hs.1 721 82 0 


9 


polyA binding protein /cds=(502,2403) /gb=Y0 


586B1 


1042 


1504 


NMJ302408 


Hs.1 72195 0 


1 


mannosyl (alpha-1 f 6-)-glycoprotein beta-1 ,2 


169H6 


5576 


5958 


D25538 


Hs.172199 0 


1 


KIAA0037 gene, complete cds /cds=(265,3507) 


115G7 


4531 


4976 


NM_001114 


Hs.1 72199 0 


1 


adenylate cyclase 7 (ADCY7), mRNA /cds=(265,35 


120F2 


1 


2496 


NM_007363 


Hs.1 72207 0 


11 


non-POU-domain-containing, octamer-binding 


74A3 


860 


1364 


Y11289 


Hs.1 72207 0 


1 


p54nrb gene, exon 3 (and joined /cds=(136,1551) 


60B7 


695 


1160 


NM_000202 


Hs.1 72458 0 


1 


iduronate 2-sulfatase (Hunter syndrome) (IDS 


479D10 


4059 


4347 


NMJ)00632 


Hs.1 72631 1.00E-125 


1 


integrin, alpha M (complement component recep 


167B10 


1 


OOiJ 


miwi nn*^7Ri 

INIVI^Uv/J f D I 


We 17?FLfld H 


A 


VcblUlti-dbbU^ldltiU ITlcfTlDrciric piUlclll O ^CllUOD 


tftQC-M 
1 o?c 1 1 


17-70 




lxlvl__UU I «5"f0 


We 179fiQfi 1 OOF 14.Q 

ns. 1 / zoy u 1 .uuc- 1 *ty 


O 


aiacyiy lyceroi Kjnase, aipna ^oukl"/ v i_/orv\^, m 




000 






We 179fiQfi ("1 
no. I / cow u 


1 


/Ha^/lnl\i/»e»rnl Hmea /i"He — Mrt^ 9'^■l^i^ 

uiduyiy lywstui KJiidoc /uub— ^ i vo,£o 


458B12 


535 


inn9 


MM fi19^9fi 


We 179740 0 
no. 1 / U 


1 








HOU 


VV<£0»UO 


We 1797A9 1 OOF-lftn 


4 
1 


-IRh*^ /nh— \A/9RQnn /ni— 1^(1^1^ Am— He 1797A 

iDoo /go— vvzoyuo /gi— louoioo /ug— ns.i f£,to 


151H9 


9nifi 


9579 




Wc 1797fifi O 


1 


protein p/o mrciNA, complete cas /cas-^i f 














/gb=M8 


100G10 


3983 


4302 


AB037808 


Hs.172789 1.00E-149 


1 


for KIAA1387 protein, partial cds /cds=(0 


515D9 


354 


548 




We 1797Q1 ftfiF-fi*\ 
rib, i/z/si o.uuc-03 


1 


i iKini irti"ii ic lu^ivnrocc oH tromr*r , rrnf f\ fy[~T~\ mP 

uuimjuuubiy-trxpfebbeu iransuiipi i ^, rnrv 


193D9 


2282 


2757 


AL1 09669 


Hs.1 72803 0 


3 


mRNA full length insert cDNA clone EUROIMAGE 31 


4R0Hin 


12 


490 




We 179Q1P. 0 
no. I / <£57 10 v 


1 


nypuiricuudi proicin izos^, inrwvM /cus*"^ 


483D3 


3473 


3941 


AB011102 


Hs.173061 0 


1 


mRNA for KIAA0530 protein, partial cds /cds=(0, 


195B9 


380 


854 


NMJ)05729 


Hs.173125 0 


2 


peptidylprolyl Isomerase F (cyc)ophilin F) ( 


173H6 


6008 


6412 


NM_006283 


Hs.173159 0 


1 


transforming, acidic coiled-coil containing 


113E6 


142 


240 


AI554733 


Hs.173182 3.00E-49 


1 


tn27f08.x1 cDNA, 3' end /clone=IMAGE:2 168871 


56G8 


140 


630 


AK002009 


Hs.173203 0 


2 


FLJ11147 fis, clone PLACE1 006678, weakly 


69E6 


1 


463 


BF131656 


Hs.173205 1.00E-147 


8 


601820483F1 cDNA, 5' end /clone=IMAGE:4052348 


44A2 


6 


196 


X06347 


Hs.173255 1.00E-94 


1 


U1 small nuclear RNP-specific A protein /cds= 


149G1 


79 


498 


AY007165 


Hs.173274 1.00E-117 


2 


clone CDABP0163 mRNA sequence /cds=UNKNOWN 


464F3 


53 


500 


AW005376 


Hs.1 73280 0 


1 


/g 

ws94a12.x1 cDNA, 3' end /clone=IMAGE:2505598 


587H5 


3299 


4083 


NMJD14633 


Hs.1 73288 0 


2 


KIAA0155 gene product (KIAA0155), mRNA /cds=( 


499B9 


1032 


1923 


NMJ312081 


Hs.173334 0 


2 


ELL-RELATED RNA POLYMERASE II, ELONGATION 


54F11 


368 


1923 


U88629 


Hs.173334 0 


2 


FAC 

RNA polymerase II elongation factor ELL2, complete 


459A4 


2170 


2775 


AK001362 


Hs.173374 0 


1 


cd 

cDNA FLJ10500 fis, clone NT2RP2000369 /cds=UNK 



257 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



124B1 


2565 


3019 


AB046825 


Hs.1 73422 0 


1 


mRNA for KIAA1605 protein, partial cds /cds=(3 


I26H6 


1080 


1626 


NMJ)06363 


Hs. 173497 0 


1 


Sec23 (S. cerevisiae) homolog B (SEC23B), mRNA 


596D5 


1233 


1365 


NMJJ04550 


Hs. 173611 8.00E-63 


5 


NADH dehydrogenase (ubiquinone) Fe-S protein 


108C5 


1709 


1864 


AK022681 


Hs.173685 2.00E-83 


1 


FLJ1261 9 fis, done NT2RM4001682 /cds=(39 


583D12 


3 


1960 


AK025703 


H«? 177705 fi 
ns. i / o / \JQ \j 


A 

H 


cDNA: FLJ22050 fis, clone HEP09454 /cds=UNKNOW 


70B6 


579 


1140 




He 177714 n 
no. I f Of m U 




DNA sequence from clone 1055C14 on chromosome 


46D7 












Vn59 1_ 


590 


1150 


NMJ>12286 


Hs.1 73714 0 


1 


MORF-related gene X (KIAA0026), mRNA /cds=(305 


467G5 


17 


283 


AA534537 


Hs 173720 1 OOF-104 


■J 


mourn u. si cuwa, 3 end /aone=IMAGE:926275 / 


168H5 


1 


1066 


D25274 


H«? 177777 ft 
na. I / Of Of \J 


c 
o 


mRNA, done:P02ST9 /cds=UNKNOWN /gb=D25274 
/ 


471 B8 


5347 


5922 


NM_014832 


Hs. 173802 0 


1 


KIAADRTft n^np nrnrlnr-t /tf IAAnfim\ m DM A t~ri~—r 
ivinnuuuo y^ne piuuuci \i\immuduo/, rnKWA /COS— ( 




1053 


1622 


U51166 


Hs. 173824 0 


1 


G/T mismatch-specific thymine DNA glycosylase 


471C3 












mRNA, 


395 


719 


AF277292 


Hs. 173840 1.00E-176 


1 


C4orf1 mRNA /cds=(0,281) /gb=AF277292 /gi=96 


477F7 


2053 


2694 


U80735 


Hs.1 73854 0 


3 


CAGF28 mRNA, partial cds /cds=(0,2235) /gb=U80 


41 F3 


3595 


3890 


M37435 


Hs. 173894 1.00E-143 


1 


macroph age-specific colony-stimulating factor (CSF 


460C8 


1542 


1939 


NM_014225 


Hs.1 73902 0 


1 


protein phosphatase 2 (formerly 2A), regulator 


458A9 


292 


414 


A1763121 


Hs.1 73904 4.00E-57 


1 


Wi06d12.x1 cDNA, 3" end /clone=IMAGE:2389463 


170B10 


.1230 


3510 


AL1 37681 


Hs.1 7391 2 1.00E-176 


5 


cDNA DKF2p434M0326 (from clone DKFZp434M 


126E10 


. 1061 


1795 


Z17227 


Hs.1 73936 1.00E-111 


2 


mRNA for transmebrane receptor protein /cds=(4 


72H7 


1210 


1907 


U08316 


Hs.1 73965 0 


2 


insulin-stimulated protein kinase 1 (ISPK-1) mRNA, c 


123G7 


554 


858 


NMJ)05777 


Hs.1 73993 1.00E-168 


1 


RNA binding motif protein 6 (RBM6), mRNA /cds=( 


469C8 


261 


528 


BE674902 


Hs.174010 1.00E-113 


1 


7e97a04.x1 cDNA, 3' end /clone=IMAGE:3293070 


117G6 


2450 


2657 


NMJJ03Q89 


Hs.174051 1.00E-112 


1 


small nuclear ribonucleoprotein 70kD polypept 


103A5 


. 4907 


5011 


NM_002209 


Hs.174103 1.00E-48 


1 


integrin, alpha L (antigen CD11A (p180), lymph 


159F4 


333 


925 


AF2R1 flR7 

/IF 4L.\J 1 \JO / 


He 174171 fl 


7 
I 


DNA-binding protein TAXREB107 mRNA, complete 


588F9 


333 


926 


NM_000970 


Hs.1 741 31 0 


8 


ribosomal protein L6 (RPL6), mRNA /cds=(26,892 


187A2 


2993 


3464 


NM_001096 


Hs.174140 0 


2 


ATP citrate lyase (ACLY), mRNA /cds=(84, 3401) 


41C6 


3652 


3992 


X03663 


Hs.174142 0 


1 


o-fms proto-oncogene /cds=(300,3218) /gb=X0 


465G10 


199 


489 


BE674951 


Hs.174144 1.00E-152 


1 


7e97g10.x1 cDNA, 3' end fclone=IMAGE:3293154 


468H10 


28 


159 


AI524263 


Hs.174193 6.00E-62 


1 


th1 1g07.x1 cDNA, 3* end /clone=IMAGE:21 18012 


99C7 


. 402 


733 


NM_006435 


Hs. 1741 95 1.00E-179 


2 


interferon Induced transmembrane protein 2 ( 


467E4 


162 


516 


BF062628 


Hs.174215 1.00E-157 


1 


7h62h05.x1 cDNA, 3' end /clone=IMAGE:3320601 


74E5 


2 


485 


D63789 


Hs.1 74228 0 


15 


DNA for SCM-1beta precursor, complete cds /cd 


470F11 


108 


305 


AI590337 


Hs.1 74258 1.00E-104 


1 


tn49c03.x1 cDNA, 3' end /clone=IMAGE:21 71716 


463D2 


1 


194 


AV734916 


Hs. 1 75971 1.00E-94 


1 


AV734916 cDNA, 5' end /clone=cdAAHE1 1 /clone_ 


477E5 


75 


222 


AI380955 


Hs.1 76374 2.00E-33 


1 


tg1 8b08.x1 cDNA, 3' end /clone=IMAGE:21 091 1 1 


473A9 


1 


296 


AI708327 


Hs.1 76430 1.00E-162 


1 


at04c02.x1 cDNA, 3' end /clone=IMAGE:2354114 


468C3 


24 


235 


AW081098 


Hs.1 76498 6.00E-91 


1 


xc29a12x1 cDNA 3' pnrl ZrInnA=IIWlArcp*9£R«;fifi*? 


479D11 


595 


1810 


J04162 


Hs.1 76663 0 


14 


leukocyte IgG receptor (Fc-gamma-R) mRNA, 


108G2 












complete c 


388 


579 


AI638800 


Hs.1 76920 6.00E-78 


4 


tt32e01.x1 cDNA. 3' end /clone=IMAGE:2242488 


467A10 


98 


170 


AI865603 


Hs.1 77045 6.00E-27 


1 


Wk47g03.x1 cDNA, 3* end /clone=IMAGE:2418580 


117A6 


.1179 


1403 


AF1 16506 


Hs.1 7741 5 1.00E-112 


2 


PRO0890 mRNA, complete cds /cds=(1 020,1 265) / 


73F2 


236 


919 


NM_016406 


Hs.177507 0 


4 


hypothetical protein (HSPC155), mRNA/cds=(2 


516D8 


24 


340 


NM_006886 


Hs.177530 1.00E-179 


1 


ATP synthase, H+ transporting, mitochondrial 


479F4 


163 


676 


NM_002414 


Hs.1 77543 0 


1 


antigen identified by monoclonal antibodies 1 


126A9 


906 


2105 


NMJ305534 


Hs. 177559 0 


35 


interferon gamma receptor 2 (interferon gamma 


41 H6 


905 


1826 


U05875 


Hs.1 77559 0 


10 


done pSK1 interferon gamma receptor accessory 














factor 


37G1 


1690 


2420 


U62961 


Hs.1 77584 0 


1 


succinyl CoA:3-oxoacid CoA transferase precursor (O 


597H7 


1764 


2520 


AF218002 


Hs.1 77596 0 


7 


clone PP2464 unknown mRNA /cds=(675,2339) /gb 
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520B8 


1036 


1202 


NM_006888 


Hs. 177656 4.00E-90 


3 


calmodulin 1 (phosphorylase kinase, delta) (C 


151G7 


2439 


3048 


J03473 


Hs. 177766 0 


1 


poly(ADP-ribose) synthetase mRNA, complete cds 
/cds= 


116C6 


318 


834 


BC001980 


Hs.177781 1.00E-144 


4 


clone MGC:5618, mRNA, complete cds/cds=(156, 


179C11 


211 


737 


X07834 


Hs.1 77781 0 


3 


manganese superoxide dismutase (EC 1.15.1.1) 


98A9 


213 


648 


M73547 


Hs 178112 0 


4 


polyposis locus (DP1 gene) mRNA, complete cds 














/cds=(82 


459E10 


149 


789 


AK023719 


Hs. 178357 0 


1 


cDNA FLJ13657 fis, clone PLACE101 1563 /cds=(8 


120H6 


137 


404 


NM_021029 


Hs. 178391 1.00E-136 


1 


ribosnmal nrntpin 1 44 fRPI AA\ mPMA /rHc>-/i7 ^ 


589E9 


371 


596 


NM_000973 


Hs. 178551 1.00E-125 


1 


ribosomal orotein L8 fRPLS^ mRNA /rrieu=/4i rir 


142F5 


1848 


2210 


D21090 


Hs. 178658 1.00E-179 


1 


XP-C repair complementing protein (p58/HHR23 


120H11 


402 


532 


AV716627 


Hs.1 78703 9.00E-69 


1 


AV716627 cDNA, 5' end /clone=DCBBCH05 /clone_ 


98G11 


3287 


6017 


NM 004859 


na, l i Of IU U 


c 

D 


clathrin, heavy polypeptide (He) (CLTC), mRNA 


177H1 


142 


421 


BF 130300 


Hs 178732 1 OOF-139 


■| 


RniO*lQ1K7C< /-if^M A CI nn«J IjJmuu.HI A ^"ir". A t\ A A nnn 

oineiooo/M cuiMA, 5 end /clone=l MAGE :404 1902 


472A10 


421 


562 


AI681868 


Hs.1 78784 4.00E-63 


1 


tx50a12x1 cDNA 3" f»nri /HnnpuslMAfSP-^TOQQn. 


467G6 


194 


292 


AW1 38461 


Hs.1 79003 1.00E-49 


1 


Ul-H-B1 1 -adO-e-06-D-l i\ si cDNA 3' pnH /rlnn 


465C11 


3312 


3606 


NMJ316562 


Hs 179152 1 00F.-166 




lOii-iiKe receptor 7 (LOC51284), mRNA /cds=(13 


469F7 


268 


405 


AI568459 


Hs 179419 3 Q0F-4*> 


I 


tn39e07.x1 cDNA, 3' end /clone=lMAGE:21 70020 


99F11 


750 


2687 


NM 006472 


H<* 17Q*iS?fi n 

1 IO. 1 i W^sJ \J 




upregulated by 1,25-dihydroxyvitamin D-3 (VD 


39G9 


526 


2687 


S73591 


Hs.1 79526 0 


17 


brain-expressed HHCPA78 homolog VDUP1 (Gene) 


'102A1 


2235 


2659 


AL034343 


Hs.1 79565 0 


1 


DNA *ifini]pnrp from Hnno RP1_1flflr"? nn 














chromosome 6p12. 




1074 


2126 


NMJ)02717 


Hs.1 79574 1.00E-131 


3 


protein phosphatase 2 (formerly 2A), regulator 


143F2 


242 


457 


NMJ305771 


Hs. 1 79608 1.00E-1 17 


1 


retinol dehydrogenase homolog (RDHL]) mRNA / 


111G7 


626 


898 


NM_002659 


Hs.1 79657 1.00E-153 


1 


plasminogen activator, urokinase receptor (P 


585D2 


61 


3189 


AL1 62068 


Hs 1 79662 0 


c 
o 


mKNA, cuna DKFZp762Gl 06 (from clone 


125G4 














1159 


1627 


NM_000389 


Hs.1 79665 1.00E-130 


2 


^>unn~\ic^»ci lucill MlldoU IlllllUllOi \r\ I, Ul 


331A1 


51 


377 


AK026642 


Hs.1 79666 1.00E-161 


2 


FLJ22989 fe ClnilP KAT1 1 A94 hinhh/cim 

• "tjwus IO, OfUIIC l\A\ 1 1 lOtS, 1 lJU Illy Sim 


516H12 


19 


362 


NMJ)00997 


Hs.1 79779 1.00E-180 


3 


rirw»nmal nrntpin 1 37 /RPI *V7\ mPMA //v^c-no i 
piuLCiii LOf ^r\rU«5# }, i71r\l>JM fOQS—\ZO t O 


17QA11 


1390 


2087 


L20298 


Hs. 179881 0 


\ 


Lldll^Cl tpiluf 1 IdulOl ^UDrD| mKNA, O enO /CuS = ( 


195H8 


1732 


2110 


NM_001755 


Hs.1 79881 1.00E-173 


1 


corp-binriinn fnrfnr hpta cnhiinit /PRcrD\ 

w 'w uinuJiiy lalrlUI, Ucld oUUUliK ^\>DnD^, lia 


127G6 


2406 


2924 


AK022499 


Hs.1 79882 0 


2 


cDNA FLJ12437 fis rlnrv* NT9RMinnni1R vi/aaLTw 


461 E6 


610 


1148 


NMJM4153 


Hs.1 79898 0 


1 


HSPC055 protein (HSPC055), mRNA /cds={1400,19 


516B3 


4 


584 


NMJ)00975 


Hs.1 79943 1.00E-136 


2 


ribosomal protein L1 1 (RPL1 1), mRNA /cds=(0,53 


62F8 


24 


537 


X79234 


Hs.179943 1.00E-175 


1 


ribosomal protein L11 /cds=(0,536) /gb= 


471 B11 


1990 


2496 


mm nn^A/v? 


ns. 1 1 y yo^ u 


1 


tumor protein p53-binding protein (TP53BPL), 


194B4 


693 


956 


NM_004159 


Hs. 1 80062 1.00E-1 12 


1 


proteasome (prosome, macropain) subunit, bet 


49D4 


1002 


1259 


NiVL002690 


Hs. 18010? 1.00E-125 


1 




184A11 


26 


515 


AK024823 


Hs. 1801 39 0 


2 


FLJ21170fiS clone CA5510Q4fi hinhK/cim 

• " i i j w i u j wui ic v-#/^ o I \J j*T\j t 1 1 1 u Illy oil 1 1 


593A8 


43 


535 


NM_006937 


Hs.180139 0 


13 


SMT3 fsUDDr&i'inr nf mlf fwn 3 uoaei\ h^m^inn o 
y«jup|«M caaui vi it in iwu o, yeasy nomoiog ^ 


61D10 


102 


722 


AF161415 


Hs.180145 0 


1 


HSPC297 mRNA oarttal rrte /rrl<5=rn 43^ /nh-AP 


178A4 


131 


628 


NMJN7924 


Hs.180201 0 


2 


hVDOthetical Drotein FLJ20671 ^Fl.l5nfi71^ mR 


463H9 


54 


171 


NM_005507 


Hs.1 80370 1.00E-60 


1 


cofilin 1 (non-musde) (CFL1), mRNA /cds=(51 ,5 


162B9 


2139 


2386 


AB013382 


Hs.180383 1.00E-124 


1 


for DUSP6, complete cds /cds=(35 1,1496) / 


190B7 


1743 


2386 


NM_001946 


Hs.180383 1.00E-124 


2 


dual specificity phosphatase 6 (DUSP6), trans 


589B11 


21 


1566 


NM_006597 


Hs.180414 0 


11 


heat shock 70kD protein 8 (HSPA8), mRMA/cds=(8 


73G2 


21 


1567 


Y00371 


Hs. 18041 4 0 


16 


hsc70 gene for 71 kd heat shock protein 


62G1 












/cds=(83,2023) 


985 


1559 


X89602 


Hs.1 80433 0 


1 


rTS beta protein /cds=(17,1267) /gb=X896 


98F9 


1479 


3653 


L38951 


Hs.1 80446 0 


9 


importin beta subunit mRNA, complete cds /cds=( 


590F12 


283 


614 


NMJ)01026 


Hs.1 80450 0 


1 


ribosomal protein 824 (RPS24), mRNA /cds=(i42, 


597F2 


2670 


3046 


AF1 87554 


Hs.1 80532 0 


47 


sperm antigen-36 mRNA, complete cds /cds=(234, 


482E2 


85 


366 


AL571386 


Hs.180546 1.00E-106 


1 


AL571386 cDNA /clone=CSODI009YL09-(3-prime)' 



259 



WO 02/057414 



PCI7US01/47856 
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109C2 




RR9 




Ui% *i one a c\ a nnc < ad 
MS. ioU549 1.0Ufc-143 


1 


601059809F1 cDNA, 5' end /clone= IMAGE: 3446283 


68G8 


1447 


3594 


AF1 23094 


ns. i oujod u 


o 


ADIO fv A I T funis.! -ntUi. / A f~i >ii t*\ nviA 

mflmvili msion protein (AP12-MLT) mRNA, comp 


180B9 


1851 


2142 


mm nn9n«7 


ns.iouo/f i.uut-lou 


2 


granulln (GRN), mRNA /cds=(62,1843) /gb=NM__00 


51 E4 


oou 




mm mv^ncR 

IMIVJ_ UUOUbO 


nS.loUolU 0 


6 


splicing factor proline/glutamine rich (poly 


50G4 


880 


1280 


X70944 


Hs. 180610 0 


1 


PTB-associated splicing factor /cds=(85 


127C8 


317 


3175 


AK0231 43 


Hs. 180638 0 


5 


cDNA FU13081 fis, clone NT2RP3002033 /cds=(17 


125E2 


287 


1692 


AL1 17621 


Hs. 180777 0 


2 


mRNA; cDNA DKFZp564M0264 (from clone 














DKFZp564 


521F11 


1969 


2431 


AF1 26964 


Hs. 180799 0 


1 


C3HC4-type zinc finger protein (LZK1) mRNA, co 


479C11 


1186 


2245 


AK000271 


Hs. 180804 1.00E-155 


2 


cDNA FLJ20264 fis, clone COLF7912 














/cds= UNKNOWN 






911 


NM_001242 


Hs. 180841 3.00E-62 


1 


tumor necrosis factor receptor superfamily, m 


596D2 


67 


942 


. NMJ)00977 


Hs. 180842 0 


11 


ribosomal protein L13 (RPL13), mRNA /cds=(51 ,6 


41 E9 


884 


1779 


AL050337 


Hs.180866 0 


2 


DNA sequence from clone 503F13 on chromosome 














6q24.1-25 






1338 


NM_000416 


Hs. 180866 0 


2 


interferon gamma receptor 1 (IFNGR1), mRNA/cd 




i 


1655 


AF2 18029 


Hs. 180877 0 


11 


clone PP781 unknown mRNA /cds=(1 1 3,523) /gb=A 


65H9 


1 


1320 


Z48950 


Hs. 180877 0 


6 


hH3.3B gene for histone H3.3 /cds=(1 0,420) /gb=Z 


160G1 


2065 


2538 


AF045555 


Hs. 180900 0 


2 


wbscrl (WBSCR1) and wbscr5 (WBSCR5) genes, 
com 


596B1 


5 


860 


INlVl UU 1 UUO 


ns. iou» 1 1 u 


r 
D 


ribosomal protein S4, Y-linked (RPS4Y), mRNA 


192F11 


1857 


2521 


r\ r\U U U & 17 3 


lib. I DU30£ U 


1 
J 


cDNA FLJ20292 fis, clone HEP05374 /cds=(21,140 


75D10 


94 


1656 


AY007118 


Hs.181013 0 


8 


.clone CDABP0006 mRNA sequence /cds=(20,784) / 


46H2 


105 


1661 




nt». loiuij u 


B 

0 


phosphogly cerate mutase 1 (brain) (PGAM1), mR 


107G10 


4869 


5527 


AK024391 


Hs 18104"} 0 




ruji4ozy Tis, cione rLAOfc4G002o9, hignly 


179A1 


22 


908 




na. io i i \ c u 


o 


rUi 1 072 tis, cione PLACE 1004982 /cds=(2 


118D5 


610 


1130 


NM 0141 RR 

INIVI \J l*r I uu 


Uc 1ft1119 n 
ns. io i I i £ u 


-1 
1 


nt>HUi2o protein (HbPC12o), mRNA /cds=(25,837) 


483D9 


659 


915 


X57809 


He 1 nnp 19^ 
na. to i ic3 i.uuc-i^o 


I 


rearranged immunoglobufin lambda light chain mRNA 
/c 


596B10 


499 


1198 


NM 005517 






high-mobility group (nonhistone chromosomal) 


74A12 


34 


1674 


AK026B50 


H<% 1ft11fiR ft 




rLJddvyf tts, clone KAT11962, highly sim 


99H8 


1079 


2742 


. BC001412 


Hs.181165 0 


260 


eukaryotic translation elongation factor 1 


70F10 


144 


840 


AB015798 


Hs.181195 0 


1 


HSJ2 mRNA for DnaJ homolog, complete cds /cds= 


64E10 


72 


856 


BC002446 


n 

i id. ioii u 


o 


MR J gene for a member of protein family, clone 


CQ7CR 


my 


1 /OY 


KIM An-1 C~7C 

NM_001o75 


Hs.181243 0 


3 


activating transcription factor 4 (tax-respon 


J UaUO 


ozo 


1 Oil 




l_li-» A O A "> A A f\ 

HS. 181244 0 


1 


HLA class-l (HLA-A26) heavy chain, complete c 




HOO 






l_| _ 404074 ft 

HS. 181271 0 


3 


CGH20 protein (LOC51644), mRNA /cds=(37 ,570 


127H10 








ns.loloUU 0 


1 


Pancreas-specific TSA305 mRNA , complete cds 


150F7 


509 


1238 


M11353 


Hs.181307 1.00E-175 


5 


H3.3 histone dass C mRNA, complete cds 














/cds=(374,784) 


127F7 


895 


1057" 


NMJ)02107 


Hs.181307 3.00E-85 


2 


H3. histone, family 3A (H3F3A), mRNA /cds=(374,7 


39H10 


6 


416 


BF676042 


Hs. 181 357 0 


7 


60208401 1F1 cDNA, 5* end /clone=!MAGE:4248195 


99G12 


193 


842 


NM 002295 


Hs 181357 0 

1 13, IU IwJf U 


9ft 
to 


laminin receptor 1 (67kD, ribosomal protein SA 


66A12 


312 


1084 


M20430 


Hs.181366 0 


4 


MHC class II HLA-DR-beta (DR2-DQw1/DR4 DQw3) 














mRNA, co 


71H11 


748 


1096 


N1W 002125 


Hs.181366 1.00E-176 


1 


major histocompatibility complex, class II, 


56E4 


272 


521 


AI827911 


Hs.181400 1.00E-126 


1 


wf34e1 1.x1 cDNA, 3* end /clone=IMAGE:235751 6 


170F6 


5255 


5724 


D63486 


Hs.181418 0 


1 


KIAA0152 gene, complete cds/cds=(128,1006) 


464A11 


5981 


6322 


NM_014730 


Hs.181418 1.00E-159 


1 


KIAA0152 gene product (KIAA0152), mRNA /cds=(" 


514F6 


1 


232 


AW955745 


Hs.181426 1.00E-117 


1 


EST36781 5 cDNA /gb=AW955745 /gi=8145428 /ug= 


177E2 


690 


947 


U81002 


Hs.181466 1.00E-130 


2 


TRAF4 associated factor 1 mRNA, partial cds /c 


99B5 


260 


1660 


NMJJ01549 


Hs.181874 0 


6 


interferon-induced protein with tetratricope 



260 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differentia! cDNA 

hybridization analysis 



595H9 


104 


645 


M90356 


Hs. 181 967 0 


1 


BTF3 protein homologue gene, complete cds 














/cds=(0,644 


67E2 


1057 


1782 


AK026664 


Hs. 182225 4.00E-85 


3 


FLJ23011 fis, clone LNG00572 /cds=(288,7 


190A3 


319 


1615 


NM_0 14052 


Hs. 182238 0 


7 


GW128 protein (GW128), mRNA /cds=(698,889) /g 


140B10 


1770 


2034 


U46751 


Hs. 182248 2.00E-92 


1 


phosphotyrosine independent ligand p62 for the Lck S 


158H11 


371 


597 


D50420 


Hs.182255 1.00E-126 


1 


OTK27, complete cds /cds=(94,480) /gb 


584A12 


95 


1397 


NM_005008 


Hs.1 82255 0 


3 


non-histone chromosome protein 2 (S. cerevisia 


40G2 


735 


908 


Y00503 


Hs.1 82265 7.00E-41 


1 


keratin 19 /cds=(32,1234) /gb=Y00503 /gi=340 


596E7 


1 


886 


NM_001743 


Hs. 182278 0 


3 


calmodulin 2 (phosphorylase kinase, delta) (C 


129E10 


36 


350 


L29348 


Hs.182378 1.00E-174 


2 


granulocyteHTiacrophage colony-stimulating 


487G1 


184 


934 


NM_002952 


Hs.1 82426 0 


3 


ribosomal protein S2 (RPS2), mRNA /cds=(240,90 


517G6 


126 


1497 


NM.O05742 


Hs.1 82429 0 


4 


protein disulfide isomerase-related protein 


60E12 


10 


1329 


M16342 


Hs.1 82447 0 


4 


nuclear rlbonudeonrotein nartidp fhnRNP^ C nrntpm 


98E9 


10 


1184 


NM_004500 


Hs.1 82447 0 


8 


heterogeneous nuclear ribonucleoprotein C ( 


496A4 


87 


1835 


NM_014394 


Hs.1 82470 0 


2 


PTD010 protein (PTD010), mRNA /cds=(1 29, 1 088) 


110F11 


947 


1571 


AF061738 


Hs.1 82579 0 


2 


leucine aminopeptidase mRNA, complete cds /cd 


124E1 


1330 


1889 


NM 005739 


Hs 182591 0 


2 


r\Mo yudiiyj releasing protein i icaicium ana ua 


143B2 


32 


565 


247087 


He AROfiAT. n 


•1 


RNA polymerase II elongation factor-like 


103D2 


161 


538 


NM 001015 


Me 1 ft?740 ft nnp_Q7 




noosomai proiem oil (Krbnj, mKiNA /cos=(l 5,4 


331 C2 


1310 


1585 


D64015 


Hs.182741 1.00E-136 


1 


for T-cluster binding protein, complete c 


59E9 


27 


269 


BF245224 


Hs.182825 1.00E-105 


1 


601863885F1 cDNA, 5* end /clone=IMAGE:4082396 


525E3 


12 


261 




He ift9R9^ 1 nnF 


7 


noosomai protein L35 (RPL35/, mRNA /cas=(27,3 


70C9 


189 


625 






■\ 
1 


ouido/o4oki cUihA, o end /clone=IMAGt:3e66266 


177B9 


14 


561 


BF242969 


Hs. 182937 0 


2 


601877739F1 cDNA 5' end /done=IMAGE -410698° 


519H3 


34 


526 


NMJ)21130 


Hs.1 82937 0 


1 


peptidylproryl isomerase A (cyclophilin A) ( 


159A5 


3163 


3579 


AK026491 


Hs.1 82979 1.00E-141 


2 


FLJ22838 fis, clone KAIA4494, highly slm 


106G11 


2956 


3527 


AF204231 


Hs.182982 1.00E-138 


2 


88-kDa Golgi protein (GM88) mRNA, complete cds 


169A3 


2117 


2495 


M33336 


Hs.183037 1.00E-105 


3 


cAMP-dependent protein kinase type l-alpha subunit ( 


124H9 


2767 


2955 


NM fin 977/1 


ns, loouo/ /.uut-yi 


4 
1 


protein kinase, cAMP-dependent, regulatory, 


107B3 


2877 


3182 


U17QRQ 


He ift^in^ 1 nnP i7n 


1 
I 


nuclear autoanligen GS2NA mRNA, complete cds / 


476A6 




oy«> 


INIVl^UlOOZo 


HS.Ioolzb U 


1 


killer cell lectin-like receptor F1 (KLRF1), m 


/ On 1 






/\l\.UU14O0 


HS.1 83297 0 


1 


FU10571 fis, done NT2RP20031 21, weakly 


597E11 


97 


1656 


AF248966 


Hs. 183434 0 


5 


HT028 mRNA; complete cds /cds=(107,1159) /gb= 


124A2 


2015 


2756 


AK024275 


Hs. 183506 0 


1 


cDNA FLJ14213fis, clone NT2RP3003572 /cds=(11 


74F2 


2082 


2418 


U53347 


Hs. 1 83556 1.00E-1 77 


2 


neutral amino acid transporter B mRNA, complete cds 
/ 




iwt 

1 


IOOO 


»NIVl__UIOO»3 




1 


VNN3 protein <H3A238982) > mRNA /cds={45,1550) 


594H12 


1718 




mm nni>iiQ 
iNlvI — UU 14 lo 


nS.io.Joo4 U 


4 


eukaryotic translation initiation factor 4 g 


oini i 


\ t *OI 


£\3cA 




HS.1 83684 0 


2 


p97 mRNA, complete cds /cds=(306,3029) 














/go - \Jf Oo£.H /g 


75H7 


342 


2258 


M26880 


Hs 183704 0 


7 


1 iVtimiitin mQMA AA>«nla)a Arte /^. r i ( ^«./4 OC 

UDiquiiin mr\rvM, compieie cos /cos— \ i«3o,^jy^/ 














/gb=M26 


599E7 


2306 


3111 


D44640 


Hs. 183706 0 


6 


HUMSUPY040 cDNA /clone=035-00-1 /gb=D44640 / 


518H4 


1554 


1973 


NMJJ02078 


Hs.1 83773 0 


1 


golgi autoantigen, golgin subfamily a, 4 (GOL 


520C3 


98 


255 


NM_018955 


Hs.183842 3.00E-64 


1 


ubiquitin B (UBB), mRNA /cds=(94,783) /gb-»NM_ 


102C11 


1730 


1808 


M15182 


Hs.1 83868 8.00E-33 


2 


beta-glucuronidase mRNA, complete cds 














/cds=(26,1981 


523D3 


1730 


2183 


NM_000181 


Hs.1 83868 0 


2 


glucuronidase, beta (GUSB), mRNA /cds=(26,198 


187A12 


122 


828 


NM_003589 


Hs. 183874 0 


1 


cullin 4A (CUL4A), mRNA /cds=(1 60,21 39) /gb=N 


156F4 


228 


907 


AF 119665 


Hs.1 84011 0 


4 


inorganic pyrophosphatase complete cds 


525B8 


225 


791 


NM_021129 


Hs.1 84011 0 


2 


pyrophosphatase (inorganic) (PP), nudearge 


589B1 


3 


394 


NMJ)00993 


Hs.184014 0 


10 


ribosomal protein L31 (RPL31), mRNA /cds=(7,38 
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99D6 


3909 


4308 


NM_004985 


Hs.184050 1.00E-145 


1 


v-Ki-ras2 Kirsten rat sarcoma 2 viral oncogene 


166B3 


12 


345 


BE964596 


Hs.1 84052 1.00E-90 


1 


601658521 R1 cDNA, 3* end /clone=IMAGE: 3885796 


591 G6 


1348 


1958 


NM_022152 


Hs. 184052 0 


3 


PP1201 protein (PP1201), mRNA /cds={66, 1001) 


I l*fCJ l 


1 fO\J 


1942 


AK025645 


Hs. 184062 4.00E-59 


1 


cDNA: FLJ21992 fls, clone HEP06554 /cds=(60,84 


597E4 


8 


407 


NM_000982 


Hs.184108 1.00E-114 


6 


ribOSOmal Drotein L21 fnpnp or n<;piiHnnpnp> /RP 

r » iwi f/JUigui |_*. | cyclic VI poCUUUy CI Jfc. ) 


162C5 


295 


1062 


L41887 


Hs.184167 0 


3 


splicing factor, arginine/serine-rich 7 (SFR 


109F6 


151 


749 


AF054182 


Hs. 184211 0 


1 


mitochondrial processing peptidase beta-subu 


462C6 


4590 


5087 


NM_01 5001 


Hs 1 84245 0 


1 


KIAA0929 protein Msx2 interacting nuclear tar 


517D1 


1510 


1936 


NM_004252 


Hs 184276 1 00E-162 


7 


soiuie earner Tamiiy y (sooium/nydrogen exen 


55E3 


174 


427 


NM 018370 


Hs 1844R5 1 0nF-1fl7 

113. IQ*t*tCW i.uuc- IU/ 


i 


nypotneticai protein FLJ11259 (FLJ11259), mR 


50F9 


2484 






nS.lo4&2»5 0 


1 


for KIAA0965 protein, partial cds /cds=(0 


100A4 


297 


1941 


AK025730 


Hs.184542 1.00E-149 


3 


FLJ22077 fis, clone HEP12728, highly sirn 


113D4 


950 


1623 


NMJ)16061 


Hs. 184542 0 


1 


CGJ-127 protein (LOC51646), mRNA/cds=( 125,49 


ifloUi 1 


41 


339 


BE730026 


Hs. 184582 1.00E-111 


1 


601562642F1 cDNA, 5* end /clone=IMAGE:3832258 


595F4 


69 


546 


NM_000986 


Hs.184582 0 


1 


ribosomal protein L24 (RPL24), mRNA/cds=(39,5 


lUonlU 


250 


701 


U00946 


Hs. 184592 0 


1 


clone A9A2BRB5 (CAC)n/(GTG)n repeat-containing 
mRN 


*K3DO 


4399 


4488 


AF1 04032 


Hs. 184601 3.00E-24 


1 


L-type amino acid transporter subunit LAT1 mRN 


1U4r id 


298 


1713 


NM_014999 


Hs. 184627 0 


2 


KIAA0118 protein (KIAA0118), mRNA /cds=(255,9 


122E8 


513 


995 


AF035307 


Hs.184697 0 


2 


clone 23785 mRNA sequence /cds=UNKNOWN 














/gb=AF 


OD 


2605 


M37197 


Hs. 184760 1.00E-177 


4 


CCAAT-box-binding factor (CBF) mRNA, complete cds 
/c 


514E4 


29 


519 


NM_000984 


Hs. 184776 0 


3 


ribosomal protein L23a (RPL23A), mRNA /cds=(2 


589A7 


736 


983 


AK025533 


Hs.184793 1.00E-138 


1 


cDNA: FLJ21880fis, clone HEP02743 /cds=UNKNOW 


142G5 


1918 


2157 


A I HAQ7R0 
r\lAJH&f OA 


ns.lo^yoo o.UUc-o3 


3 


Novel human gene mapping to chomosome 13 














/CQS = UInM>JUVvN /gD = A 


462G9 


178 


398 


AI085568 


Hs.185062 1.00E-76 


1 


oy68b05.x1 cDNA, 3' end 7clone=IMAGE: 1670961 


470C12 


81 


333 


T98171 


Hs.185675 1.00E-105 


1 


ye56c12.s1 cDNA, 3' end /done=IMAGE:121750 / 


463F2 


3175 


oooy 


NiVl^U14oob 


Hs.1 86840 1.00E-72 


1 


KIAA0355 gene product (KIAA0355), mRNA /cds=( 


461 E4 


907 


1118 


NM 018519 




i 


nypotneticai protein PR02266 (PR02265), mRNA 


155A1 


53 


379 


AI6 19574 


Hs 187^6? 1 00P-1DQ 


i 


tysucuy.xi cDNA, 3 end /clone=HviAGE:2282512 


461 C9 


2948 


3458 


NM 014504 




A 

I 


putative Rab5 GDP/GTP exchange factor homologu 


470F2 


5 


331 


BE646499 


Hs.187872 1.00E-156 


1. 


7e87h02.x1 cDNA, 3* end /done=IMAGE:3292179 


68D12 


590 


740 


AW963239 


Hs 187908 4 OOF-fifi 


A 
1 


to \ ofo-5\d /gD-AW9o3239 /gi=8153075 /ug= 


75H12 


2012 


2585 


AL1 10269 


Hs 187991 0 


•1 
1 


cuma ui\h^p564A122 (from clone DKFZp564A1 


167G4 . 


1474 


1958 


NM_015626 


Hs.1 87991 0 




uisr^roo^Ai/^ protein (DKFZP564A122), mRNA /c 


137G3 


54 


197 


AI625368 


Hs.1 88365 2.00E-34 


46 


ts37c10x1 cDNA 3* pnd /rlnnp=IMAftF , 9'?'Vi77n 


464C12 


183 


404 


AA432364 


Hs.1 88777 7.00E-94 


1 


ZW76a09 S1 cDNA 3' end /Hnnp=IMAr5F*7fl!?1rt4 / 


467E9 


29 


183 


AA576947 


Hs.1 88886 1.00E-63 


1 


nm82b04 s1 cDNA 3' pnrt /rlnnp=IR/lAf5P-in7^7n*^ 


467B4 


349 


459 


AI392805 


Hs.1 89031 2.00E-49 


1 


ta04h03 x1 cDNA 3' t»nd yrlnnp=l^ylAf5P•5•1n7ft9Q 


461 E2 


242 


473 


BE674964 


Hs.190065 1.00E-109 


1 


7f11b09.x1 cDNA, 3' end /clone= IMAGE: 3294329 


466F4 


58 


295 


BG326781 


Hs.190219 1.00E-132 


1 


602425659F1 cDNA, 5* end /clone=IMAGE:4563471 


465H4 


111 


558 


AA582958 


Hs.190229 0 


1 


nn80d08.s1 cDNA, 3' end /clone=lMAGE:1090191 


470F9 


26 


529 


AI763206 


Hs.1 90453 0 


1 


Wh95e09.x1 cDNA, 3' end /clone=IMAGE:2388520 


66H12 


1 


3459 


D00099 


Hs.1 90703 0 


5 


for Na.K-ATPase alpha-subunit, complete 


472E1 


338 


540 


AW294083 


Hs.190904 2.00E-46 


1 


UI-H-BI2-ahg-b-05.0-UI.s1 cDNA, 3' end /clon 


522G10 


433 


970 


NMJ303757 


Hs.1 92023 0 " 


2 " 


" eukaryotic translation initiation factor 3, 


54G8 


29 


410 


AW838827 


Hs.1 92123 0 


1 


CM 1 -LT0059-2801 00-1 08-e02 /gb=AW838827 


465G4 


261 


515 


BF224348 


Hs.192463 1.00E-104 


1 


7q86c05.x1 cDNA /clone= IMAGE /gb=BF224348 Ig 


468F9 


392 


487 


AI524039 


Hs.192524 2.00E-36 


1 


tg99h02.x1 cDNA, 3' end /clone=IMAGE:21 16947 


466C6 


111 


392 


AW972048 


Hs.192534 1.00E-153 


1 


EST384032 cDNA /gb=AW972048 /gi=8161789 /ug= 
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184F12 


1 


677 


AF090927 


Hs 192705 0 


i 


clone HQQ457 PRO0457 mRNA, complete cds /cds=( 


464C11 


1 


65 


BF29R181 


nb, iMi/oo O.UUt-^o 


1 


601118566F1 cDNA, 5* end /cloneMMAGE: 30281 93 


465H3 


108 


706 




rib. ly^yoo u 


4 
I 


602287708F1 cDNA, 5' end /clone= IMAGE :4375 153 


169F9 


4138 


4890 


D87454 


Hs.192966 0 


1 


KIAA0265 gene, partial cds /cds=(0, 1205) /gb 


118H10 


1104 


1858 


AK024263 


Hs.193063 1.00E-132 


2 


cDNA FLJ 14201 fis, clone NT2RP3002955 /cds=UNK 


472F3 




*tuo 


Dtrnsoonc 


Hs. 193237 0 


1 


7k76b11.x1 cDNA, 3' end /ctone=IMAGE:3481293 


40A5 


1933 


2611 


A tZOOU 


nS. 193400 0 


1 


inteneukin-6 (IL-6) receptor /cds=(437,184 


63B5 


327 


582 


AIA/DCA-ICO 

AW9591o2 


Hs.193669 1.00E-103 


1 


EST371232 /gb=AW959162 /gi=8148846 /ug= 




803 


1173 


M57627 


Hs. 193717 0 


1 


interleukin 10 (IL10) mRNA, complete cds 














/cds=(30,566 


469F5 


2088 


2438 


AL1 10204 


Hs.193784 1.00E-179 


1 


mRNA; cDNA DKFZp586K1922 (from clone . 


598H7 












DKFZp586K 


1428 


1715 


NM 014828 


H<^ iQdn^*» 1 onp 11 q 


4 

1 


KIAA0737 gene product (KIAA0737), mRNA /cds={ 


462B6 


103 


546 


BE618D04 


rio. UTfOOt I.UUC'IOO 


1 


dM4d2354F1 cDNA, 5 end /clone=IMAGE:3865861 


472F12 


1177 


1667 


AB036737 


Hs.194369 0 


2 


. mRNA for RERE, complete cds /cds=(636,5336) /g 


182E10 


11785 13486 


U82828 


Hs 194382 0 


c 

o 


ataxia telangiectasia (ATM) gene, complete cd 


458F4 


258 


408 


NM_022739 


H<5 1 94477 2 OflP-R^ 




t J iiDiquitin Ugase oMURF2 (SMURF2), mRNA /cd 


583 D2 


1425 


1732 


NM 014232 


He 1Q4*^A 1 nnP-17fi 


i 


vesicle-associated membrane protein 2 (synapt 


38H8 


1198 


1620 


U893B7 


ns. i y*ooo u 


1 


RNA polymerase II subunit hsRPB4 gene, complete 

rrte / 


122H10 


5292 


5481 


NMJ)23005 


Hs. 194688 4.00E-80 


1 


ui uu luuuii ictiii dujduciii to zinc Tingsr oomatn, id 


186G9 


1 


1908 


AL1 36945 


Hs.194718 0 


2 


rriRKIA- pDMA nkF7nRflfinni *3 /from s«1smi/i 


113F3 












DKF2p586O0 


1852 


2375 


NM_000634 


Hs. 194778 0 


1 


interleukin 8 receotor aloha f ILflRA^ mRNA / 


106A3 


35 


404 


U11870 


Hs.194778 0 


1 


interleukin-8 receptor tvoe A I IL8RBA) aens nromotn 


473B8 


1001 


1314 


AF319438 


Hs. 194976 1.0DE-172 


1 


SH2 domaln-COntalnina ohoSDhata^P anrhnr nrn 


57F9 


442 


1934 


Y14039 


Hs.195175 0 


27 


mRNA for CASH aloha orotpin /ftrf«;=/4A1 1Q?1\ /n 


49E5 


2314 


2512 


NM.018666 


Hs.195292 2.00E-37 


1 


Dutative tumor antfrien ^SAttF\ mRWA /rrles/iA7 


473B10 


406 


532 


BE671815 


Hs.195374 1.00E-54 


1 


7a47c12 x1 cDNA 3* end /rlnnp-IMA^iF''W31ft7ft 


595B5 


59 


311 


AI653766 


Hs.195378 6.00E-46 


1 


W01b06 x1 cDNA 3* end /clonp=lMAfiF'9?7777Q 


60G4 


42 


1554 


D13642 


Hs.195614 0 


2 


KIAA0017 gene, complete cds /cds=(136 p 1335) 


473B9 


739 


927 


AF241534 


Hs.196015 2.00E-73 


1 


hydatid iform mole associated and imprinted (H 


99C10 


1075 


1424 


NMJ)00294 


Hs.196177 1.00E-115 


1 


phosphorylase kinase, gamma 2 (testis) (PHKG2 


45H9 


956 


1405 


AF283645 


Hs. 196270 0 


-j 


folate transporter/carrier mRNA, complete cd 


54F9 


2567 


2954 


U04636 


Hs. 196384 0 




uyuuDAygenase-iC ^nv/OX-*:) gene, complete cds 














/cds=(1 




401 


606 


A 1 984074 


Hs. 196398 1.00E-104 


1 


wz56c02,x1 cDNAj 3' end /c!one=!^AAGE:2562050 


157G1 


403 


551 


AJ006835 


Hs. 196769 7.00E-77 


2 


RNA trnmrrint frnm 1117 email nurio^iir dki a u a 
im *r\ uaiidirfj ifji nutn i / smau nucleolar kinm no 


163F4 


1 


402. . 


AI650871 


Hs 197028 0 


1 
i 


Wa95f03.x1 cONA, 3' end /clone=ifWAGE:2303933 


160B3 


408 


476 


AI832038 


Hs 1970Q1 5 finP-97 


i 


wj99e02.x1 3' end /clone=IMAGE:241 0970 


105E8 


1299 


3674 


AB02Q657 


Hs 1977QR n 


D 


for KIAA0850 protein, complete cds /cds=( 


178G12 


2097 


3593 


AF205218 


Hs. 197298 0 


8 


NS1 -binding protein-like protein mRNA, compl 


585F1 


284 


1711 


NMJJ01469 


Hs. 197345 0 


4 


thyroid autoantigen 70kD (Ku antigen) (G22P1) 


39C10 


545 


1984 


Z83840 


Hs.197345 0 


2 


ONA sequence from done CTA-216E10 on 














chromosome 22 C 


58E12 


2162 


3013 


NMJ)01530 


Hs. 197540 0 


2 


hypoxia-inducible factor 1, alpha subunit (ba 


125G11 


3673 


4059 


D29805 


Hs.198248 0 


1 


mRNA for beta-1,4-galactosyltransferase, complete 


41H10 


6 


821 


M33906 


Hs.198253 1.00E-156 


2 


MHC class II HLA-DQA1 mRNA, complete cds 


186A11 












/cds=(43,810) 


551 


1031 


NMJJ04544 


Hs.198271 0 


2 


NADH dehydrogenase (ubiquinone) 1 alpha subco 


126D8 


993 


1381 


NM_021105 


Hs.198282 0 


1 


phospholipid scramblase 1 (PLSCR1), mRNA tats 


174C12 


4824 


5257 


NMJ)03070 


Hs. 198296 0 


1 


SWI/SNF related, matrix associated, actin dep 
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109C6 


128 


833 


X04327 


Hs. 198365 0 


1 


ervthrocvte 2 3-btenho < 5nhonlvr.pratp mnta^p mRMA 
EC 


64B12 


4383 


5289 


NMJ)00189 


Hs. 198427 0 


2 




70B4 


3267 


5289 


246376 


Hs 198427 0 


4 


nrvz mr\i>jr\ tot nexomnase \\ /cos— n*»yu,4<£**o) /gty^ 


478H6 


186 


475 


AI978581 


Hs. 198694 1.00E-129 


1 


wq72d08.x1 cDNA, 3' end /clone=!MAGE:247681 5 


587G1 


767 


1143 


NMJD06837 


Hs.198767 1.00E-170 


1 


. C0P9 (constitutive photomorphogenic, Arabido 


465F12 


373 


554 


BE621611 


Hs 1 98802 1 00F-77 


-j 


ouiiyo/o*Hi cujva, j ena /clone- nviAv^t.ooyoojD 


123B3 


310 


3608 


AB011108 


Hs. 198891 0 


3 


mRNA for KIAA0536 Drotpin partial rti^. /rri<i=/n 


157H3 


3457 


5268 


D50929 


Hs. 198899 0 


2 




477H1 


35 


592 


NMJ)02229 


Hs. 198951 0 


1 


inn B Droto-oncoaene tfJUNB^ mRMA /crf«;=/9R^ 19 


53C5 


979 


1296 


X51345 


Hs. 198951 1.00E-160 


1 


j ui i-d iurM>A\ tor juim-d pruicin /cos— ^:oo, izyoj 














/gb=X513 


54H8 


350 


501 


AW450874 


Hs.199014 5.00E-81 


1 


UI-H-BI3-aII-a-1 1-0-Ul.s1 cDNA, 3' end /don 


520E12 


3506 


3878 


L04731 


Hs.199160 0 


1 


translocation T(4:1 1) of ALL-1 gene to chromoso 


57F4 


5941 


6266 


NM_006267 


Hs.199179 1.00E-158 


1 


RAN binding protein 2 (RANBP2), mRNA /cds=(127, 


50B10 


5 


3645 


D86984 


Hs.199243 0 


2 


KIAA0231 gene, partial cds/cds=(0,1430)/gb 


68E12 


1757 


2052 


L25124 


Hs.199248 1.00E-156 


2 


prostaglandin E2 receptor mRNA, complete cds / 




1879 


1958 


NM_00G958 


Hs.1 99248 3.00E-33 


1 


prostaglandin E receptor 4 (subtype EP4) (PTGE 


466G6 


368 


3287 


NM_013233 


Hs.199263 0 


2 


Ste-20 related kinase (SPAK), mRNA/cds=(173,1 


464B9 


633 


1068 


AF015041 


Hs.199291 0 


1 


NUMB-R protein (NUMB-R) mRNA, complete cds /c 


522F9 


2 


116 


AI669591 


Hs.200442 5.0DE-59 


1 


tw34b09.x1 cDNA, 3' end /clone=IMAGE:2261561 


60F11 


4945 


5114 


AB040942 


Hs.201500 7.00E-92 


1 


for KIAA1509 protein, partial cds /cds=(0 


72D12 


819 


1293 


AF1 04398 


Hs.201673 0 


1 


cornichon mRNA, complete cds /cds=(56,490) /g 


105G5 


1629 


2130 


AF091263 


Hs.201675 0 


1 


RNA binding motif protein 5 (RBM5) mRNA, comple 


116G3 


1637 


2854 


NM_005778 


Hs.201675 0 


2 


RNA binding motif protein 5 (RBM5). mRNA/cds=( 


40A10 


254 


431 


AI693179 


Hs.201789 5.00E-85 


1 


Wd68d12.x1 cDNA, 3' end /clone=1WIAGE:23 36759 


473D4 


421 


547 


BE551203 


Hs.201792 3.00E-49 


1 




472D8 


313 


623 


AW390251 


Hs.202402 1.00E-123 




CM4-ST01 89-n^ 1 nocun?i .hor rnM a /nh-Aw?onoi;i 


66H5 


176 


482 


AI271437 


Hs.203041 1.00E-173 


1 


qi19c05.x1 cDNA, 3" end /clone=lMAGE: 1856936 


594C2 


35 


368 


. AW131782 


Hs.203606 1.00E-147 


2 


xf34e08.x1 cDNA, 3* end /clone=IMAGE:2619974 


138B12 ; 


101 


420 


AW1 94379 


Hs.203755 1.00E-93 


3 


xm08hO7.x1 3' end /done=IMAGE:26B3645 


473D3 


1 


234 


AI538474 


Hs.203784 1.00E-117 


1 


td06h08.x1 cDNA, 3* end/clone=IMAGE:2074911 


471A5 


113 


442 


AI393908 


Hs.203829 1.00E-153 


1 


tg05f10.x1 cDNA, 3' end /c!one=IMAGE:21 07915 


40A4 


1621 


2037 


AF004230 


Hs.204040 0 


1 


monocyte/macrophage Ig-related receptor MiR 


463H1 


7 


319 


AW977671 


Hs.204214 1.00E-161 


1 


FST^BQQOO eDNA MK=A\A/Q77R71 /ni-R1fiar\ilQ /un- 


478E7 


25 


434 


AI762023 


Hs.204610 0 


2 


Wh89f04.x1 cDNA, 3' end /clone=IMAGE:2387935 


55E11 


324 


469 


AI741246 


Hs.204656 1.00E-58 


12 




478G10 


345 


476 


AI760901 


Hs.204703 9.00E-34 


1 


wi09h06 x1 cDNA 3' end /elone=lMAGF-2389787 


470E11 


374 


507 


AI762741 


Hs.204707 2.00E-49 


1 


u/h93h02 x1 cDMA T enri /rlf»no=IIWIAnP'9^Rft^^Q 


478F5 


179 


437 


A1086035 


Hs.204873 1.00E-110 


1 


oy70h04.x1 cDNA, 3' end /done=IMAGE:1671223 


464G4 


33 


320 


AI749444 


Hs.204929 5.00E-50 


1 


at24c03.x1 cDNA, 3' end /clone= IMAGE: 2 356036 


472D2 


88 


198 


AI760018 


Hs.205071 4.00E-54 


1 


Wh83b02.x1 cDNA, 3' end /clone=IMAGE:2387307 


470D9 


5 


422 


AW976641 


Hs.205079 0 


1 


EST388750 cDNA /gb=AW976641 /gi=81 67872 /ug= 


470D4 


122 


500 


AA885473 


Hs.205175 0 


1 


am10c12.s1 cDNA, 3' end /cione=IMAGE: 1466422 


473C5 


285 


525 


BF679831 


HS.205319 2.00E-96 


1 


602154415F1 cDNA, 5' end /clone=IMAGE:4295595 


470E7 


295 


521 


AI762557 


Hs.205327 9.00E-95 


2 


wh92f07.x1 cDNA, 3' end/clone=IMAGE:2388229 


478F11 


11 


447 


AI761141 


Hs.205452 0 


3 


wh97g08.x1 cDNA, 3' end /clone=IMAGE:2388734 


459A12 


111 


323 


N72600 


Hs.205555 9.00E-96 


1 


za46f08.s1 cDNA, 3' end /clone=IMAGE:295623 / 


470F4 


214 


481 


AW977820 


Hs.205675 1.00E-131 


1 


EST389824 cDNA /gb=AW977820 /gi=8168971 /ug= 


102G3 


1 


249 


BF580988 


Hs.205695 2.00E-78 


1 


602156272F1 cDNA, 5' end /clone=IMAGE:4297216 


472B2 


312 


700 


BF794256 


Hs.206761 0 


1 


602255454F1 cDNA, 5 1 end /clone=IMAGE:4338949 
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cDNA FLJ14056 fis, clone HEMBB1000335 /cds=UNK 

cosmid CRI-JC2015 at D10S289 in 10sp13 
/cds=(0,1214) 

hc96h02.x1 cDNA, 3" end /clone=IMAGE:2907891 
nab69e1 1 .x1 cDNA /clone=IMAGE /gb=BF439675 / 
601467463F1 cDNA, 5' end /clone=IMAGE:3870902 

tb97a08.x1 cDNA, 3' end /clone=IMAGE:2062262 
Wh71e04.x1 cDNA, 3' end /clone=IMAGE:2386206 
wh81g12.x1 cDNA, 3' end /clone=IMAGE:2387206 
Wh75h08.x1 cDNA, 3* end /done=IMAGE:2386623 
oy69h10.x1 cDNA, 3' end /done=IMAGE:1671 139 
mRNA for KIAA1486 protein, partial cds /cds=(1 
td13h11.x1 cDNA, 3' end /clone=IMAGE:2075589 
Wh39e01.x1 cDNA, 3' end /clone=IMAGE:2383128 
CM3-CT0275-031 1 99-031-a08 cDNA /gb=AW362304 

w!85g03.x1 3' end /clone=IMAGE:2400148 
B-ce)l CLUIymphoma 7A (BCL7A), mRNA /cds=(953 

T cell-specific tyrosine kinase mRNA, complete 
IL2-inducible T-cel! kinase (ITK), mRNA /cds= 
kinectin gene /cds=(69,4139) /gb=Z22551 /gl=296 
metal-regulatory transcription factor 1 (MTF 
tumor necrosis factor alpha inducible protein A20 mRN 

tumor necrosis factor, alpha-induced protein 
apoptosis-related RNA binding protein (NAPOR- 
Wh99h10jc1 cDNA, 3' end /clone=IMAGE:2388931 
7f02d07.x1 cDNA, 3' end /clone=lMAGE:3293485 
Similar to homolog of Yeast RRP4 (ribosomal RN 
wn81c05.x1 cDNA, 3* end /done=IMAGE;2452232 
we11d07.x1 cDNA, 3' end /done=IMAGE:2340781 
mRNA for KIAA0447 protein, partial cds fcds=(2 
DNA sequence from clone 283E3 on chromosome 
1p36.21-36 

guanine nucleotide binding protein (G protein) 
FU10686 fis, clone NT2RP3000252, highly 
GTP-binding protein (NGB), mRNA /cds=(23, 1 924 
HFB30 mRNA, complete cds /cds={236,1660) /gb= 
for lipocortin II, complete cds /cds=(49,1 
annexin A2 (ANXA2), mRNA /cds=(49.1068) /ob=N 

tg10a02.x1 cDNA, 3' end /clone=IMAGE:2108330 
AV686223 cDNA, 5* end /clone=GKCGXHl 1 /clone_ 

7k30d01.x1 cDNA, 3' end /clone=IMAGE:3476785 
td10d05.x1 cDNA, 3' end /done=IMAGE:2075241 
mRNA for KIAA1610 protein, partial cds /cds=(0 
7p05g0l.x1 cDNA, 3 1 end /c!one=IMAGE:3645097 
CM3-ST0163-051099-019-b1 1 /gb=AW389509 
Wi02g11.x1 cDNA, 3' end /do ne= IMAGE :2 3891 24 
DKFZp761H09121_r1 cDNA, 5' end /clone=DKF2p76 

wm49b01.x1 cDNA, 3' end /done=IMAGE:2439241 
tg93g12jc1 cDNA, 3' end /clone=IMAGE:2l 16390 
chromosome 21 segment HS21C079/cds=(0,6888) 

IDN3 protein (IDN3), mRNA /cds=(706,7l82) /gb 
nonfunctional GM3 synthase mRNA, alternative! 



470C1 


1113 


1643 


AK024118 


Hs.206868 0 


1 


469H7 


1076 


1215 


U1 51 77 


Hs.206984 3.00E-69 


1 


61 F9 


5 


181 


AW340421 


Hs.207995 4.00E-94 


1 


473C2 


239 


551 


BF439675 


Hs.208854 1.00E-151 


1 


62G11 






DC7D4 CI A 

bfc/oib11 


Hs.208985 1.00E-60 


1 


472E2 


258 


554 


AI343473 


Hs.209203 1.00E-135 


1 


471 Pin 


\ AQ 
140 


498 


AI768880 


Hs.209511 0 


1 


470G9 


416 


561 


AI798144 


Hs.209609 4.00E-63 


1 


478C10 


120 


447 


AI80931O 


Hs.210385 1.00E-158 


2 


476B7 


64 


341 


AI075288 


Hs.210727 1.00E-151 


2 


477G4 


915 


1541 


AB040919 


Hs.210958 0 


1 


468C2 


215 


498 


AI832182 


Hs.210995 100E-145 


1 


472D1 1 


1 


300 


A1860120 


Hs.211024 1.00E-126 


1 


470D3 


30 


317 


AW362304 


Hs 21 11 94 1 00E-137 


i 


179F6 


105 


551 


AI823649 


Hs.21 1535 0 


1 


477G12 


2439 


4050 


NM_020993 


Hs.21 1563 0 


4 


39A11 


5178 


5792 


L10717 


Hs.21 1576 0 


2 


187B9 


5365 


5790 


NMJD05546 


Hs.21 1576 0 


1 


152C2 


3965 


4297 


Z22551 


Hs.21 1577 1.00E-174 


1 


120A2 


2556 


2917 


NM_005955 


Hs.21 1581 0 


1 


147A2 


9Q1 G 




M59465 


Hs.21 1600 0 


6 


583B12 


2404 


3981 


NM_006290 


Hs.21 1600 0 


11 


689F3 


1905 


2274 


AF090693 


Hs.21 1610 0 


1 


470G11 


277 


462 


AI862623 


Hs.21 1744 5.00E-99 


1 


473F2 


195 


423 


BE675092 


Hs.21 1828 2.00E-95 


1 


517D2 


1059 


1366 


BC000747 


Hs.211973.1.00E-162 


2 


mono 


.jy i 




Al 922921 


Hs.21 2553 2.00E-68 


1 


494H12 


172 


549 


AI912585 


Hs.21 3385 0 


3 


596G11 


4740 


5687 


AB007916 


Hs.214646 0 


8 


104C12 


843 


1787 


AL031282 


Hs.21 5595 0 


2 


124F8 


1391 


2913 


. NM_002074 


Hs.215595 0 


4 


157E8 


1264 


1627 


AK001548 


Hs.21 5766 0 


4 


519G3 


1729 


2094 


NM_012341 


HS.21 5766 0 


1 


473E7 


2278 


2472 


AB022663 


Hs.21 5857 3.00E-52 


1 


104F7 


4 


1324 


D00017 


Hs.21 7493 0 


3 


58G2 


11 


1324 


NMJ)04039 


Hs.21 7493 0 


7 


467D4 


27 


443 


AI392814 


Hs.221014 1.00E-180 


1 


463B1 


69 


457 


AV686223 


Hs.221642 0 


1 


464D10 






BF058398 


Hs.221695 1.00E-115 


1 


466C12 


1 


427 


A1540165 


Hs.222186 0 


1 


125H10 


2596 


2917 


AB046830 


Hs.222746 0 


1 


473C4 


1 


193 


BF435098 


Hs.222833 9.00E-72 


1 


37B4 


18 


371 


AW389509 


Hs.223747 1.00E-147 


1 


470H7 


106 


357 


AI766706 


Hs.223935 1.00E-116 


1 


472D12 


1 


370 


AL1 33721 


Hs.224680 0 


1 


124E4 


53 


208 


AI874107 


Hs.224760 7.00E-50 


3 


477G3 


146 


412 


AI400714 


Hs.225567 1.00E-141 


1 


112F12 


2313 


2799 


AL1 63279 


Hs.225674 0 


1 


118D12 


6187 


6775 


NM_015384 


Hs.225767 0 


1 


109B7 


2208 


3315 


AF119417 


Hs.225939 0 


2 
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125A8 


2877 


3381 


NMJJ06999 


Hs.225951 0 


1 


tODOisomerase-related function nrntpin 4-1 


129C8 


5510 


5893 


AF012108 


Hs.225977 0 


1 


AmDlified in Breast Canrer /AIR1t mRMA mmnio 

ruM r Nliau vaii^oi \niDI] Iiir\lv\, UQITipic 


39G12 


4498 


4859 


NM 014977 


iio.^^f i oo i .uuc-yo 


o 

£. 


waauoiU protein/acinus (KIAA0670), mRNA/cd 


153D10 


1 


286 


AF000145 


\\^>.c.C.( ^fUU 1 .UUC* 109 


o 
C 


germinal center kinase related protein kinase 


464B12 


901 


1425 






A 
1 


mRNA; cDNA DKFZp586H 1 1 (from clone 
















459D9 


3828 


4314 


NMJ)04841 


Hs. 227806 0 


-J 


id5> \j i rase acirvaung proiein-ilK6 ^NoAH/, mK 


135E9 


135 


773 


NMJJ04049 


Hs.227817 0 


1 


c«-'Ut-ieJeiica pro lei n r\ I (DUL^nl mr\NA /COS— ( 


59F10 


123 


808 


Y09397 


Hs.227817 0 


12 


ur\o protein /cas-( lUz.o/y; /gD = YU93y7/ 


516H4 


1901 


2462 


NMJJ14287 


Hs.227823 0 


1 


pM5 protein (PM5), mRNA /cds=(0,3668) /gb=NM_0 


107C12 


2776 


3390 


Y15906 




i 


tor aavpL protein /cds-(1 32,1 646) /gb=Y159 


152C7 


171 


1390 


AF052155 


Hs 2P7QAQ fl 


o 


cione 24761 mRNA sequence /cds=UNKNOWN 














/gb=AF 


522G8 


108 


293 


A1917348 


Hs. 228486 2.00E-70 


1 


ts83d10x1 cDNA 3' pnd /rlnnp»=imiAr2F' , ?9^7fl7«; 


66C7 


304 


445 


AI094726 


Hs.228795 1.00E-26 


1 


Oa08f05x1 cDNA 3' end /c[nnp=IMAfiF*1fiRfi177 


585D1 


51 


294 


Al 199388 


Hs.228817 5.00E-73 


1 


OS75e05 x1 rDNA *V pnH /HnneslMAr^F-IQA^Q^fi 


468E9 


113 


324 


A1523873 


Hs.228926 7.00E-77 


2 


ta97c12x1 cDMA 3' end /clone=IMAriF-?1 1R79A 


466F1 


44 


139 


AI380491 


Hs.229374 3.00E-39 


2 


tf95b10 x1 cDNA 3'pnH /fJonp=tMAfiF'9in7nni 


182F1 


40 


465 


AI354231 


Hs.229385 1.00E-138 


4 


qv12c04x1 cDNA 3' end /clone=IMAt*5E-19fi1^n 


465C1 


237 


316 


AW812896 


Hs.229868 3.00E-38 


1 


RC3-ST0186-250200-018-a1 1 cDNA /gb=AW812896 


178H7 


42 


353 


AI581732 


Hs.229918 1.00E-68 


5 


ar74f03.x1 cDNA, 3* end /clo ne=l MAG E:21 28349 


72H6 


48 


534 


AI818777 


Hs.229990 1.00E-85 


3 


wl11f10.x1 cDNA, 3' end /clone=IMAGE:2424619 


181E9 


52 


279 


AI827451 


Hs 229993 1 00E-66 


-j 


wi i /a i i.x i cuina, o eno /cione— iiVlAGn.Z425173 


38H1 


225 


311 


AI579979 


Hs 230430 1 00F-25 


■j 


iq^oauLxi cuna, ^ end /cione=livlAGE:22 11720 


489G11 


66 


369 


AI8 18596 


Hs 230492 1 00E-112 


5 


WR./ *iau4.xi cuima, o eno /cione-iiviAGt!242l 127 


118D6 


40 


161 


AI025427 


Hs 230752 6 00F-T7 




ow^/gub.si cuna, 3 end /cione=llvlAGE: 1648090 


462H6 


305 


437 


AI087055 


Hs 230805 3 00E-67 


-| 


oyrucuy.xi curvA, o end /Clone- 1 MAGE: 167 11 84 


107C11 


93 


240 


AI79641 9 


Hs 230Q**Q 1 OflF-dn 


-j 


WJ1/TUZ.X1 cuima, 3 end /clone=llvlAGE:2403099 


591A1 


65 


316 


AA767883 


Hs 231154 7 00F-5Q 


4 


oa^unu/.si cuna, 3 end /clone^lMAGE.1 306525 


471 B3 


177 


519 


BE407125 


Hs ?^1 sio 1 ohf-ikr 


i 


ouijuioiori cuima, o end /aone=IMAGE:3636412 


64G11 


609 


950 


AL542592 


Hs 231816 1 00E-166 




AL04z:oyz curvA /cione-UoUUtOl2YA05-(5-pnme) 


108G1 


1 


210 


AW006867 


Hs.231987 1.00E-109 


1 


ws15d07.x1 cDNA, 3' end /clo ne= I MAGE 2497261 


115F3 


44 


185 


AW016002 


Hs.232000 7.00E-75 


2 


wi-n-Diup-aDn-n-uo-u-ui.s I cuna, o end /CIO 


138A6 


4771 


5194 


D1 5050 


Hs.232068 0 


-j 


udnscnpiton lacror akcdo, complete cos /cd 


472A6 


311 


497 


BF1 95579 


Hs.232257 1.00E-78 


1 


7nR'?rfl'^ v1 ^HKIA 'V onrl /r>lnna-lllJIAPD9C7'IOrkC 

i iiojtuo.A [ lajinm, o ©no / cione— iwiAot.oOfl cUO 


111A7 


285 


463 


AW026667 


Hs.233261 1.00E-41 




wviouuy.xi cuina, o eno /clone— iMAGt. 25296 17 


67G8 


292 


560 


BE719483 


Hs.233383 4.00E-94 


3 


MRi-HTnft^R-n5nflnA.nni_i^nR /nK-nc7i q^qi 


123B11 


180 


351 


AW006045 


Hs.233560 5.00E-82 


1 


wzoiuuy.xi cuina, o ena /cione— IMAGC..2555209 


472E3 


1 


319 


AW027530 


Hs.233564 1.00E-180 


1 


wviSLug.Ai UJnn, o clKJ /Clone— IIVlAot.ZDoD^f *♦ 


36F11 


943 


1896 


285996 


Hs.233750 0 




DNA sequence from PAC 431A14 on chromosome 














firvSM pAnla 


184G6 


49 


491 


BF694761 


Hs.233936 0 


9 


ouiuououtrii uuiNrt, o enu /Cione— IMAuti.4^*tOl 33 


599C7 


12 


540 


NM_006471 


Hs.233936 0 


55 


myosin, light polypeptide, regulatory, non-s 


156B4 


405 


774 


AF054185 


Hs.233952 1.00E-164 


1 


proteasome subunlt HSPC complete cds /c 


595G5 


85 


315 


NM_002792 


Hs.233952 1.00E-126 


1 


proteasome (prosome, macropain) subunit, alp 


67F5 


108 


556 


AK000654 


Hs.234149 0 


1 


FLJ20647 fls, clone KAT02147 /cds=(90,836 


591B6 


1 


555 


NM_017918 


Hs.234149 0 


6 


hypothetical protein FLJ20647 (FLJ20647), mR 


111B7 


1887 


2217 


AK023204 


Hs.234265 1.00E-120 


1 


cDNA FLJ13142 fis, clone NT2RP3003212, modera 


72F6 


314 


2581 


AL035071 


Hs.234279 0 


2 


DNA sequence from clone 1085F17 on chromosome 










Hs.234279 0 




20q11.1 


514H4 


2105 


2523 


NM.D12325 


1 


microtubule-associated protein, RP/EB family 


599A10 


1 


1163 


NM_002300 


Hs.234489 0 


30 


lactate dehydrogenase B (LDHB), mRNA /cds=(84 


163A8 


470 


1153 


X13794 


Hs.234489 0 


4 


lactate dehydrogenase B gene exon 1 and (EC 1.1.1. 


125E5 


31 


465 


NM_000978 


Hs.234518 1.00E-117 


2 


ribosomal protein L23 (RPL23), mRNA /cds=(25,4 
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protein tyrosine kinase related mRNA sequence 
/cds=UN 

feM (C.elegansHike 3 (myoferlin) (FER1L3) 
lysozyme gene (EC 3.2.1 .17) /cds=(82,474) 
/gb=X14008 

oy65b09.x1 cDNA, 3* end /clone=lMAGE: 1 670681 
mRNA; cDNA DKFZp761B101 (from done 
DKFZp761B1 

cDNA FLJ14075 fis, clone HEMBB1001905, weakly 

FLJ20253 fis, done COLF6895/cds=UNKNOWN 
tc57g08.x1 cDNA, 3' end /clone=IMAGE:2068766 
ze64a07.r1 cDNA, 5' end /clone=IMAGE:363732 / 
HMT1 (hnRNP methyltransferase, S. cerevisiae) 
SWI/SNF related, matrix associated, actin dep 
cDNA: FLJ22757 fis, clone KAIA0803 /cds=(92,24 
FLJ13161 fis, clone NT2RP3003589, highly 
cDNA: FLJ22706 fis, clone HSI13163/cds=UNKNOW 

putative helicase RUVBL (LOC56897), mRNA /cds 
FLJ10652 fis, done NT2RP2005886 /cds=(50 
hypothetical protein FLJ10652 (FU10652), mR 
signal recognit/on particle 72kD (SRP72), mRN 
lnterleukin-7 receptor (IL-7) mRNA, complete cds /cd 

interleukin 7 receptor (IL7R), mRNA/cds=(22,1 
PRO2013 mRNA, complete cds /cds=( 135,380) /gb 
oncostatin-M specific receptor beta subunit (OSMRB) 

cDNA: FU22457 fis, clone HRC09925 /cds=(56,14 
AV70O542 cDNA, 3* end /done=GKCAFD05 /clone_ 

EST367160 cDNA /gb=AW955090 /gi=8144773 /ug= 

cdk inhibitor p27KIP1 mRNA, complete cds /cds= 
Similar to cydirvdependent kinase inhibitor 
mRNA; cDNA DKFZp434K0427 (from clone 
DKFZp434K 

DNA sequence from clone RP4-675C20 on 
chromosome 1p1 3 

pre-B-cell colony-enhancing fador (PBEF), m 
pre-B cell enhancing fador (PBEF) mRNA, complete 
cds 

FU21368 fis, clone COL03056, highly sim 
ninjurin 2 (NINJ2), mRNA /cds s =(56,484) /gb=NM 
FLJ22882 fis, clone KAT03587, highly sim 
tyrosyl-tRNA synthetase (YARS), mRNA /cds=(0, 
transmembrane protein BRI mRNA, complete cds 
integral membrane protein 2B (ITM2B), mRNA Zed 
CCR4-NOT transcription complex, subunit 2 (C 
Similar to CG14740 gene product done MGC:25 
G protein-coupled receptor 35 (GPR35), mRNA / 
for TRIP protein /cds=(178,2532) /gb=AJ22 
wu60d10.x1 cDNA, 3* end /clone=IMAGE:990854 / 
FU23538 fis, clone LNG08010, highly sim 
nuclear cap binding protein subunit 2, 20kD, 
natural killer-tumor recognition sequence (N 
cDNA: FLJ23534 fis, done LNG06974. highly sim 
transcriptional coactivator ALY mRNA, partia 
peflin (PEF), mRNA /cds=(1 2,866) /gb=NM__01 239 



471 B1 


1499 2033 


L05148 


Hs.234569 0 


1 


466D7 


105C 


) 1402 


l\IIVI_U IO401 


! Hs.234680 0 


1 


108B11 


407 


742 


A l*tUU(J 


Hs.234734 0 


1 


476A12 


3 




AIQ76299 


Hs.235042 0 


2 


464H7 


994 


2425 


AL1 57426 


Hs.235390 1.00E-22 


1 


472F2 


2203 


2431 




Hs.235498 7.00E-97 


1 


63C7 


1159 


1751 


AK000260 


Hs.235712 0 


1 


73C8 


39 


485 


AJ379474 


Hs.235823 0 


1 


590H8 


182 


449 


AA020845 


Hs.235883 1.00E-145 3 


182H3 


468 


2009 


NMJJ01535 


Hs.235887 1.00E-119 5 


119B12 


253 


596 




Hs.236030 0 


1 


461 C5 








Hs.236449 0 


1 


182G3 


514 


2817 


AK023223 


nS.^oo494 0 


2 


469G7 


857 


1336 


AK026359 


Hs.236744 0 


1 


592A9 


1522 


1888 


NMJ320135 


Hs.236828 0 


1 


177A1 


1260 


1704 


AK001514 


Hs.236844 1.00E-170 


i 1 


594G2 


916 


1537 


NMJ318169 


Hs.236844 0 


2 


98D10 


1861 


1964 


NMJ)06947 


Hs.237825 9.00E-36 


1 


72C7 


36 


1214 


M29696 


Hs.237868 0 


2 


591 B10 


577 


1658 


NMJJ02185 


Hs.237868 0 


9 


109G2 


16 


405 


AF116682 


Hs.238205 0 


1 


41E1 


2163 


2733 


U60805 


Hs.238648 0 


1 


599C11 


508 


1734 


AK026110 


Hs.238707 0 


5 


143E8 


2 


595 


AV700542 


Hs.238730 1.00E-177 


6 


596C11 


77 


658 


AW955090 


nS.<ijayo4 U 


5 




1371 


1634 


AY004255 


Hs.238990 1.00E-148 


1 


I f OKs 1 


1599 


1859 


BC001971 


Hs.238990 1.00E-146 


1 




1539 


1809 


AL1 36828 


Hs.238996 1.00E-131 


1 


591H9 


6104 


6559 




Hs.2391 14 0 


1 


512G4 


231 


2376 


" NM_005746 


Hs.239138 0 


61 


53D11 


935 


2053 


U02020 


Hs.2391 38 0 


15 


38B7 


2187 


2263 




Hs.2391 89 1.00E-36 


1 


458E10 


90 


622 


NM_016533 


Hs.239208 0 


1 


184G10 


1608 


2056 


AK026535 


Hs.239307 0 


1 


194D9 


1544 


1683 


NM_003680 


Hs.239307 4.00E-57 


1 


110C7 


450 


1216 


AF246221 


Hs.239625 0 


4 


599G9 


446 


1205 


NM_021999 


Hs.239625 0 


13 


515E4 


1404 


1671 


NMJ)14515 


Hs.239720 1.00E-132 


1 


115H10 


1124 


2079 


BC000105 


Hs.239760 0 


2 


466E3 


605 


923 


NMJ505301 


Hs.239891 1.00E-164 


2 


52B5 


993 


1243 


AJ223075 


Hs.239894 1.00E-106 


1 


171E10 


88 


399 


AW002624 


Hs.240077 1.00E-145 


1 


75C5 


325 


1604 


AK027191 


Hs.240443 0 


8 


597D3 


1134 


1792 


BC001255 


Hs.240770 0 


1 


98A11 


596 


6834 


NMJJ05385 


Hs.241493 0 


10 


98C10 


1580 


2204 


AK027187 


Hs.241507 0 


40 


463E8 


324 


846 


AF047002 


Hs.241520 0 


1 


514G6 


802 


1238 


NMJ)12392 


Hs.241531 0 


3 
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177G4 


1375 


1887 


A rAAA<l A ft 

AF 0991 49 


Hs. 24 1558 Q 


1 


1 kihu I type i mr\r\M, com pie ic cuo /cub— ^ iw, idzd 










He 541 *5fi7 0 


-\ 


FLJ11642 fis, clone HEMBA1004356, highly 


513B12 


700 


1447 


KIR /I mcoo 


r1S.^4JDof u 


O 


DMA hinHinn mr»fif cinnlp cfranrlprl intprarttnn 


500G10 


910 


1249 


NM_000594 


Hs.241570 0 


1 


tumor necrosis factor (TNF superfamily, membe 


514B6 


735 


1032 


NM_018630 


Hs.241576 1.00E-155 


1 


hypothetical protein HKU/fo/f [rrvjzo/ /) t mKNA 


590H9 


61 


251 


NM_0 16200 


Hs. 24 1578 1.00E-104 


1 


U6 snRNA-associatea om-liKe protein Lbmo (LUu 


50A6 


200 


311 


AK026704 


Hs.242868 3.00E-57 


3 


FLJ23051 fis, clone LNG02642 (cds-UNKNOW 


104C10 


199 


353 


AA424812 


Hs.243029 2.00E-74 


1 


zwQ4b02.s1 cDNA, 3 end /clone=lMAGt:768267 / 


72G4 


182 


415 


AW081232 


Hs.243321 1.00E-99 


4 


xc22e08.x1 cDNA, 3' end /ctone=IMAGE:2585030 


521 D1 2 


32 


287 


AW1 02836 


Hs.243457 6.00E-96 


1 


xd38h12.x1 cDNA, 3' end /clone=IMAGE:2596103 


102FS 


79 


157 


W46562 


Hs.243720 4.00E-26 


1 


zc26e07.s1 cDNA, 3' end /clone=IMAGE:323460 / 


56D6 




454 




Hs 243886 1 00E-122 


1 


histone-binding protein mRNA, complete cds /c 


595D8 


25 


495 


NMJ)02482 


Hs.243886 0 


1 


nuclear autoantigenic sperm protein (histone- 


46G5 


2137 


2661 


AK000745 


Hs.243901 0 


1 


cDNA FLJ20738 fis, clone HEP08257 














/cds=UNKNOWN 


477D4 


141 


250 


A1394Q01 


Hs.244666 4.00E-51 


1 


tg06d04.x1 cDNA, 3' end /clone=IMAGE:21 07975 


139B7 


50 


235 


AW078847 


Hs.244816 4.00E-32 


2 


xb18g07.x1 cDNA, 3' end /clone=lMAGE:2576700 


472C4 


74 


464 


AW1 39918 


Hs.245138 0 


1 


Ut-H-Bl1-aee-d-05-0-UU1 cDNA, 3' end /clon 


459F7 


45 


229 


AW080951 


Hs.245616 7.00E-58 


1 


XC28C10.X1 cDNA, 3' end /clone=IMAGE:2585586 


100A6 


41 


1795 


L22U09 




•a 
O 
















/gb=L22009 


592 G8 


41 


1798 






e 
D 


hpfprnnpnprvt iq nurHpar rihnniirlpnnrfttpin l~M 


71 G4 


382 


583 


AL1 36607 


Hs.245798 1.00E-104 


1 


mRNA; cDNA DKFZp564l0422 (from clone DKFZp564 


118B9 


4495 


5528 


AK024391 


Hs.246112 0 


4 


cDNA FLJ 14329 fis, clone PLACE4000259, highly 


471 E5 


148 


464 


AI568725 


Hs.246299 1.00E-177 


1 


th15a01.x1 cDNA, 3' end /done=IMAGE:2118312 


464D11 


26 


526 


N28843 


Hs.246358 0 


1 


yx59d10.r1 cDNA, 5' end /clone=^AGE:266035 / 


40H7 


550 


1108 


S57235 


Hs.246381 0 


1 


CD68=110kda transmembrane glycoprotein [human, 














promonocy 


471 E12 


152 


507 


AW1 17189 


Hs.246494 1.00E-149 


1 


xd83f08.x1 cDNA, 3' end /clone=IMAGE:2604231 


479C1 


47 


345 


AV739961 


Hs.246796 1.00E-140 


1 


AV739961 cDNA, 5* end /c!one=CBFBRA1 0 /clone_ 


472C9 


43 


400 


BF796642 


Hs.246818 0 


1 


602259846F1 cDNA, 5' end /clone=IMAGE:4343171 


47F11 


2 


227 


AB015856 


Hs.247433 1.00E-123 


1 


for ATF6, complete cds /cds=(68,2080) /gb 


179H9 


12 


379 


AL031313 


Hs.247783 1 .00E-1 1 1 


1 


DNA sequence from clone 581F12 on chromosome 














Xq21. Co 


167A9 


5 


352 


Z00013 


Hs.247792 1.0QE-163 


5 


H. sapiens germline gene for the leader peptide and 














variable 


72B8 


402 


672 


L15006 


Hs.247824 1.00E-139 


2 


Ig superfamily CTLA-4 mRNA, complete cds /cds= 


488H10 


135 


672 


NM.005214 


Hs.247824 1.00E-146 


5 


cytotoxic T-lymphocyte-assoclated protein 4 


188G8 


1 


255 


NM_002991 


Hs.247838 1.00E-135 


1 


small inducible cytokine subfamily A (Cys-Cys 


153D11 


401 


720 


AL049545 


Hs.247877 1.00E-133 


2 


DNA sequence from clone 263J7 on chromosome 














6q14.3-15 


44D2 


42 


448 


AL035604 


Hs.247894 1.00E-133 


1 


DNA sequence from clone 38C16 on chromosome 














6q22.33-2 


180B7 


10 


271 


L21961 


Hs.247947 4.00E-72 


1 


Ig rearranged lambda-chain mRNA, subgroup VL3, V- 
J re 


110B11 


311 


803 


U08626 


HS.247984 0 


1 


glutamine synthetase pseudogene /cds=(0,899) /gb=U 


74G5 


361 


965 


X14798 


Hs.248109 0 


1 


DNA for c-ets-1 proto-oncogene /ods=(278,1603) /gb= 


60H10 


214 


527 


AW1 50084 


Hs.248657 1.00E-99 


3 


xg36f03.x1 cDNA, 3* end /clone=lMAGE:2629661 


64E2 


329 


536 


BF512500 


Hs .248689 1.00E-112 


1 


UI-H-BI3-alw-h-10-0-Ul.s1 cDNA, 3' end /clon 


470C6 


278 


470 


AI832183 


Hs.249031 1.00E-103 


1 


wh80g09.x1 cDNA, 3* end /clone=IMAGE:2387104 


146A9 


1145 


1422 


S63912 


Hs.249247 1.00E-113 


1 


D10S102=FBRNP (human, fetal brain, mRNA, 3043 














nt] /cds=(30, 


519E8 


37 


628 


NM_002136 


Hs.249495 0 


1 


heterogeneous nuclear ribonucleoprotein A1 


458C7 


2232 


2520 


NMJ300964 


Hs.250505 1.00E-163 


1 


retinoic acid receptor, alpha (RARA), mRNA /cd 


476A8 


1060 


1601 


AF308285 


Hs.250528 0 


1 


serologically defined breast cancer antigen N 
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AL157499 Hs.250535 1.00E-153 3 



123D7 


436 


2077 


477A10 


285 


370 


172G12 


726 


1598 


167E11 


11633 13714 




loo 


~7A A 
714 


40D9 


2289 


3010 


1inno 




3259 


iDunO 


I 


302 


■ 1 Uu 1 z 


629 


1228 


458D12 


1 136 


1714 


177C5 


658 


823 


126A2 


658 


1009 


523G1 


1 


337 


40G1 


4 


781 


188G7 


1 


1030 


61E12 


578 


2275 


38B10 


995 


1211 


70C3 


2022 


2405 


177E9 


49 


406 


50F8 


1841 


2048 


585E12 


16 


194 


181E12 


22 


99 


477H4 


290 


451 


188G11 


95 


700 



471H9 

134F9 

597B10 

120D7 

593B10 

482C11 

472C6 

472D4 

472D1 



1 285 
1358 1464 



13 
962 



279 
1674 



102 467 
32 122 



34 

27 



279 
440 



120 362 



480F11 367 558 
472B5 35 363 
75E5 1 904 



592A12 

472D10 

479H9 

480A2 

480B7 

479H11 

480A4 

480A7 

480A8 

480C12 

480F9 



1 

183 

43 

18 

16 

23 

415 

223 

26 

239 

1 



1100 

414 

184 

523 
298 
202 
598 
427 
338 
483 
423 



AW291304 Hs.250600 2.00E-34 1 

AF182420 Hs.250619 0 6 

NM_016252 Hs.250646 1.00E-180 2 

NMJ)02823 Hs.250655 4.00E-99 3 

M95585 Hs.250692 0 1 

NM__003144 Hs.250773 0 3 

AF103458 Hs.250806 6.00E-93 2 

M35416 Hs.250811 0 1 



AY007158 
J02521 

NM_004965 

AE0O066O 

X72308 

NMJ)02789 

NMJJ06537 

AK026594 

X52142 

S80990 



Hs.250820 0 1 

Hs.251064 3.00E-32 1 

Hs.251064 0 3 

Hs.251465 1.00E-178 2 

Hs.251526 0 3 

Hs.251531 0 3 

Hs.251636 0 2 

Hs.251653 1.00E-107 1 

Hs.251871 0 1 

Hs.252136 1.00E-125 2 



AK026712 Hs.252259 1.00E-114 15 
AI383340 Hs.252300 1.00E-63 1 
BE963374 Hs.252338 4.00E-30 1 



AI524022 

NMJ)07104 

AV706014 



Hs.252359 8.00E-87 1 
Hs.252574 0 2 
Hs.252580 1.00E-145 1 



AL359626 Hs.252588 5.00E-50 



NMJ)00981 

NMJJ06054 

AW191929 

AW195119 

AW204029 

AW205624 

BF750565 

AW237483 

AI432340 

M14328 

NMJJ01428 
AI364936 
AW292772 
AW293267 
AW293895 
AW293955 
AW294681 
AW294695 
BF514247 
AW295088 
BF531016 



Hs.252723 1.00E-149 
Hs.252831 0 
Hs.252989 7.00E-93 
Hs.253151 3.00E-33 
Hs.253384 1.00E-137 
Hs.253502 0 
Hs.253550 1.00E-133 



28 

5 

1 

1 

1 

1 

1 



Hs.253820 1.00E-105 1 
Hs.254006 1.00E-169 1 
Hs.254105 0 5 



Hs.254105 0 5 

Hs.255100 1.00E-126 1 

Hs.255119 2.00E-70 1 

Hs.255178 0 1 

Hs.255249 1.00E-116 1 

Hs.255255 3.00E-79 1 

Hs.255336 5.00E-66 1 

Hs.255339 1.00E-103 1 

Hs.255340 1.00E-167 1 

Hs.255389 1.00E-124 1 

Hs.255390 0 \ 



480B3 68 377 



mRNA; cDNA DKF2p434N2412 (from clone 
DKFZp434 

UI-H-BI2-agg-b-1 1-0-Ul.s1 cDNA, 3* end /clon 
MDS019 (MDS01 9) mRNA, complete cds /cds=(231 ,1 

bacuioviral IAP repeat-containing 6 (BIRC6J, 
prothymosin, alpha (gene sequence 28) (PTMA), 
hepatic leukemia factor (HLF) mRNA, complete cds 
/cds 

signal sequence receptor, alpha (translocon-a 
Isolate donor N done N168K immunoglobulin kap 
GTP-binding protein (RALB) mRNA, complete cds 
/cds=(1 

clone CDABP01 1 3 mRNA sequence /cds=UNKNOWN 

non-bistone chromosomal protein HMG-14 mRNA 
complet 

high-mobility group (nonhistone chromosomal) 
T-cell receptor alpha delta locus from bases 5 
for monocyte chemotactlc protein-3 (MCP- 
proteasome (prosome, macropain) subunit, alp 
ubiquitin specific protease 3 (USP3), mRNA /cd 
FLJ22941 fis, clone KAT08078, highly stm 
CTP synthetase (EC 6.3.4.2) /cds=(75,1 850) / 
flcolln [human, uterus, mRNA, 1736 nt] 
/cds=(532,1512)/gb 

FLJ23059 fis, clone LNG03912/cds=(41,16 
tc76g05.x1 cDNA, 3' end /c!one=IMAGE:2070584 
601657137R1 cDNA, 3' end/clone=IMAGE:3866193 

tg99f02.x1 cDNA, 3' end /ctone=IMAGE:2 116923 
ribosomal protein LlOa (RPL10A), mRNA /cds=(1 
AV706014 cDNA, 5* end /clone=ADBAOB12 /clone. 

mRNA; cDNA DKFZp564F172 (from clone 
DKFZp564F1 

ribosomal protein L19 (RPL19), mRNA /cds=(28 6 
reticulon 3 (RTN3), mRNA /cds=(1 24,834) /gb=N 
xl77c10.x1 cDNA, 3' end /c!one=IMAGE:2680722 
xn66b0?.x1 cDNA, 3* end /clone=IMAGE:2699413 
UI-H-BI1-aen-d-02-0-Ul.s1 cDNA, 3' end /clon 
UI-H-BI1-afr-e-01-O-Ul.s1 cDNA, 3' end /clon 
RC1-BN0410-251090 014-f11 cDNA /gb=BF750565 

xm72e01.x1 cDNA, 3* end /clone=IMAGE:2689752 
tg54e06.x1 cDNA, 3' end /do ne=l MAGE .2112610 
alpha enolase mRNA. complete cds /cds=(94,1398) 

enolase 1, (alpha) (EN01), mRNA /cds=(94,1398) 
qz23c12.x1 cDNA, 3' end /done=IMAGE:2027734 
UI-H-BW0-aij-d-03-0-Ui.s1 cDNA, 3' end /clon 
UI-H-BW0-aii-e-10-0-Ul.s1 cDNA, 3' end /clon 
UI-H-BW0-ain-f-10-O-Ul.s1 cDNA, 3' end /clon 
UI-H-BWO-aik-d-05-0-Ul.s1 cDNA, 3' end /don 
UI-H-BWO-afl-g-10-0-Ul.s1 cDNA, 3' end /clon 
U!-H-BW0-aim-a-02-0-Ul.s1 cDNA, 3' end /clon 
UWBW1-ani-h-09-0-Ul.s1 cDNA, 3' end /clon 
UI-H-BW0-ait-d-09-O-Ul.s1 cDNA, 3* end /clon 
602072345F1 cDNA, 5' end /clone=l MAG E:42 15251 



AW295610 HS.255446 1.00E-161 1 UI-H-BW0-aip-c-03-0-ULs1 cDNA, 3' end /don 



269 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



460H5 


44 


427 


AA455707 


Hs.255452 1.00E-161 


1 


aa22d09.r1 cDNA, 5' end /ctone=IMAGE:814001 / 


480B12 


132 


212 


AW295664 


Hs.255454 7.00E-39 


1 


UI-H-BW0-aip.g-12-O-UI.s1 cDNA, 3" end /don 


472E7 


163 


489 


AI439645 


Hs.255490 1.00E-166 


1 


tc91e08.x1 cDNA, 3* end /clone=IMAGE:2073542 


480D12 


84 


258 


AW296005 


Hs.255492 8.00E-90 


1 


UI-H-BWO-aiu-b-01-0-Ul.s1 cDNA, 3* end /clon 


480F4 


34 


464 


' AW296063 


Hs.255501 0 


1 


UI-H-BWO-aiu-g-08-0-Ul.s1 cDNA, 3' end /clon 


480D5 


18 


404 


AW296490 


Hs.255554 0 


2 


UI-H-BW0-aiq-f-O8-0-ULs1 cDNA, 3* end /clon 


480E1 


95 


379 


AW296532 


Hs.255559 1.00E-101 


1 


UI-H-BWO-aiv-b-07-0-Ul.s1 cDNA, 3' end /clon 


480E5 


17 


326 


AW296545 


Hs.255560 1.00E-128 


1 


UI-H-BW0-aiv-c-11-0-Ul.s1 cDNA, 3' end /clon 


480F2 








Hs.2b5573 1.00E-160 


1 


U!-H-BW0-aix-M2-0-Ul.s1 cDNA, 3* end /don 


480G7 


38 


479 


AW296797 


Hs.255579 0 


1 


UI-H-BWO-ajb-e-07-0-Ul.s1 cDNA, 3* end /clon 


480C9 


19 


274 


AW297339 


Hs.255637 1.00E-117 


1 


UI-H-BW0-aJr-c-03-0-Ul.s1 cDNA, 3' end /clon 


480C4 


70 


191 


AW297400 


Hs.255647 1.00E-49 


1 


UI-H-BW0-ais-a-05-0-Ul.s1 cDNA, 3* end /clon 


480G5 


17 


242 


AW297522 


Hs.255661 2.00E-87 


1 


Ul-H-BW0-aja-e-02-O-Ul.s1 cDNA, 3' end /clon 


480F10 


230 


560 


AW294654 


Hs.255687 0 


1 


UI-H-BW0-ail-d-10-0-Ul.s1 cDNA, 3' end /clon 


480G9 


47 


582 


AW297813 


Hs.255695 0 


1 


UI-H-BWO-aiv-n-OQ-n-lll «;1 rDWA T pnH /rUn 


480G10 


31 


453 


AW297827 


Hs.255697 0 


1 


UI-H-BW0-aiv-h-11-0-UI S1 CDNA 3' end /rlnn 


482G6 


16 


242 


AW339651 


Hs.255927 3.00E-78 


1 


he15a04 x1 eDNA 3' end /Hnne=lMAnF-9Q1Q19fi 


469B11 


4 


221 


AW341086 


Hs.256031 1.00E-99 


1 


XZ92h04 x1 cDNA 3* end /Hnne=IMAf^F-9ft7i7n'* 


140E7 


2870 


3589 


M32315 


Hs.256278 100E-84 


2 


tumor necrnQt?: fartnr rArAntnr mRKIA rnmnlotn /^rie- 

/cd 


189H12 


2839 


3294 


NM_001066 


Hs.256278 0 


2 


tumor necrosis factor receptor superfamlly, m 


99H11 


83 


589 


NM_005620 


Hs.256290 0 


4 


S1 00 calcium-binding protein A1 1 (caigizzarin 


58C7 


1778 


2264 


AJ271747 


Hs.256583 0 


1 


partial mRNA for double stranded RNA binding nu 


482F4 


373 


628 


AV719442 


Hs.256959 1.00E-124 


1 


AV719442 cDNA, 5* end /clone=GLCBNA01 /done_ 


482F5 


8 


377 


AW440866. 


Hs.256961 1.00E-179 


1 


he05f02.x1 cDNA, 3' end /clone=IMAGE:2918139 


482F8 


191 


315 


AW440974 


Hs.256971 2.00E-62 


1 


he06e12.x1 cDNA, 3' end /done=IMAGE:2918254 


479E7 


136 


567 


AW444482 


Hs.256979 0 


2 


UI-H-BI3-akb-e-05-0-Ul.s1 cDNA, 3' end /clon 


471 H5 


3 


432 


AI438957 


Hs.257066 0 


1 


rc89b05.x1 cDNA, 3' end /clone=IMAGE .2073297 


472G3 


.233 


617 


AW450350 


Hs.257283 0 


1 


UI-H-B!3-akn-c-01-0-Ul.s1 cDNA, 3' end /clon 


472G11 


112 


338 


AI809475 


Hs.257466 1.00E-101 


1 


wh76d06 J(1 cDNA, 3* end /c!one=IMAGE:2386667 


479F7 


22 


421 


AW452467 


Hs.257572 0 


1 


UI-H-BI3-a!s-e-09-0-Ul.s1 cDNA, 3' end /clon 


479G9 


95 


304 


AW452513 


Hs.257579 1.00E-81 


1 


U1-H-BW1-ame-b-03-0-Ul.s1 cDNA, 3' end /clon 


479F11 


16 


329 


AW453021 


Hs.257640 1.00E-163 


1 


UI-H-BW1-ama-c-02-0-Ul.s1 cDNA, 3' end /clon 


479G4 


45 


441 


AW453044 


Hs.257646 0 


1 


UI-H-BW1-ama-e-01-0-Ul.s1 cDNA, 3* end /don 


482F9 


11 


256 


AW467193 


Hs.257667 1.00E-108 


1 


he07a04.x1 cDNA, 3'end/done=IMAGE:2918286 


432(52 


g 


til 


A>MAG7A\r\C\ 

AW4b fqvv 


Li- tc7£»oa A nnr a a^\ 

MS. 257680 1.00E-112 


1 


he10f11.x1 cDNA, 3' end /clone=IMAGE:2918637 


482G8 


108 


428 


AW467437 


Hs.257682 1.00E-1 77 


1 


he17d05.x1 cDNA, 3' end /c!one=IMAGE:2919273 


482G12 


1 


417 


AW467501 


Hs.257687 0 


1 


he19e06.x1 cDNA, 3' end /c!one=IMAGE: 291 9490 


482H4 


39 


143 


AW467746 


Hs.257695 3.00E-51 


1 


he23d05.x1 cDNA, 3* end /c!one=IMAGE:291 9849 


4B2H6 


1 


116 


AW467863 


Hs.257705 2.00E-59 


1 


he27c04.x1 cDNA, 3' end /clone=ll\/IAGE:2920230 


482H7 


■ 1 


321 


AW467864 


Hs.257706 1.00E-156 


1 


he27c05.x1 cDNA, 3' end /clone=IMAGE:2920232 


482H9 


1 


112 


AW467992 


Hs.257709 1.00E-47 


1 


he30b01.xl cDNA, 3' end /clone=IMAGE:2920489 


483A2 


20 


429 


AW468207 


HS.257716 0 


1 


he34a1 2.x1 cDNA, 3' end /clone=IMAGE:2920894 


483A9 


11 


373 


AW468431 


Hs.257727 0 


1 


he37h11.x1 cDNA, 3* end /clone=iMAGE:2921253 


483B2 


2 


241 


A\AMfiflfi?1 

nVVtOOQt 1 


He 0f\77A'\ 1 one 1 -1 Q 


1 


he42e03.x1 cDNA, 3' end /clone=lMAGE:2921692 


75B1 


157 


246 


Dpcoi -ton 


Wo OHHAGA R fWVC A A 


1 


601278313F1 cDNA, 5' end /clone=IMAGE:3610443 


585F6 


2200 


4106 


AL 136549 


Hs.258503 0 


8 


mRNA; cDNA DKFZp761 112121 (from done 














DKFZp761 


169E2 


5186 


5415 


U20489 


HS.258609 1.00E-119 


2 


glomerular epithelial protein 1 (GLEPP1) comple 


127A5 


2142 


2477 


AB037790 


Hs.258730 1.00E-177 


1 


mRNA for KIAA1369 protein, partial cds /cds=(0 


171B12 


4202 


4314 


Y10129 


Hs.258742 4.00E-45 


2 


mybpc3 gene /cds=(33,3857) /gb=Y10129 /gi=20583 


75B7 


531 


682 


L14542 


Hs.258850 3.00E-81 . 


1 


lectin-like type II integral membrane protein (NKG2-E 


471 G5 


344 


473 


AI144328 


Hs.259084 3.00E-61 


1 


O y84g04.x1 cDNA, 3' end /clone=IMAGE:1 672566 


479B7 


73 


307 


AF161364 


Hs.259683 1.00E-123 


1 


HSPC101 mRNA, partial cds /cds=(0,556) /gb=AF 


146B11 


1942 


2174 


AL1 36842 


Hs.260024 8.00E-92 


1 


DKF2p434A0530<from clone DKF2p434A 
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584A1 1085 1470 AL022398 Hs.261373 1.00E-166 



148B1 119 817 

60G3 203 3170 

462E7 292 374 

56F11 33 234 



119C5 
105A4 
469H1 
181 A3 
41 B7 

75F9 
99C3 
598E12 

468B6 

115E11 

114A4 

166C7 

56A8 

70B10 

178D10 

168B9 

465F2 

469E2 

465D10 

473F10 



2414 

3225 

369 

2434 

3209 

264 

2684 

2417 

863 

1234 

31 

1315 

564 

229 

1831 

451 

91 

302 

284 

831 



2664 
3775 
576 
2768 
3885 

452 
3155 
2894 

1515 
1713 
382 
1919 
3624 
2138 
2796 
881 
433 
422 
405 
1096 



193A10 


458 


563 


458E11 


44 


264 


163C12 


280 


954 


196F4 


208 


567 


464G2 


378 


529 


464F5 


131 


476 


41G6 


458 


880 


464F2 


139 


220 


178E10 


961 


1452 


129E1 


73 


441 


40C9 


4195 


4949 


108E1 


917 


1331 


155H10 


232 


715 


159D3 


38 


238 


477C3 


744 


1166 


173D12 


228' 


594 


472D9 


27 


418 


465F9 


1885 


2345 


41E11 


1 


277 


462E11 


8 


526 


104C6 


210 


327 


596A3 


411 


1208 


75C2 


1892 


2188 


58C6 


1 


956 



X60656 
NMJ301634 
AW300868 
BF243724 



Hs.261802 0 
Hs.262476 0 
Hs.262789 8.00E-40 
Hs.263414 4.00E-82 



2 
15 
1 
1 



NM_002108 Hs.263435 1.00E-137 1 

AK025774 Hs.264190 0 3 

AI3801 1 1 Hs.264298 1 .00E-1 03 1 

NMJJ02535 Hs.264981 1.00E-148 2 

M59911 Hs.265829 0 1 

AW1 50944 Hs.265838 2.00E-96 1 

AK000680 Hs.266175 0 2 

Hs.266940 0 2 



NMJM6569 
AF271994 
NM_024095 
AK001749 
AB033054 
AK001471 
NMJ)12255 
AF068235 
AA613224 
BE857296 
AI270476 
AK021517 

AI818951 
W03955 
M30704 

NMJK)1657 
AW1 72850 
AW572930 
Y16645 
AW975086 



Hs.267182 0 1 

Hs.267288 0 ^ 

Hs.267400 1.00E-179 1 

Hs.267604 0 2 

Hs.267690 0 3 

Hs.268012 0 3 

Hs.268555 0 2 

Hs.268763 0 1 

Hs.270264 0 1 

Hs.270293 1.00E-57 1 

Hs.270341 4.00E-51 1 

Hs.270557 1.00E-140 1 

Hs.270614 5.00E-31 1 

Hs.270717 1.00E-118 1 

Hs.270833 1.00E-168 2 



Hs.270833 1.00E-158 
Hs.270999 4.00E-77 
Hs.271264 0 
Hs.271387 0 
Hs.271420 2.00E-34 



AK021715 Hs.271541 0 



1 
1 
1 
1 
1 

1 



NM_016049 Hs.271614 1 .OQP-136 i 

X17033 Hs.271986 0 \ 

NMJ)06811 Hs.272168 0 2 

AL021395 Hs.272279 1.00E-164 1 



AL034343 Hs.272295 1.00E-106 4 
AL133015 Hs.272307 0 2 
AL121934 Hs.272340 1.00E-140 5 



NMJ)16135 

NMJ)13351 

NMJ)04167 

NMJ)01503 

AE000659 

NM_013392 

AK000316 

NMJ)06009 



Hs.272398 0 1 

Hs.272409 0 1 

Hs.272493 1.00E-113 1 

Hs.272529 0 -j 

Hs.272550 5.00E-61 1 

Hs.272736 0 5 

Hs.272793 1.00E-165 1 

Hs.272897 0 2 



DNA sequence from PAC 434014 on chromosome 
1q32 

elongation factor 1-beta /cds=(95,772) 
S-adenosy!methionine decarboxylase 1 (AMD1) 
xk07d09.x1 cDNA, 3' end /clone* IMAGE:2666033 
601877832F1 cDNA, 5' end /clone= IMAGE :41 06359 

histidlne ammonia-lyase (HAL), mRNA /cds=(29? 
FLJ22121 fis. clone HEP18876, highly sim 
tf98a11.x1 cDNA, 3' end /do ne= IMAGE: 2 107292 
2 , -5 , oligoadenylate synthetase 2 (OAS2), tra 
integrin alpha-3 chain mRNA, complete cds 
/cds=(73,32 

xg42e09.x1 cDNA, 3' end /clone=IMAGE:2630248 
cDNA FLJ20673 fis, clone KAIA4464 /cds=<104,14 
cDNA: FU23016 fis, clone LNG00874 /cds=UNKNOW 

TBX3-iso protein (TBX3-iso), mRNA /cds=(1 16,1 
dopamine responsive protein DRG-1 mRNA, compl 
hypothetical protein MGC5540 (MGC5540), mRNA 
FU10887 fis, clone NT2RP4002018, weakly 
for KJAA1228 protein, partial cds /cds=(0 
FLJ10609 fis, clone NT2RP2005276. highly 
5'-3' exoribonuclease 2 (XRN2), mRNA /cds=(68, 
barrier-to-autointegration factor mRNA, com 
no19d06.s1 cDNA, 3' end/clone=IMAGE:1101131 
7g27b01.x1 cDNA, 3' end /clone=IMAGE:3307657 
qu88e12.x1 cDNA, 3' end /clone=lMAGE: 1 9791 82 
cDNA FLJ11455 fis, clone HEMBA1 001497 /cds=UNK 

w|89e12.x1 cDNA, 3' end /clone=IMAGE:2410030 
za62d04.rl cDNA, 5' end /clone=IMAGE:297127 / 
amphiregulin (AR) mRNA, complete cds, clones 
lambda-A 

amphiregulin (schwannoma-derived growth fac 
Xj04f02.x1 cDNA, 3* end /clone=IMAGE:2656251 
hf17fD7.x1 cDNA, 3' end/clone=IMAGE:2932165 
for monocyte chemotactic protein-2 /cds= 
EST387192 cDNA /gb=AW975086 /gi=81 66291 /ug= 

cDNA FLJ11653 fis, clone HEMBA1 004538 /cds=UNK 

CGI-1 12 proiein (LOC51016), mRNA /cds=(1 58,78 
integrin alpha-2 subunit/cds=(48,3593)/gb 
tumor differentially expressed 1 (TDE1), mRNA 
DNA sequence from clone RP1-269M15 on 
chromosome 20q1 

DNA sequence from clone RP1-108C2 on 
chromosome 6p12. 

mRNA; cDNA DKFZp43402417 (from clone 
DKFZp4340 

DNA sequence from clone RP11-209A2 on 
chromosome 6. C 

transcription factor ets (TEL2), mRNA/cds=(7 
T-box21 (TBX21), mRNA /cds=(21 1,181 8) /gb=NM 
small inducible cytokine subfamily A (Cys-Cys 
giycosylphosphatidylinositol specific phos 
T-cell receptor alpha delta locus from bases 2 
nuclear receptor binding protein (NRBP), mRNA 
FLJ20309 fis, done HEP07296/cds=(41,l27 
Tubulin, alpha, brain-specific (TUBA3), mRNA 
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A Artl If) 

190H8 


3246 


3771 


AK024471 


Hs.273230 1.00E-165 


2 


mRNA for FLJ00064 protein, partial cds /cds=(0 


590E11 


1512 


1860 


NMJD14230 


Hs.273307 1.00E-168 


4 


sternal recoanition nartidp fiftkA /^RPfiftt mRM 


588H2 


696 


1454 


NWL000516 


Hs.273385 0 


3 


Guanine nucteotidp bindinn nmtpin IGi nrntprnS 


165E9 


3186 


3695 


NM_014871 


Hs.273397 0 


1 


KIAA0710 gene product (KIAA0710), mRNA /cds=( 


462A6 


394 


496 


AA527312 


Hs.273775 2.00E-42 


1 




587F1 


1763 


1978 


AL050353 


Hs 274170 1 OOE-112 


1 


mr\N/\, cuinm ui\rz4jD04Cu40iC (trom clone 














DKFZp564C 


177E5 


1448 


1876 


AK000765 


Hs.274248 0 


1 


FLJ20758 fis, clone HEP01508 /cds=(464,13 


59E7 


1 


301 


AF151049 


Hs.274344 1.00E*159 


3 


HSPC215 mRNA, complete cds/cds=(92,451) /gb= 


174A6 


931 


1352 


NWL004301 


Hs.274350 0 


1 


BAF53 (BAF53A), mRNA /cds={1 36, 1425) /gb=NM_0 


99E2 


718 


1391 


NMJ318477 


Hs. 27436 9 0 


4 


uncnaracienzea nypotnaiamus protein harpi 1 


117F6 


3046 


3478 


AB037844 


Hs.274396 0 


2 


mRNA for KIAA1423 protein, partial cds /cds=*(0 


52F3 


1724 


2342 


NM_005346 


Hs.274402 1.00E-149 


48 


heat shock 70kD protein 1 (HSPA1B), mRNA /cds=( 


O I DD I 


71Q 


1U<£0 


kIM fH007C 

NM__U loyY b 


Hs.274428 1.00E-161 


2 


TRF2-interacting telomeric RAP1 protein (RAP 










HS.274439 0 


1 


FLJ1 1265 fis, clone PLACE1009158 /cds=(30 


137D6 


1697 


1817 


NM_001403 


Hs.274466 8.00E-49 


1 


eukaryotic translation elongation factor 1 a 


10BD11 


321 


646 


X16863 


Hs.274467 1.O0E-16O 


1 


Fc-gamma Rlll-1 cDNA for Fc-gamma receptor III-1 
(CD 


107F1 


567 






I.UUh-lbo 


1 


clone TCBAP0774 mRNA sequence /cds=UNKNOWN 

!n 


517B9 


4 


480 


NM 002128 


Hs 274472 0 


3 


l 9 

high-mobility group (nonhistone chromosomal) 


514C8 


254. 


539 


M1 2888 


Hs 274474 1 OftF-Idd 


2 


i -ceu receptor germiine beia-cnain gene C-region C- 


460G5 


602 


775 


M12679 


Hs.274485 3.00E-94 


1 


Cw1 antinen mRNA rnmnlptp rri«s /^Hc*-/n M7\ 
» oiiuycn inr\iMr\, uuinpiclt? iajo /COS- (\J,0 It) 














/gb=M1267 


463G7 


163 


744 


D90145 


Hs.274535 0 


4 


LD78 beta gene /cds=(86,367) /gb=D90145 














/gi=219907/ 


472E10 


277 


391 


AI393960 


Hs.274851 6.00E-59 


1 


tg11d04.x1 cDNA, 3' end /clone=IMAGE:2 108455 


115A11 


156 


446 


NM_014624 


Hs.275243 1.00E-157 


8 


S1 00 calcium-binding protein A6 (calcyclin) ( * 


102C6 


23 


448 


A a r* a r\ r- a a 

AA610514 


Hs.275611 1.00E-161 


1 


np93h02.s1 /clone=IMAGE:1 133907 /gb=AA6 


160E3 


24 


304 


AA757952 


Hs.275773 1.00E-74 


3 


2g49e07.s1 3' end /clone = IMAGE:396708 / 


500B8 


26 


536 


NM_022551 


Hs.275865 0 


3 




522D9 


184 


593 


NM_001959 


Hs.275959 0 


1 


pukarvntlr tran<il?itinn plnnnatlnn fartnr 1 h - 


151H4 


1 


196 


AA984890 


Hs.276063 5.00E-58 


1 


amG2pOS <;1 rDMA *V f»nH /r\r\na— ^VCA/tO 
dinu^cuu.i) i wlvA, o criU /ClUne— IMnVsC. IO»DCKf4& 


476B10 


362 


615 


BF510670 


Hs.276341 1.00E-116 


1 


UI-H-BI4-aof-b-08-0-UI <41 cDNA 3 1 pnd /rlnn 


144F10 


73 


279 


AI318342 


Hs.276662 8.00E-57 


1 


ta73c09 x1 3' f>nri yrJnnf>=IMAfiP'90dQ719 


593G1 


17 


88 


BE747210 


Hs.276718 2.00E-26 


1 


601580926F1 rDNA *>' p»nd /rlnn^slMArtF'^QQQ^^n 


473E3 


205 


488 


AI380791 


Hs.276766 1.00E-144 


1 


tg04b12.x1 cDNA, 3' end /clone=IMAGE:21 07775 


598A2 


72 


427 


NM_001803 


Hs.276770 0 


19 


CDW52 antigen (CAMPATH-1 antigen) (CDW52), mR 


170H2 


83 


432 


X62466 


Hs.276770 0 


1 


CAMPATH-1 (CDw52) antigen /cds=(33,21 8) 


464F7 


2 


454 


AI492640 


Hs.276903 0 


2 


qz18a06.x1 cDNA, 3 1 end /c!one=IMAGE:202 1842 


464E5 • 


102 


191 


AI4 93726 


Hs.276907 3.00E-44 


2 


q2l2f0B.x1 cDNA, 3' end /done=IMAGE:2021319 


50B5 


42 


308 


AI581383 


Hs.276988 5.00E-77 


1 


to71c02 x1 cDNA. 3' end /ctonp=IMA^F'9-f fl^714 


468C6 


40 


279 


AI740667 


Hs.277201 1.00E-64 


1 


waD7b07 x1 cDNA 3' end /clonp=^Af5F-9^R4^7^ 


111D12 


1 


562 


AI749435 


Hs.277224 1.00E-118 


9 


at24b04.x1 cDNA, 3' end /clone=IMAGE:2356015 


459B4 


176 


367 


AI811065 


Hs.277293 2.00E-38 


1 


tr03f05.x1 cDNA, 3' end /clone=IMAGE:22 17249 


477H3 


6227 


6584 


NMJN3449 


Hs.277401 1.00E-132 


1 


bromodomain adjacent to zinc finger domain, 2A 


54A8 


34 


301 


AW050975 


Hs.277672 3.00E-48 


1 


wz25f04.x1 cDNA, 3' end /do ne= I MAGE: 2559 103 


459E4 


1532 


2061 


NM„006389 


Hs.277704 0 


1 


- oxygen regulated protein (150kD) (ORP150), mR 


109B6 


3281 


3721 


U65785 


Hs.277704 0 


1 


150 kDa oxygen-regulated protein ORP150 mRNA, 














complet 


524H7 


2979 


3350 


NMJXJ5899 


Hs.277721 0 


1 


membrane component, chromosome 17, surface ma 


472F10 


425 


556 


AW082714 


Hs.277738 5.00E-69 


1 


xb61f07.x1 cDNA, 3» end /clone=IMAGE:2580805 


176D1 


113 


269 


AW262728 


Hs.277994 6.00E-32 


1 


xq94a12.x1 cDNA, 3' end /clone=IMAGE: 2758270 


464H4 


2138 


3563 


NM_016733 


Hs.278027 0 


9 


LIIVI domain kinase 2 (LIMK2), transcript varian 
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145C9 


533 


1446 


D13316 


161C3 


339 


560 


NMJ)02041 


74C9 


345 


1048 


AK026632 


59E2 


255 


782 


L24804 


521H10 


a 
o 


461 


AI720536 


118C6 


830 


1104 


NMJMJ1 995 


104E9 


248 


417 


AF151054 


594F10 


379 


1760 


NM_016520 


126D1 1 


7374 


7716 


NMJ)06289 


589E6 


3078 


5778 


NMJJ03105 


102C10 


669 


1180 


D14041 


526H8 


167 


4709 


NMJJ15874 


120A12 


732 


1305 


AB029031 




3138 


3515 


AF035737 


40A7 


3179 


3864 


U24578 




4401 


4581 


AB002334 




104 


1222 


D50525 


4fi7Pin 

HO / c 1 u 


lbs 


542 


BE973840 


75F2 


1121 


1772 


J04755 


170E12 


204 


843 




103F4 


589 


926 


NM_019597 


37F8 


3 


519 


U01923 


66B11 


2195 


2512 


AB029027 


171G3 


219 


815 


AK027258 


172E12 


18 


95 


NMJM4065 


596A12 


1 


225 


BE220869 


61H2 


20 


220 


BE279328 I 


458E12 


1835 


2473 


NMJ)14160 I 



Hs.278238 0 3 

Hs.278238 1.00E-123 1 

Hs.278242 0 3 

Hs.278270 0 2 

Hs.278302 1.00E-114 4 
Hs.278333 1.00E-148 1 
Hs.278429 2.00E-78 1 
Hs.278429 0 4 
Hs.278559 0 1 
Hs.278571 0 3 
Hs.278573 0 1 
Hs.278573 0 5 
Hs.278586 0 1 
Hs.278589 0 2 
Hs.278625 0 1 

Hs.278671 2.00E-60 1 
Hs.278693 0 11 
Hs.278704 1.00E-145 1 



37 

2 

1 
1 



Hs.278857 0 
Hs.278857 0 



Hs.279039 1.00E-172 1 

Hs.279040 0 2 

Hs.279040 4.00E-27 2 

Hs.279231 2.00E-78 1 

Hs.279429 2.00E-32 3 



110F3 


■983 


1614 


37E5 


39 


732 


66D6 


6 


463 


123A11 


411 


903 


185A10 


809 


1324 


472H9 


88 


543 


41A2 


1 


326 


'135F4 


648 


935 


69D9 


841 


935 


116B6 


938 


1562 


473F4 


6847 


7401 


' 123C7 


2488 


2684 


586E2 


357 


633 


464D6 


383 


524 


99G9 


1375 


1835 


590F4 


1045 


1540 


163E1 


59 


564 


525G5 


3914 


4160 


598A10 


9 


821 


526C8 


734 


1166 


183G12 


758 


1093 


36B3 


247 


611 


592G3 


479 


1052 



NM_016160 
AK001403 
BE502919 
NM_0 13237 
NM_002817 
AL582047 

AK000575 
NM_016283 
D16217 
NMJ)01750 
NM_007329 
NMJJ21644 
NM_014169 
NM_016154 
NM_013388 
NWL003883 
NM_015932 
NMJ)14819 

NM_003295 
NMJ)16007 
NMJ) 17774 
AK025623 
NM_016146 



Hs.279518 0 1 

Hs.279521 0 1 

Hs.279522 0 1 

Hs.279529 0 2 

Hs.279554 0 1 

Hs.279555 0 1 

Hs.279581 1.00E-162 1 
Hs.279586 1.00E-110 1 

Hs.279607 9.00E-40 1 

Hs.279607 0 1 

Hs.279611 0 1 
Hs.279681 1.00E-105 1 

Hs.279761 3.00E-97 1 

Hs.279771 1.00E-33 1 

Hs.279784 0 1 

Hs.279789 0 2 

Hs.279813 0 3 

Hs.279849 1.00E-138 1 

Hs.279860 0 19 

Hs.279867 0 1 

Hs.279893 0 1 

Hs.279901 0 1 

Hs.279901 0 4 



transcription factor, E4TF1-47, complete cds 
GA-binding protein transcription factor, bet 
FU22979 fis, done KAT1 1379, highly'sim 
(P23) mRNA, complete cds /cds=(232 714) 
/gb=L24804 / 

as83c02.x1 cDNA, 3' end /done=IMAGE:2335298 
fetty-add-CoenzymeAligase, long-chain 1 ( 
HSPC220 mRNA, complete cds /cds=(288,818) /gb 
hepatocellular carcinoma-associated antigen 
taiin (TLN), mRNA /cds=(1 26,7751 ) /gb=NM_0062 
sortilin-related receptor, L(DLR class) A re 
for H-2K binding factor-2, complete cds / 
H-2K binding factor-2 (LOC51580), mRNA/cds=( 
mRNA for KIAA1 108 protein, partial cds /cds=(0 
genera! transcription factor 2-I (GTF2I) mRNA 
RP1 and complement C4B precursor (C4B) genes 
partial 

KIAA0336 gene, complete cds /cds=(253,5004) 
TI-227H /cds=UNKNOWN /gb=D50525 /gl=1 167502 
601680647F1 cDNA, 5' end /done=| MAG E:395 1154 

ferritin H processed pseudogene, complete cds 
/cds=UN 

Isoform of human GTP-binding protein G25K 
/cds=(1 04,679)/ 

heterogeneous nuclear ribonucleoprotern H2 
BTK region clone ftp-3 mRNA /cds=UNKNOWN 
/gb=U01923/ 

for KJAA1104 protein, complete cds /cds=( 
FU23605fis, clone LNG15982, highly sim 
HT001 protein (HT001), mRNA /cds=(24 1,1 203) / 
hu01g02.x1 cDNA, 3' end /done=IMAGE:3165362 
601157666F1 cDNA, 5* end /done=IMAGE:3504328 

HSPC070 protein (HSPC070), mRNA /cds=(331,158 

amyloid precursor protein homolog HSD-2 (LOC5 
FLJ10541 fis, clone NT2RP2001381 /cds=(3 
hz81b08.x1 cDNA, 3' end /clone=IMAGE:3214359 
px19-like protein (PX19), mRNA /cds=(1 76,835) 
proteasome (prosome, macropain) 26S subunit, 
AL582047 cDNA /cIone=CS0DL003YD01-(3-prime) 

FLJ20568fis, clone RECO0775 /cds=(6,422) 
adrenal gland protein AD-004 {LOC51 578), mRNA 
calpastatin, complete cds /cds=(l 62,2288) / 
calpastatin (CAST), mRNA /cds=(66,1358) /gb= 
deleted in malignant brain tumors 1 (DMBT1), tr 
heterogeneous nuclear ribonucleoprotein H3 ' 
HSPC134 protein (HSPC134), mRNA /cds=<45.716) 
ras-related GTP-binding protein 4b (RAB4B), m 
prolactin regulatory element binding (PREB), 
histone deacetytase 3 (HDAC3), mRNA/cds'=(55,i 
hypothetical protein (HSPC014), mRNA /cds=(8 ' 
KIAA0438 gene product (KIAA0438), mRNA /cds=( 

tumor protein, translationaliy-controiled 1 
CGI-59 protein (LOC51625), mRNA /cds=(2, 1153) 
hypothetical protein FU20342 (FLJ20342), mR 
FU21 970 fis, done HEP05733, highly sim 
PTD009 protein (PTD009), mRNA /cds=(257,9i 6) 
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38 F5 


811 


1256 


AF1 51875 


Hs. 2799 18 0 


4 


CGM17 protein mRNA, complete cds /cds-(456,9 


161E3 


542 


862 


NMJH6391 


Hs.279918 1.00E-151 


1 


hypothetical protein (HSPC111), mRNA/cds=(6 


584F11 


10 


212 


NIW 014248 


Hs.279919 1.00E-112 


2 


ring-box 1 (RBX1), mRNA /cds=(6,332) /gb=NM_0 


588H7 


400 


1155 


NM_003404 


Hs. 279920 0 


12 


tyrosine 3-monooxygenase/tryptophan 5-monoo 


169C8 


400 


1155 


X57346 


Hs.279920 1.00E-131 


2 


HS1 protein /cds=(372,1 112) /gb-X57346 


147A1 


209 


1978 


AK025927 


Hs. 279921 0 


8 


FLJ22274 lis, done HRC03o1o, highly Sim 


591H11 


48 


1810 


NM_016127 


Hs.279921 1.00E-176 


33 


HSPC035 protein (LOC51659), mRNA /Cds=(16,103 


69D1 


727 


1776 


NM_014366 


Hs.279923 0 


3 


putative nucleotide binding protein, estradio 


52C6 


303 


1151 


V00522 


Hs.279930 0 


2 


encoding major histocompatibility complex gene 


158C11 


2483 


2785 


D84224 


Hs.279946 1.00E-166 


2 


methionyl tRNA synthetase, complete c 


194E7 


1525 


1767 


NM_004990 


Hs.279946 1.00E-125 


1 


methionine-tRNA synthetase (MARS), mRNA /cds 


62E5 


215 


701 


U93243 


Hs.279948 0 


1 


Ubc6p homolog mRNA, complete cds /cds=(27,983) 


145G3 


1 


1882 


AK024090 


HS.281434 1.00E-147 


c 
o 


rLJ 14Uzo TIS, Clone HtdVltiA lUUoooo /COS-UN 


473A6 


1 


310 


DCOOZl J1 






nwzyDuo.xi cuinm, o eno /cionc-iiviMot.oidHouo 


52C12 


1 


455 


R67739 


Hs.282401 0 


1 


yi28c06.ri cDNA, 5' end /clone=IMAGE: 140554 / 


112A3 


5072 


5274 


NM_006165 


HS.282441 3.00E-83 


1 


nuclear factor related to kappa B binding prote 


61 H3 


443 


577 


AV648638 


Hs.282867 2.00E-68 


4 


AV648638 cONA, 3' end /clone=GLCBLE12 /clone_ 


37D3 


38 


766 


AF287008 


Hs.283022 0 


5 


triggering receptor expressed on monocytes 1 


125C5 


32 


748 


NM_01B643 


Hs.283022 0 


13 


triggering receptor expressed on myeloid cell 


41 B1 


597 


1084 


NM_018636 


Hs.283106 0 


2 


hypothetical protein PR02987 (PR02987), mRNA 


111E9 


1111 


1405 


AB037802 


Hs.283109 1.00E-152 


1 


mRNA for KIAA1381 protein, partial cds /cds=(0 


169D7 


5 


175 


BE672733 


Hs.283216 2.00E-37 


1 


7b75g07.x1 3' end /done=IMAGE:3234108 


74G11 


47 


384 


BE676472 


Hs.283267 1.00E-151 


1 


7f30c05.x1 cDNA, 3' end /ctone=IMAGE:3296168 


191A5 


256 


890 


NM 018507 


Hs.283330 0 


3 


hypothetical protein PR01843 (PR01843), mRNA 


465B7 


114 


638 


AW979262 


HS.283410 0 


2 


EST391372 cDNA /gb=AW979262 /gi=8170550 /ug= 


143E1 


1970 


2258 


NMJJ20217 


Hs.283611 1.00E-110 


1 


hypothetical protein DKFZp547l014 (DKFZp547l 


54E9 


385 


739 


AF1 16620 


Hs.283630 0 


3 


PRO1068 mRNA. complete cds fcds=UNKNOWN 


462D10 


63 


279 


NM_007220 


Hs.283646 1.00E-119 


1 


/gb=A 

carbonic anhydrase VB, mitochondrial (CA5B), 


518B11 


359 


690 


NM_016058 


Hs.283670 1.00E-167 


2 


CGI-119 protein (LOC51643), mRNA /cds^O.776) 


36H5 


1 


226 


BE778549 


Hs.283674 8.00E-85 


1 


601466063F1 cDNA, 5' end /clone=IMAGE:3869391 


126H10 


907 


1431 


NMJ317801 


Hs.283685 0 


1 


hypothetical protein FU20396 (FU20396), mR 


69B1 


2288 


3232 


AF1 03803 


Hs.283690 0 


6 


clone H41 unknown mRNA /cds=(323, 1099) /gb=AF 


98B1 


162 


489 


NM_018476 


Hs.283719 1.00E-110 


1 


un characterized hypothalamus protein HBEX2 


39C3 


997 


3088 


NM_020151 


Hs.283722 0 


2 


GTT1 protein (GTT1), mRNA/cds=(553,1440) /gb 




1 o 






ns.£uor £.q \i 


2 




142F11 


138 


371 


AF1 73296 


Hs.283740 1.00E-13O 


1 


e(y)2 homolog mRNA, complete cds /cds=(21 6,521 


592F3 


480 


858 


NM_013234 


Hs.283781 0 


2 


muscle specific gene (M9), mRNA7cds=(171,827) 


159E5 


3 


281 


AL121916 


Hs.283838 1.00E-113 


6 


DNA sequence from clone RP1-189G13 on 














chromosome 20. 


142H10 


517 


892 


AL121585 


Hs.283864 9.00E-70 


2 


DNA sequence from clone RP1 1-504H3 on 














chromosome 20 C 


166D3 


1 


227 


X72475 


Hs.283972 6.00E-70 


1 


for rearranged Ig kappa light chain variable 


134EB 


980 


1302 


NMJJ14110 


Hs.284136 0 


47 


PRO2047 protein (PRO2047), mRNA /cds=(798, 968 


596C5 


30 


705 


NM_006134 


Hs.284142 0 


2 


chromosome 21 open reading frame 4 (C210RF4), m 


74A4 


1944 


2157 


AL359585 


Hs.284158 100E-110 


3 


cONA DKFZp762B1 95 (from clone DKFZp762B1 


159A4 


159 


1414 


AF165521 


Hs.284162 0 


4 


ribosomal protein L3XT isolog (L30) mRNA, compl 


597F9 


836 


1000 


NM_016304 


Hs.284162 1.00E-88 


1 


60S ribosomal protein L30 isolog (LOC511B7), m 


462D2 


655 


1306 


NM_016301 


Hs.284164 0 ■ 


1 


protein x 0004 (LOC51184), mRNA /cds={31,885) 


458C6 


720 


910 


AP001753 


Hs.284189 1.00E-102 


1 


genomic DNA, chromosome 21 q, section 97/105 / 


165D5 


1482 


2302 


AB040120 


Hs.284205 0 


2 


mRNA for BCG induced integral membrane protein 
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601816251F1 cDNA, 5' end /clone=!MAGE:4050061 



180C12 


309 


602 


67D9 


27 


2026 


39D1 


307 


2899 


147C8 


391 


556 


192C12 


333 


484 


49G11 


380 


523 


115C11 


375 


1001 


458H8 


1544 


2233 


70PA 


1 1 


605 


66C6 


684 


1415 




4 


460 


171F12 


646 


839 




1438 


1728 


171 HO 


A 
1 


2500 


40C5 


786 




458D9 


55 




458D1 


1 


310 


515C10 


817 


1136 


71C7 


285- 


2441 




372 


612 


586C12 


18 


381 




152 


685 


513H8 


17 


690 


586G2 


3978 


4107 


99D12 


2330 


2851 


182A2 


284 


576 


465A11 


2226 


2321 


190A11 


679 


1126 


75E2 


479 


837 


59B7 


488 


1071 


460E8 


1611 


1979 



465F11 

150E12 

52D9 

37F4 

188G5 

171C12 

104E8 

181A4 



5714 6271 

2041 2720 

703 1482 

1091 1655 

1081 1753 

2103 2426 

1354 1790 

1890 2507 



AK024969 
U90552 

AF161451 
AV700210 



NMJ)01300 

BF684382 

X58529 

AK025788 
AL050376 



Hs.284235 1.00E-148 


2 


Hs.284249 0 


10 


Hs.284283 0 


5 


Hs.284295 2.00E-58 


1 


Hs.284605 5.00E-57 


1 


Hs.284674 4.00E-33 


1 


Hs.285017 0 


1 


Hs.285107 0 


1 


Hs.285173 0 


4 


Hs.285313 0 


5 


Hs.285555 0 


2 


Hs.285823 6.00E-99 


2 



Hs.285833 1.00E-152 1 
Hs.285853 5.00E-21 1 



AK026603 Hs.286124 0 2 

NMJ)16041 Hs.286131 0 1 

AK025886 Hs.286194 1.00E-151 1 

AK021791 Hs.286212 1.00E-138 1 



AK026933 
BE965319 

NM_000996 

AJ277247 

NM_020525 

NMJ)21621 

NM__015906 

AK024331 



Hs.286236 0 7 
Hs.286754 3.00E-66 2 



Hs.287361 0 
Hs.287369 0 
Hs.287369 0 
Hs.287387 3.00E-68 
Hs.287414 0 
Hs.287631 1.00E-156 



3 

37 

510 

1 

1 

1 



AK024372 Hs.287634 1.00E-42 1 

AK026769 Hs.287725 0 1 
AL390738 Hs.287788 1.00E-146 3 



AK022537 Hs,287863 0 
AK024092 Hs.287864 0 



NMJJ06312 

AK026834 

AB016247 

AK025375 

NMJ)01101 

AB046857 

AK023078 

AK022030 



Hs.287994 0 
Hs.287995 0 
Hs.288031 0 
Hs.288061 1.00E-141 
Hs.288061 0 
Hs.288140 1.00E-158 
Hs.288141 0 
Hs.288178 0 



1 
1 

1 • 
3 
1 

20 

69 

1 

1 

2 



129A1 3522 3748 J04144 Hs.288204 1.00 E- 125 1 



598D12 1464 1947 

52E6 920 1388 

165E3 303 640 

53D3 1 153 

586C2 223 448 



AK025643 
AK023402 
NM__020666 
AK022280 
BF1 10312 



Hs.288224 0 
Hs.288416 0 
Hs.288417 0 
Hs.288435 6.00E-76 
Hs.288443 1.00E-63 



FLJ21316 fis, clone COL02253, highly sim 
butyrophilin (BTF5) mRNA, complete cds 
/cds=(359,190 

HSPC333 mRNA, partial cds /cds=(0,443) /gb=AF 
AV700210 cDNA, 3' end fcione=GKBALC03 /clone_ 

AV700636 cDNA, 3' end /done=GKBAGH12 /clone 

cDNA FLJ13229 fis, clone OVARC1000106 /cds=(15 

cDNA FLJ13397fis, clone PLACE1001351 /cds=(22 

AV700298 cDNA, 3' end /done=GKCBVGOS /done_ 

core promoter element binding protein (COPEB), 
602141 836F1 5' end /clone=IMAGE:4302776 
rearranged immunoglobulin mRNA for mu heavy chain 
enh 

FLJ22135 fis, clone HEP20858 /cds=UNKNOW 
mRNA; cDNA DKFZp586J101 (from done 
DKFZp586J1 

FU22950 fis, clone KAT0961 8, highly sim 
CGI-101 protein (LOC51009), mRNA /cds=(6,635) 
cDNA: FLJ22233 fis, clone HRC02016 /cds=(35,12 
cDNA FLJ11729 fis, clone HEMBA1005394, modera 

cDNA: FU23280fis, clone HEP07194/cds=(468,1 
601659229R1 cDNA, 3' end /done=IMAGE:3895783 

ribosomal protein L35a (RPL35A), mRNA /cds=(6 
for interleukin 21 (IL-21 gene) /cds=(7l , 
interleukin 22 (IL22), mRNA /cds=(71,610) /gb 
caspase recruitment domain protein 7 (CARD7), 
transcriptional intermediary fador 1 gamma ( 
cDNA FLJ14269 fis, clone PLACE1 003864 /cds=UN 

cDNA FLJ14310fis, clone PLACE3000271 /cds=(40 

cDNA: FU23116 fis, clone LNG07945, highly sim 
DNA sequence from clone RP1 1-438F9 on 
chromosome 13 C 

FU12475 fis, done NT2RM 1000962 /cds=(16 
cDNA FLJ14030 fis, clone HEMBA1004086 /cds=UNK 

nuclear receptor co-repressor 2 (NCOR2), mRNA 
FLJ23181 fis, clone LNG1 1094 /cds=UNKNOW 
for sterol-C5-desaturase, complete cds 
FLJ21722 fis, done COLFD522, highly sim 
actin, beta (ACTB), mRNA /cds=(73 t 1200) /gb=N 
KIAA1 637 protein, partial cds /cds=(0 
FLJ13016 fis, clone NT2RP3000624, modera 
cDNA FU11968fis, clone HEMBB 1001 133 /cds=UNK 

angiotensin l-converting enzyme mRNA. complete cds 

cDNA: FLJ21990 fis, done HEP06386 /cds= (22,49 
FLJ13340 fis, clone OVARC1001942, weakly 
protein serine threonine kinase Clk4 (CLK4), 
FLJl2218fis, clone MAMMA 1 001075, modera 
7n36d08.x1 cDNA, 3' end /clone=IMAGE:3566654 
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521F12 


1922 


2248 


AK026923 


Hs.288455 0 


1 


cDNA: FU23270 fis, done COL10309, highly sim 


120A11 


825 


1855 


AK026078 


Hs.288555 0 


2 


cDNA: FLJ22425 fis, clone HRC08686 














/cds=UNKNOW 


129D11 


1723 


1984 


AK023470 


Hs.288673 1.00E-143 


2 


FLJ13408fis clone PLACE1 001 672 weaklv 


109B12 


1686 


2086 


AK025215 


Hs.288708 1.00E-121 


8 


FLJ21 562 fis, clone COL06420 /cds={238,2 


178F11 


387 


558 


NM_005402 


Hs.288757 3.00E-93 


1 


v-ral simian leukemia viral oncogene homolog 


58F8 


1262 


1604 


AK022735 


Hs.288836 0 


1 


cDNA FLJ 12673 fis, clone NT2RM4002344 /cds=(2, 


163E11 


360 


1687 


AK024O94 


Hs.288856 1.00E-25 


2 


FLJ14032 fb% Hnnp H FM R A 10X1/1'* ^ hinhlw 


105B4 


741 


1243 


AK025092 


Hs.288872 0 


1 


FLJ21439 ffe rlnnp POI 0,4^9 /rric=f9ftR 1 


106D10 


1598 


2291 


ABO 1451 5 


Hs.288891 0 


3 


for KIAAOfil^ nrntpin r/imnbtp rHe /rHc-/ 


460F8 


154 


2487 


NM_021818 


Hs.288906 1.00E-150 


2 


WW Domain-Containing Gene (WW45), mRNA/cds=( 


48A6 


560 


1258 


NM_017644 


Hs.288922 0 


1 


hvDothptiral nrntptn PI l9ftfWQ /PI l9nncQ\ mD 


168B10 


1271 


1747 


AK023320 


Hs.288929 0 


1 


FL H^PSR fin rlnnfa ri\/ARf*mnnftft9 mndon 


114E2 


2395 


2849 


AK023256 


Hs.288932 0 


1 


cDNA FLJ13194 fi<? rlnnp NT7RP^nnil^7ft u>ooklu 


586F9 


363 


730 


AK026363 


Hs.288936 1.D0E-162 


4 


vidian \\j Ho, CJUilc nOllt/O'rv /CQS-"-Ui>il\f>ily VV 


180B4 


831 


959 


NM_000344 


Hs.288986 1.00E-32 


1 


survival of motor neuron 1 , telomeric (SMN1), 


149A12 


10 


1958 


AK025467 


Hs.289008 0 


5 


FLJ21 814 fis, clone HEP01068 /cds=UNKNOW 


117B5 


5160 


5611 


NM__012231 


Hs.289024 1.00E-141 


1 


PR domain containing 2, with ZNF domain (PRDM2) 


469A5 


3132 


3365 


AK024456 


Hs.289034 1.00E-106 


1 


rnRNA for FLJ0DD48 Drntein nartial rrta IrA^-O 


461 F6 


396 


473 


AK024197 


Hs.289037 7.00E-37 


1 


cDNA FU14135 fis clone M AMM A1 fin979ft /rrlc=l IM 


176G11 


1049 


1811 


AK024669 


Hs.289069 0 


4 


cDNA* FLJ21016 fte clonp fiAF0f»7^<? /r_ric=/ttn 11 


473A5 


1343 


1937 


NM_013326 


Hs.289080 0 




colon f*3nnpr~n*;<;nr*iat*»H nrntf»!n IW}J^1 /ftfllf 1\ 


591 G2 


14 


2259 


NM_005348 


Hs.289088 0 


14 


hpat chnrk QftVn nrntoin 1 alnho /UCDf*A\ m DMA 
i icdi iiiuurv x3\j\u piutoill 1 , dip) id ^riorvnj, IDnlVM 


70D3 


21 


2912 


X15183 


Hs.289088 0 


17 




37E8 


780 


1509 


AK026033 


Hs.289092 0 


5 


Fl I77^ft0. fie: rlnnp WRPn7A^^ htnhliy cim 


74B10 


408 


791 


X00453 


Hs.289095 1.00E-153 


2 


ycnc iidyiiium iui ua aipfia-cnain signal pepiioe, 


518B5 


870 


1128 


NM_005313 


Hs.289101 1.00E-119 


1 


yiUUUac; icyLliatcU piuiclll, OOKL/ ^V3r\r OO/, ITlrvfNM 


472A3 


116 


304 


X83300 


HS.289103 4.00E-84 


1 


H saDiens SMA4 mRNA /rrl<;=ffiR 4ftft^ /nh-Yft^^nn 














/gF603028/ 


112G6 


1703 


2550 


. NMJ)01166 


Hs.289107 0 


5 


baculovlral IAP repeat-containing 2 (BIRC2), 


37F11 


1996 


2580 


U37547 


Hs.289107 0 


2 


IAP homolog B (MIHB) mRNA, complete cds 














/cds=(1 159,301 


169A12 


371 


588 


X57812 


Hs.289110 2.00E-84 


1 


rearranged immunoglobulin lambda light chain /c 


472D6 


2102 


2424 


AF294900 


Hs.289118 1.00E-121 


1 


beta, beta-carotene 15,15-dioxygenase (BCD 


151D1 


2214 


2294 


AK025846 


Hs.289721 1.00E-38 


2 


FLJ291 fi«5 rlnnp HRfTII 1ftft /rHc— I IN^MO\A/ 


40A8 


160 


346 


AI761924 


Hs.289834 2.00E-94 


1 


wa68h03 x1 cDWA ^' pnd /rlnn<i=:IMAriF-9' : t7ft , 5Q'^ 


468D5 


42 


105 


AA719103 


Hs. 290535 5.00E-29 


1 


zh33d10 s1 rDNA "V pnd yHnnpslMAttF'/H^R?^ / 


515B6 


7 


249 


AA837754 


HS.291129 2.00E-61 


1 


oe10d02.s1 cDNA/clone=IMAGE:1385475 /gb=AA 


594C9 


16 


319 


NM_005745 


Hs.291904 1.00E-150 


1 


accessory proteins BAP31/BAP29 (DXS1357E), m 


476C10 


180 


311 


AH 84710 


H<; 9Q997fi ft AOF ftQ 


■i 
1 


qao^aui.xi cDNA, 3 end /clone=llvlAGE:1734216 


466G5 


65 


431 


AA461604 


H«! ft 


I 


zxoiauo.n cuinA, 5 end /cione = IMAGc:795759 / 


331 F1 2 


142 


314 




He 9Q94R7 ^ nnp ftfi 

ns.^yz*tOf o.uuc-oo 


A 

1 


6D1894826F1 cDNA, 5 end /clone=IMAGE:4124119 


590D6 


1 


406 


BG339050 


Hs.292457 0 


2 




150G5 


160 


431 


AI440234 . 


Hs.292490 6.00E-66 


1 


ti99h12.x1 cDNA, 3* end /clone=lMAGE:2140199 


594F8 


319 


447 


AA761571 


Hs.292519 1.00E-57 


1 


nz23d06.s1 cDNA, 3' end /done=lMAGE:1288619 


122E2 


91 


307 


AI582954 


Hs.292553 4.00E-47 


1 


tr98e07.x1 cDNA, 3' end /clone=lMAGE:2227140 


41E5 


363 


463 


D59502 


Hs.292590 3.00E-48 


1 


HUM041 H1 1 A cDNA, 3' end /clone=GEN-041H11 /d 


99B8 


215 


378 


AI672433 


Hs.292615 6.00E-62 


4 


wa03b05.x1 cDNA, 3' end /clone=IMAGE:2296977 


72C6 


198 


484 


AA719537 


Hs.292877 1.00E-112 


3 


2h40g12.s1 cDNA, 3* end /done=IMAGE:414598 / 


157H5 


49 


447 


AI962127 


Hs.292901 1.00E-126 


1 


wx77f07.x1 3' end /clone=IMAGE:2549701 


115C2 


2052 


2613 


NNL006310 


Hs.293007 0 


1 


aminopeptidase puromydn sensitive (NPEPPS), 


463F3 


14 


445 


AW629485 


Hs.293352 0 


2 


hi59b07.x1 cDMA, 3' end /clone=llv1AGE:2976565 


193H8 


94 


333 


AI263141 


Hs.293444 7.00E-58 


1 


qw90c01.x1 cDNA, 3' end /c!one=IMAGE: 1998336 


170G9 


46 


713 


AI452611 


Hs.293473 9.00E-21 


1 


tj27g07.x1 cDNA, 3' end /done=IMAGE:2 142780 



276 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 

601496859F1 cDNA, 5' end /clone=IMAGE:3898767 



142G8 
137A4 
478C6 
100E7 
110B4 



596H2 
596B4 

114D4 

66D11 

53E11 

179A11 

102B9 

110F4 

593F2 

50G9 

102E4 

485F7 

39C1 
192D3 
102B7 
168D1 



47D6 
151 H9 
56A1 

525D12 42 
72C12 280 
99B1 



143F5 



554 


666 


BE905040 


Hs.293515 2.00E-43 1 


153 


507 


or f y4U<jy 


Hs.293658 1.00E-143 1 


2 


231 


AV701332 


Hs.293689 1.00E-79 1 


1 


557 


BF029654 


Hs.293777 0 1 


442 


622 


DC/ 40 u<> 


Hs.293842 3.00E-63 1 


198 


488 


DCf 40003 


Hs.293842 1.00E-145 1 


246 


469 


N(VI__U1b39o 


Hs.293905 1.00E-122 1 


198 


543 


AW972477 


Hs.294083 1.00E-180 1 


1 


398 


AW963235 


Hs.294092 0 2 


418 


552 


BF245076 


Hs.294110 1.00E-48 1 


1150 


2308 


BC002450 


Hs^94135 0 20 


139 


414 


BE621121 


Hs.294309 7.00E-73 3 


600 


738 


BE961923 


Hs.294348 8.00E-33 1 


185 


625 


BE963811 


Hs.294578 1.00E-127 6 


440 


701 


BE964149 


Hs.294612 5.00E^1 1 


442 


776 


BF313fi*>6 


ns^y4rp4 y.00t-79 1 


146 


347 


H71236 


Hs.295055 7.00E-90 2 


136 


358 


H80108 


H3.295107 1.00E-118 1 


78 


381 


AF212224 


Hs.295231 1.00E-172 3 


355 


415 


AI052431 


Hs.295451 1.00E-26 2 


99 


413 


AI560651 


Hs.295682 1.00E-146 8 


263 


489 


BF572855 


Hs.295806 1.00E-100 1 


2054 


2315 


AL050141 


Hs.295833 1.00E-144' 6 


48 


551 


AW081320 


Hs.295945 1.00E-158 A 


753 


850 


AL1 17536 


Hs.295969 5.00E-39 1 


73 


1193 


AL360190 


Hs.295978 1.00E-134 3 



103 331 
197 507 
1034 1220 
545 
545 
21 286 



18 



178 



110A10 2115 2237 
170G1 16 304 



597G5 

184A12 

479H10 

179H11 

182E9 

459B11 



168 1564 

686 1564 

247 540 

48 250 

1576 2251 

305 545 



AW1 50085 

AW264291 

AJ012504 

AI922889 

AW1 66001 

BE259480 



Hs.295997 3.00E-79 8 

Hs.296057 1.00E-113 1 

Hs.296151 3.00E-74 1 

n5.A)010d I.UUC-140 42 

Hs.296159 1.00E-84 10 

Hs.296183 4.00E-81 3 



602255649F1 cDNA, 5' end /clone=IMAGE:4338732 

AW01332 cDNA, 5' end /clone=ADAABD03 /clone 

601 765621 F1 cDNA, 5' end /clone=IMAGE:3997900 

601571679F1 cDNA, 5' end /clone=IMAGE:3838675 

601571679T1 cDNA, 3' end /clone= IMAGE: 383 8675 

hypothetical protein (HSPC131), mRNA /cds=(1 
EST384568 cDNA /gb=AW972477 /gi=8162323 /ug= 

EST375308 /gb=AW963235 /gi=81 53071 /ug= 

601 86391 0F1 cDNA, 5' end /clone=IMAGE:4082235 

ribosomal protein L4, clone MGC:776, mRNA, co 
601493943F1 cDNA, 5' end /clone=IMAGE:3896051 

601655335R1 cDNA, 3 f end /done=IMAGE:3845768 

601657462R1 cDNA, 3' end /clone=IMAGE:3875846 

601657833R1 cDNA, 3' end /clone=IMAGE:3875984 

601 902261 F1 5' end /cfone=IMAGE;41 34998 
ys12f10.s1 cDNA, 3' end /clone=IMAG£:214603 / 
yu09f02.s1 cDNA, 3' end /clone=lMAGE:233307 / 
CLK4 mRNA, complete cds /cds=(153,1514) /gb=A 
oz07e08.x1 cDNA, 3' end /clone=IMAGE: 1674662 
tq60f01.x1 cDNA, 3» end /clone=IMAGE:22 13209 
602079424F2 cDNA, 5' end /clone=lMAGE:4254172 

cDNA DKF2p5860031 (from clone DKFZp586O0 
xc30f!2.x1 cDNA, 3' end /clone=IMAGE:2585807 
cDNA DKFZD434G012 (from clone DKFZp434G0 
mRNA full length insert cDNA clone EUROIMAGE 74 

xg36f04.x1 cDNA, 3* end /clone=IMAGE:2629663 
xq97g08.x1 cDNA, 3' end /clone= IMAGE: 27 58622 
activated in tumor suppression, clone TSA 
wn64g11.x1 cDNA, y end /clone=IMAGE2450276 
xf43e11.x1 cDNA, 3' end /clone=IMAGE:2620844 
601106571F1 cDNA, 5' end fcione=IMAGE:3342929 



BE962588 Hs.296183 1.00E-55 1 601655929R1 cDNA, 3* end /clone=IMAGE:3855823 



AL096752 
BE964134 

NM_014456 

U96628 

NMJJ02072 

BF315059 

AK023460 

BF340402 



Hs.296243 1.O0E-61 1 
Hs.296246 4.00E-96 1 



Hs.296251 0 
Hs.296251 0 
Hs.296261 1.00E-117 
Hs.296266 3.00E-56 
Hs.296275 0 
Hs.296317 1.00E-79 



18 

2 

1 

1 

2 

1 



459B12 349 721 
179F8 1 756 



AK001838 Hs.296323 0 1 
BF342246 Hs.296333 0 2 



cDNA DKFZp434A012 (from clone DKFZp434A0 
601657818R1 cDNA, 3' end /clone=IMAGE:3876028 

programmed cell death 4 (PDCD4), mRNA /cds=(84 
nuclear antigen H731-like protein mRNA, compl 
guanine nucleotide binding protein (G protein 
601899090F1 5' end /ctone=IMAGE:41 28334 
FLJ13398 fis, clone PLACE1001377, highly 
602036746F1 cDNA, 5' end /clone= IMAGE* 184602 

cDNA FU10976 fis, clone PLACE 1001 399 /cds=UN 

602013019F1 5' end /c!one=IMAGE:4 148741 
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171D1 


12 


330 


AV693913 


Hs.296339 1.00E-100 


1 


AV693913 cDNA, 5' end /clone=GKCDVG04 /clone_ 


39B9 


1 


297 


AB046771 


Hs. 296350 1.00E-167 




iui rviM/Aioai piuiein, partial cus /cus— \u 


36H12 


547 


1089 


M96995 


Hs 296381 0 


2 


cpiuBFindi growin Tacior recepior-oinaing pro 


459F1 


867 


1020 


NM 014499 




1 
i 


putative punnergic receptor (P2Y10), mRNA /c 


584A1 1 


615 


1287 


NM 006392 




A 
*r 


nucleolar protein (KKE/D repeat) (NOP56), mRN 


593F7 


209 


752 


mini uuou / o 


He 9QRQAQ ft 


o 


SNRPN upstream reading frame (SNURF), transcr 


174F7 


493 


681 






c 

o 


£t~\A A A CCA OCA — l—i * 1 A f" r l »_» u ■ • ai- m 

60111664BF1 cDNA, 5* end /clone=IMAGE:3357178 


123H9 


132 


413 


BE965554 


Hs.297190 9.00E-88 






123D6 


1105 


1595 


AF1 13676 


Hs.297681 0 


1 


clone FLB2803 PRO0684 mRNA, complete cds 7cds= 


71C6 


1076 


1630 


NM_003380 


Hs.297753 0 


2 


• vimentin (VIM), mRNA /cds=(1 22,1 522) /gb=NM_0 


586G5 


1179 


1452 


NMJ501908 


Hs.297939 1.00E-142 


1 


cathepsln B (CTSB), mRNA /cds=(1 77, 1 1 96) /gb= 


Oil 1 1 f 


A 
1 


220 


NIVM)01022 


Hs.298262 1.00E-119 


4 


ribosomal protein S19 (RPS19), mRNA /cds=(22,4 


466H7 


9 


339 


AW614181 


Hs.298654 1.00E-153 


1 


hg77d03.x1 cDNA, 3' end /done=IMAGE:2951621 


464A4 


675 


1232 


BC001077 


Hs.299214 0 


1 


clone IMAGE:2822295, mRNA, partial cds /cds= 


466F3 


49 


337 


AA1 32448 


Hs.299416 1.00E-141 


1 


zo20a03.s1 cDNA, 3' end /clone= IMAGE: 587404 / 


589B10 


123 


339 


AW073707 


Hs.299581 1.Q0E-55 


30 


xb01h03.x1 cDNA, 3' end /clone=IMAGE:2575061 


521 H4 


3 


371 


NM_001000 


Hs.300141 1.00E-125 


4 




599F12 


36 


328 


AW243795 


Hs.300220 2.00E-67 


1 


xo56f02.x1 cDNA, 3' end /clone= I MAGE: 2707995 


479A6 


173 


356 


AW262077 


Hs.300229 3.00E-64 


1 


xq61e07.x1 cDNA, 3' end /clone=IMAGE:2755140 


111C8 


806 


1350 




M<a 3nfl4Qft i OOP 1A7 
ru».ouu**ao i .uue-i *♦ / 


D 


mitochondrial solute carrier (LOC51 31 2), mRN 


459D8 


1 


679 


NM_014478 


Hs.300684 0 


1 


calcitonin gene-related peptlde-receptor co 


522C5 


98 


1360 


NMJ501154 


Hs.300711 0 


10 


annexin A5 (ANXA5), mRNA /cds=(1 92,1 154) /gb= 


596B7 


407 


750 


NM_003130 


Hs.300741 2.00E-83 


1 


sorcln (SRI), mRNA /cds=(12.608) /gb=NM_00313 


191A3 


210 


440 


AA788623 


Hs.301104 4.00E-34 


9 


ah29f09.s1 cDNA, 3' end /don e= 1240265 /clone 




A C 


Zo7 


Bt963194 


Hs.301110 1.00E-60 


11 


60165681 1 R1 cDNA, 3' end /clone=IMAGE:3865731 


116F11 


346 


650 


NMJM4029 


Hs.301175 2.00E-71 


2 


HSPC022 protein (HSPC022), mRNA /cds=(1 8,623) 


coru 
OOU*f 


469 


611 


AWown i 


Hs.301183 8.00E-50 


1 


MR3-SN0009-010400-101-f02 cDNA /gb=AW863111 


122D8 


3644 


4034 


AB037808 


Hs.301434 0 


1 


mRNA for KIAA1387 protein, partial cds /cds=(0 


520F11 . 


276 


553 


BE886472 


Hs.301486 1.00E-111 


1 


601509868F1 cDNA, 5' end /done=IMAGE:3911301 


512E5 


71 


687 


NM QD1011 
mil 




Q 
O 


noosomal protein S7 (RPS7), mRNA /cds=(81 ,665 


463F9 


168 


689 


AV702152 


Hs 301 570 0 


A 

t 


Av/Uzio^ cdna, 5 end /clone-ADBBFHOS /c!one_ 


117A12 . 


2239 


2395 


NMJJ07167 


Hs.301637 5.0DE-78 


1 


zinc finger protein 258 (2NF258), mRNA /cds=(9 


190A6 


12942 13156 


AF1 55238 


Hs.301698 1.00E-114 


1 


BAC 180123 chromosome 8 map 8q24.3 beta-galacto 


594F12 


1409 


1841 




ue 3fti7fM n 


i 


eomesodermin (Xenopus laevis) homolog (EOMES) 


116G12 


5477 


.5571. 


AB033Q81 


H«? 301791 ft nnp_z7 


4 

1 


mRNA for KIAA1255 protein, partial cds /cds=(0 


123C4 


23 


579 


RF260041 




A 


o0iio0579P1 cDNA, 5 end /clone=IMAGE:3503419 


192E12 


1458 


1854 


NM_007145 


Hs.301819 0 


1 


zinc finger protein 146 (ZNF146), mRNA /cds=(8 


590G8 


1100 


1307 


AF132197 


Hs.301824 3.00E-57 


1 


PR01331 mRNA comoletp rd<i ln\^(A70 fiifi\ /nh 


482E5 


. 1764 


2139 


NM_001295 


Hs.301921 0 


1 


chemokine (C-C motif) receptor 1 (CCR1), mRNA 


583C5 


4283 


4684 


• NMJJ14415 


Hs.301956 0 


1 


zinc finger protein (ZNF-U69274), mRNA /cds=( 


173G11 


645 


839 


X58529 


Hs.302063 1.00E-104 


4 


. rearranged immunoglobulin mRNA for mu heavy chain 
enh 


597D11 


30 


369 


AL137162 


Hs.302114 1.00E-150 


5 


DNA sequence from done RP5-843L14 on 














chromosome 20. 


191G9 


182 


353 


AC004079 


Hs.302183 9.00E-60 


1 


PAC clone RP1-167F23 from 7p15 /cds=(0,569) /g 


473D2 


102 


333 


BF477640 


Hs.302447 t.OOE-126 


1 


7r01c05.x1 cDNA /clone=IMAGE /gb=BF477640 /g 


479A9 


18 


267 


BE964028 


Hs.302585 7.00E-79 


1 


601657601 R1 cDNA, 3' end /done=IMAGE:3875617 


180A5 


894 


1325 


NMJ)18295 


Hs.302981 0 


2 


hypothetical protein FLJ1100D (FLJ11000), mR 
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mRNA for T-cell specific protein /cds=(37,975) /gb=X0 



593H6 


950 


1151 


X00437 


Hs 3031*V7 1 nnP-inA 1 


51G12 


274 


533 


BG054649 


Hs.303214 1.00E-138 4 


189B10 


785 


1024 


NM_002138 


► Hs.303627 1.00E-133 2 


99B11 


1 


529 


NM.002982 


! Hs.303649 0 51 


461E1 


397 


496 


AI472078 


Hs.303662 2.00E-28 1 


103A1 




DO/ 


Ah 130085 


Hs.304177 1.00E-151 1 


180B11 


52 


240 


AI824522 


Hs.304477 4.00E-57 1 


519A10 


1 


104 


AI880542 


Hs.304620 3.00E-26 1 


479F6 


331 


582 


AA873734 


Hs.304886 1.00E-131 1 


176G3 


61 


324 


AI904802 


Hs 304Q1 9 7 nriF_7A 1 


471 G6 


169 


397 


AW592876 


Hs.304925 1.00E-122 1 


119D11 


3 


348 




HS.3Uo030 1.00E-179 1 


112F7 


2398 


3008 


U80743 


Hs.306094 0 1 


460C1 


243 


533 


NM_001353 


Hs.306098 5.00E-71 1 


126A4 


469 


543 


L08048 


Hs.306192 2.00E-28 1 


119F3 


2113 


2237 


AL096752 


Hs.306327 3.00E-60 1 


467F8 


1860 


2406 


AL390039 


Hs.307106 0 1 


I 3ZD X/. 


•i 
i 


454 


X72475 


Hs. 3071 83 0 6 


116H11 


60 


402 




Hs.307357 1.00E-160 1 


472D3 


150 


**i o 


fl\Af07CQ0C 

Awy/ooaD 


Hs. 307486 1.00E-124 1 


458B4 


87 


354 


AW206977 




463A11 


181 


397 


AI057025 


Hq 307H7Q 1 nnp_fiQ 1 


479C6 


138 


403 


BE264564 




468G10 


118 


446 


AI361642 


Hs.309028 0 1 


461G12 


64 


466 


AI379735 


Hs.309117 7.0OE-25 1 


466H8 


15 


487 


AI380278 


Hs.309120 0 1 


477C8 


28 


187 


AI380449 


Hs.309122 7.00E-84 1 


477C9 


47 


537 


AI380687 


Hs.309127 0 1 


465F4 


68 


631 


AI440337 


Hs.309279 0 1 


465G6 


313 


404 


AI475653 


Hs.309347 9.00E-31 1 


465E7 


1 


340 


AI475827 


Hs.309349 1.00E-171 2 


517G11 


62 


516 


AI707809 


Hs.309433 1.00E-115 2 


468D11 


290 


497 


AI523766 


HS 309484 1 00F-103 1 


186F5 


77 


418 


AI5S9SSS 


Hs 3G3S2Q 1 GuF-SI -i 


116A12 


8 


158 


AI735206 


Hs 310333 9 nnF-4T 1 


126G12 


35 


170 


AI866194 


Hs 310948 1 0OF-*i4 1 


172G8 


86 


227 


AI926251 


Hs 31 1 1 37 3 finP-4Z 1 


477D8 


1 


115 


AI968387 




462F10 


13 


220 


AW043857 


Hs.311783 1.00E-107 1 


185A9 


46 


423 


AW130007 


Hs.312182 1.00E-130 2 


515F6 


34 


181 


AW148618 


Hs.312412 3.00E-58 2 


583E12 


5945 


6393 


AL1 33572 


Hs.312840 0 1 


471D5 


306 


411 


AW298430 


Hs.313413 1.00E-46 1 


482F7 


1 


449 


AW440965 


Hs.313578 0 t 


473B3 


179 


463 


BG1 50461 


Hs.313610 1.00E-135 1 


479E9 


138 


434 


AW450835 


Hs.313715 1.00E-127 1 


71B9 


344 


577 


AI733018 


Hs.313929 1.00E-115 1 


479B6 


217 


443 


AW629176 


Hs.314085 2.00E-70 1 


191F11 


55 


123 


BE255377 


Hs.314898 1.00E-26 1 



7o45b01.x1 cDNA, 3* end /cbne= I MAGE: 357691 2 
heterogeneous nuclear ribonucleoprotein D ( 
small inducible cytokine A2 (monocyte chemota 
tj85h03.x1 cDNA, 3* end /clone=IMAGE:21 48341 
clone FLB8503 PR02286 mRNA, complete cds /cds 

tx71d03.x1 cDNA, 3' end /clone=IMAGE:2275013 
at80h05.x1 cDNA, 3' end /clone=IMAGE:2378361 
ob55h07.s1 cDNA t 3' end /clone=IMAGE; 1470589 
IL-BT067-1901 99-037 cDNA /gb=AJ904802 /gi=6 
hg04d05.x1 cDNA, 3* end /clone=IMAGE:2944617 
mRNA; cDNA DKFZp564M1 1 3 (from clone 
DKFZp564M1 

CAGH32 mRNA, partial cds /cds=(0,1671) /gb=U80 

aldo-keto reductase family 1, member C1 (dihy 
non-histone chromosomaf protein (HMG-1) 
retropseudo 

mRNA; cDNA DKF2p434A012 (from clone 
DKFZp434A0 

DNA sequence from clone RP13-383K5 on 
chromosome Xq22 

H.sapiens mRNA for rearranged Ig kappa light chain 
variable 

PITSLRE protein kinase beta SV1 isoform (CDC2L 
EST3B8004 cDNA /gb=AW975895 /gi=8167117 /ug= 

UI-H-BI1-afe.h-11-0-UI.s1 cDNA, 3' end /don 
oy75a12.x1 cDNA, 3' end /done=IMAGE:1671646 
601192330F1 cDNA, 5' end /clone=IMAGE:3536383 

qy86d04.x1 cDNA, 3' end /clone=IMAGE:201 8887 
tc41 d 1 .x1 cDNA, 3* end /clone=IMAGE:2067188 
tf99fD8.x1 cDNA, 3' end /clone=IMAGE:2 107431 
tg02f12.x1 cDNA, 3' end /clone=IMA(3E:21 07631 
tg03e04.x1 cDNA, 3' end /clone=l MAG E:21 07710 
tc88b03 Jd cDNA, 3* end /clone=IMAGE:20731 97 
tc93b04 j(1 cDNA, 3' end /done=IMAGE:2073679 
. tc87a05jc1 cDNA, 3' end /done=JMAGE:2073104 
as28g09.x1 cDNA, 3' end /c)one=IMAGE:2318560 
tg94f07.x1 cDNA, 3' end /clone=IMAGE:21 16453 
tr57c12.x1 cDNA, 3' end /clone=IMAGE:2222422 
at07f03.x1 cDNA, 3' end /clone=!MAGE:2354429 
wl27a03.x1 cDNA, 3' end /clone=IMAGE:2426092 
wo41h05.x1 cONA, 3* end /clone=IMAGE:2457945 
wu02e08.x1 cDNA, 3' end /clone=IMAGE:2515814 
wy81g04.x1 cDNA, 3* end /clone=!MAGE:2554998 
xf26f10jc1 cDNA, 3* end /c!one=IMAGE:261 9211 
xe99f02.x1 cDNA, 3' end /cIone=IMAGE:261 6699 
mRNA; cDNA DKFZp434l0535 (from clone 
DKFZD434I 

UI-H-BWO-ajl-c-09-O-Ul.sl cDNA, 3* end /clon 
he06d07j(1 cDNA, 3' end /done=IMAGE:2918221 
7k01d08.x1 cDNA, 3' end /clone=IMAGE:3443006 
UI-H-BI3-alf-f-O6-0-Ul.s1 cDNA, 3* end /clon 
Oh60h01.x5 cDNA, 3' end/clone=IMAGE:1471441 
hi52a04.x1 cDNA, 3' end /clone=IMAGE:2975886 
601115405F1 cDNA, 5' end /done=IMAGE:3355872 
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522F11 


14 


204 


BE962883 


Hs.31 4941 9.00E-83 


3 


601656423R1 cDNA, 3' end /clone=IMAGE:3856325 


195F12 


120 


363 


BE351010 


Hs.315050 2.00E-77 


1 


ht22g04.x1 cDNA, 3' end /clone=lMAGE:31 47510 


173A5 


429 


824 


BE410105 


Hs.315263 1.00E-133 


1 


601302278F1 cDNA, 5' end /done=IMAGE:3637002 


481 B2 


1063 


1283 


NM_006255 


Hs.315366 3.00E-72 


1 


protein kinase C, eta (PRKCH), mRNA /cds=(166,2 


459G1 


1428 


1700 


NM_006850 


Hs.315463 1.00E-124 


1 


suppression oftumorigenicity 16 (melanoma di 


113H4 


22 


359 


BE901218 


Hs.315633 1.00E-127 


2 


601676034F1 cDNA, 5' end /clone=!MAGE:3958617 


583B7 


510 


754 


BE963666 


Hs.316047 2.00E-55 


2 


601656685R1 cDNA, 3' end /c)one=IMAGE:3865820 


466E10 


488 


644 


AV729160 


Hs.3 16771 1.00E-54 


1 


AV729160 cDNA *? p>nrl /rlnnpsHTHPARna tr\nnf* 


597A6 


50 


249 


AV710763 


Hs.316785 4.00E-31 


2 


AV710763 cDNA, 5' end /done=CuAAJH09 /clone_ 


123C3 


41 


529 


BF1 83507 


Hs.318215 1.00E-158 


1 


601809991 R1 cDNA, 3' end /clone=lMAGE:4040470 


193E12 


15 


2274 


NM_006074 


Hs.31 8501 0 


7 


stimulated trans-acting factor (50 kDa) (STAF 


165D8 


727 


1344 


BC002867 


Hs 318693 0 






49F8 


520 


1094 


M16942 


Hs.31 8720 0 


1 


MHC class 11 HLA-DRw53-associated glycoprotein 














beta- 


172E10 


310 


944 


NM_016018 


Hs.31 8725 0 


1 


CGI-72 protein (LOC51105), mRNA /cds=(69, 1 400 


585B1 


51 


296 


BF696330 


Hs.31 8782 6.00E-90 


4 


602125273F1 cDNA, 5' end /clone=IMAGE:4281 906 


45E12 


208. 


737 


NMJ)00636 


Hs.31 8885 0 


7 


•^unproxidp dfcmuhvw* 9 mitnrhnnHrinl /QOD9\ 


460G2 


409 


663 


BG106948 


Hs.31 8893 5.00E-96 


1 


602291 361 F1 cDNA, 5' end /clone=IMAGE:43861 59 


480C1 


155 


325 


BF889206 


Hs.3 19926 4.00E-74 


1 


RC6-TN0073-041 200-01 3- H02 cDNA /nh=RF889?nfi 


178F1 


1 


387 


BG112503 


Hs.320972 1.00E-133 


3 


6022821 05F1 cDNA, 5' end /clone=IMAGE:4369633 


176G4 


1092 


1339 


AL1 10236 


Hs.321022 1.00E-136 


1 


mRNA; cDNA DKFZp566P1124 (from clone 














DKF2p566P 


461 H6 


. 1701 


2239 


NM_024101 


Hs.321130 0 


1 


hypothetical protein MGC2771 (MGC2771), mRNA 


513F2 


605 


1614 


AK001111 


Hs.321245 0 


2 


cDNA FU10249 fis, clone HEMBB1 000725, highly 


525B4 


9 


251 


BE871962 


Hs.321262 6.00E-98 


15 


601448005F1 cDNA, 5' end /clone=IMAGE:3852001 


467A4 


1974 


2223 


AK026270 


Hs.321454 6.00E-87 


1 


cDNA: FLJ22617 fis, clone HSI05379, highly sim 


sjojir iu 


39 


276 




nS.J^ \ H( I O.UUC-i f 


i 
i 


oUZ^fU^iMM cDNA, 5 end /clone=llviAGE:435o425 


125A7 


1102 


1584 


BC000627 


Hs.321677 0 


1 


Signal transducer and activator of transcript 


597H3 


' 2786 


2920 


AL1 36542 


Hs.322456 4.00E-46 


2 


mRNA; cDNA DKFZp761D0211 (from clone 














DKFZp761D 


465E2 


40 


107 


BE747224 


Hs. 322643 7.00E-22 


1 


601580941 F1 cDNA, 5' end /clone=IMAGE:3929386 


515A12 


1 


698 


AL050376 


Hs.322645 0 


2 


mRNA; cDNA DKFZp586J101 (from clone 














DKFZp586J1 


ot>yrn i 


na 
2o 


ZOO 


B(j283132 


Hs. 322653 4.00E-79 


6 


602406784F1 cDNA, 5' end /clone=IMAGE:45 18957 


586E5 


1939 


2162 








r nMA' PI IO -i C.AT ftp .u nA pni none /_ i iKll/Mnw / 

CUINA. rLJ^T047 TIS, Clone COL06206 /CdS = UNKNOW 


595A2 


1 


306 


BG311130 


Hs.322804 2.00E-70 


2 


ia55a08.y1 cDNA, 5' end /clone_end=5' /gb=BG3 


459H11 


742 


951 


BC002746 


Hs.322824 1.0QE-111 


1 


Similar to dodecenoyl-Coenzyme A delta Isome 


64C3 


655 


887 


NMJ)20368 


Hs.322901 1.00E-112 


1 


disrupter of silencing 10 (SAS10), mRNA/cds=( 


591 B8 


3626 


4574 


D80006 


Hs.322903 0 


3 


mRNA for KIAA0184 gene, partial cds /cds=(0,2591) 
7gb 


458C3 


5105 


5198 


NM_003035 


Hs.323032 3.00E-43 


1 


TAL1 (SCL) interrupting locus (SIL), mRNA /cds 


526B7 


2132 


2750 


NM_024334 


Hs.323193 0 


2 


hypothetical protein MGC3222 (MGC3222), mRNA . 


167F4 


467 


731 


NMJ)14953 


Hs.323346 1.00E-136 


2 


KIAA1008 protein (KIAA1008), mRNA /cds- (93, 28 


194B8 


1913 


3596 


AB051480 


Hs.323463 0 


9 


mRNA for KIAA1693 protein, partial cds /cds=(0 


478H9 


75 


564 


BF700502 


Hs.323662 0 


1 


602128860F1 cDNA, 5' end /clone=IMAGE:4285502 
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KIAA061 5 gene product (KIAA0615), mRNA /cds=( 

mRNA for KIAA1551 protein, partial cds /cds=(0 
zinc finger protein 6 (CMPX1) (ZNF6), mRNA Jed 
cDNA: FLJ23183 frs, clone LNG11477 /cds=(226,7 
cDNA: FU22438 fls, clone HRC09232, highly slm 
mRNA; cDNA DKFZp434D21 1 1 (from clone 
DKFZp434D 

602123634F1 cDNA, 5' end /done=IMAGE:42804D8 

ribosomal protein L41 (RPL41), mRNA fcds=<83,1 
adducin 3 (gamma) (ADD3), transcript variant 1 
EST38061 7 cONA fgb=AW968541 /gi=81 58382 /ug= 

glutamate decarboxylase 1 (brain, 67kD) (GAD1 
cDNA: FLJ21210 fis, clone CO100479 /cds=UNKNOW 

mRNA for KIAA1067 protein, partial cds /cds=(0 
nz14f06.s1 cDNA, 3' end /done=IMAGE:1 287779 
early growth response 1 (EGR1), mRNA /cds=(270, 

leucine rich repeat (in FLU) interacting prot 
EST387591 cDNA ^gb=AW975482 /gi=8166696 /ug= 

Aac1 1 (aad 1) mRNA, complete cds /cds=(77,1663) 
/gb= 

zi08h07.r1 SoaresJeta(Jiver_spleen_1NFLS S1 
cDNA 

zk55a02.r1 Soares^regnartfuterusJvibHPU cDNA 
clone 

zf74e10.r1 Soares_pineaLglandJ*3HPG cDNA clone 

Brain cDNA Library cDNA done 7B08E10 
endothelial cell 937223 cDNA clone I MAGE :54 9605 3' 

zJ09M1.r1 Soaresj>regnanUiterus_NbHPU cONA 
clone 

zk97a11.r1 Soares_pregnanLuterus_NbHPU cDNA 
clone 

fetal retina 937202 cDNA clone 1MAGE:565899 3' 

Zl45e09.r1 Soares_pregnant_uterus_NbHPU cDNA 
clone 

NT2 neuronal precursor 937230 cDNA clone 
endothelial ceii 937223 cDNA done 1MAGE:624540 3' 

cDNA ctone IMAGE:682976 5' 
Express cDNA library cONA 5* 
cDNA ctone IMAGE:6851 13 5' 
cDNA clone IMAGE:684374 5' 
cDNA clone IMAGE.684046 5' 
cDNA clone IMAGE:6B9292 5* 
cDNA clone 1MAGE.687151 5' 
cDNA clone IMAGE:705062 5* 
cDNA clone IMAGE:713136 5' 
cDNA done IMAGE:713078 5* 

zc39c01.T7 Soares_senescentJibroblasts NbHSF 
cONA 

cDNA clone IMAGE:700335 5* 
cDNA clone IMAGE:700425 5 1 
(HCC) cell line cDNA 5* end similar to 
cDNA 

cDNA 5' end 



119B1 


1598 


2284 


NMJ)14664 


Hs.323712 0 


2 


167H2 


1410 


3683 


AB046771 


Hs.323822 0 


4 


595C12 


1 


528 


NMJ)21998 


Hs.323950 0 


6 


tOcJr ] 


4 
1 


356 


AK026836 


Hs.324060 1.00E-176 


1 


122D10 


217 


424 


AK026091 


Hs.324187 2.00E-83 




525B2 


1028 


3282 


AL136739 


Hs.324275 0 


2 


459B6 


3 


482 


BF668584 


Hs.324342 0 


1 


583D10 


232 


466 


NMJ)21104 


Hs.324406 1.00E-130 


2 


11 8F8 


2262 


2819 


NWL016824 


Hs.324470 0 


1 


461A5 


46 


391 


AW968541 


Hs.324481 1.00E-111 


1 


467F11 


927 


1189 


NM_000817 


Hs.324784 1.00E-147 


1 


103E12 


1686 


1771 


AK024863 


Hs.325093 9.00E-42 


1 


521 E11 


4276 


4689 


AB028990 


Hs.325530 0 


1 


480A9 


112 


333 


AA760848 


Hs.325874 1.00E-108 


1 


71G8 


2619 


2868 


NM_Q01964 


Hs.326035 1.00E-116 


1 


593D6 


742 


3372 


NMJ)04735 


Hs.326159 0 


4 


463G9 


42 


608 


AW975482 


Hs.326165 0 


1 


526B12 


2380 


2639 


U83857 


Hs.326247 1.00E-143 


2 


36A1 


63 


338 


AA010282 


NA 


1.00E-116 


1 


459D10 


67 


164 


AA044450 


NA 


3.00E-47 


1 


469E6 


1 


216 




NA 


1.00E-104 


1 


463B2 


4 


205 


AA077131 


NA 


4.00E-88 


1 


68H9 


17 


383 


rv\ iu \c. \£. 


NA 


0 


1 


458F3 


120 


498 


AA115345 


NA 


0 


<! 


459E6 


36 


532 


AA122297 


NA 


0 


1 


462C5 


1 


122 


AA136584 


NA 


2.00E-59 


1 


594A1 


60 


412 


AA149078 


NA 


0 


1 


515A9 


329 


449 


AA182528 


NA 


2.00E-46 


1 


75H4 


7 


371 


AA187234 


NA 


1.C0E-119 


A 
1 


73F10 


1 


544 


AA210786 


NA 


0 


1 


525D8 


1 


119 


AA214691 


NA 


6.00E^60 


1 


37H4 


250 


401 


AA243144 


NA 


3.00E-48 


1 


463B10 


145 


408 


AA250809 


NA 


1.00E-123 


1 


464E10 


1 


303 


AA251184 


NA 


1.00E-119 


1 


Hi /no 


A 
1 


123 


AA252909 


NA 


4.00E-58 


3 


465C3 


1 


279 


AA258979 


NA 


1.00E-129 


1 


588G6 


275 


529 


AA280051 


NA 


Z00E-94 


1 


465E9 


74 


429 


AA282774 


NA 


0 


1 


459E7 


49 


466 


AA283061 


NA 


0 


1 


164B4 


41 


329 


AA284232 


NA 


1.00E-148 


2 


461G8 


289 


532 


AA290921 


NA 


1-00E-123 


1 


470G7 


29 


441 


AA290993 


NA 


0 


1 


500A12 


1 


519 


AA307854 


NA 


1.00E-174 


1 


471 F4 


9 


326 


AA309188 


NA 


1.00E-153 


1 


194B6 


134 


467 


AA312681 


NA 


1.00E-163 


1 
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hybridization analysis 



69F3 


5 


321 


AA314369 


NA 


1.00E-176 


1 


(HCC) cell line II cDNA 5' end similar 


67G10 


1 


171 


AA319163 


NA 


3.00E-64 


2 


cDNA 5' end 


99A5 


1 


287 


AA322158 


NA 


1.00E-136 


1 


cDNA 5' end similar to similar to tropomyosin 


171B1 


1 13 


310 


AA332553 


NA 


1 .00E-1 35 


1 


cDNA 5' pnri 


485D11 


46 


210 


AA360634 


NA 


2.00E-75 




rDWA *V onri 
ouiin vi cliu 


462G2 


1 


183 


AA377352 


NA 


4.00E-89 


2 


cDWA V pnH 


523A8 


1 


407 


AA397592 


NA 


o 




cDNA rlnnp IMAf5F-79ftRAfi *V 


171G10 


1 


409 


AA401648 


NA 


o 


2 


rHWA rlnno IMA/2£>79£QOC 

cuinm uione iiviMoc/zoyoo o 


100F5 


AO 


1.79 




MA 

MA 


4.00E-60 


1 


cDNA clone IMAGE :727 161 5* 




AQ 
4<J 


O/O 


AA4 »V4Jb 


NA 


1.00E-163 


1 


cDNA clone IMAGE:731446 5' 


102A8 


25 


120 


AA4 18765 


NA 


1.00E-46 


1 


cDNA clone IMAGE:767795 5» 


73A3 


1 


424 


AA426506 


NA 


0 


1 


cDNA clone IMAGE:7681 1 7 5' 


72E10 


1 


442 


AA427653 


NA 


0 


11 


tumor NbHOT cDNA clone IMAGE:770045 5' 


72A1 


1 


261 


AA429783 


NA 


1.00E-142 


1 


zw57b01.r1 SoaresJotaLfetus_Nb2HF8 - .9w cDNA 
















clone 


460D12 


126 


388 


AA431959 


NA 


1.00E-93 


1 


cDNA clone IMAGE:782188 3' 


460B1 1 


1 


437 


AA454987 


NA 


0 


1 


cDNA clone IMAGE:811916 5* 


518A8 


1 


329 


AA457757 


NA 


1.00E-177 


1 


fetal retina 937202 cDNA clone IMAGE:838756 5' 


460F7 


47 


490 


AA460876 


NA 


0 


1 


zx69d04.rl SoaresJotal_fetus_Nb2HF8_9w cDNA 
















clone 


118H12 


i 




AA4/O0OO 


MA 

INA 


1 ,00b- 1 63 


1 


zx02f1 1 .r1 5oares_total_fetus_Nb2HF8_9w cDNA 
















clone 


40F11 




533 


AA479163 


NA 


n 
\J 


i 


cuna Clone iiviAC5b./D4Z4o 5 similar to gb.X15606 


470F3 


76 


356 


AA482019 


NA 


1.00E-142 




rHMA rlrtno \hft&n.^-7ARnAG. V 


466C2 


1 


354 


AA490796 


NA 




■\ 


rDMA rlnnn Ift/IA^C-OOvH A1 C 
wUINrX cione IJVlAOC.O&4lU I 0 






IRA 
O04 


AA49b4oo 


MA 

NA 


7.00E-71 


1 


tumor NbHOT cDNA clone 1MAGE:755690 5' similar to 


123D11 


99 


297 


AA501725 


NA 


1 nnp-1 n** 


i 


cuna cione iiviAv?t.y^uoUb similar to contains Alu 


119G10 


128 


374 


AA501934 


NA 


1 nOF-1^A 


■j 


/*riMA MlAna lAAA/*^ C-QCdlAG 

CUrin Clone l/VlAljt.yi)Oo4o 


166A11 


19 


140 


AA5 16406 


NA 


1 .00E-48 




r DMA rlrina IMACP-Q^PAfl 1' 

cl/ina cione iiviAofc.y^ooo o 




c 
O 


Atif\ 
4tJU 


AAoz474tO 


Ma 

NA 


0 


1 


cDNA clone IMAGE:937468 3' 


10QHQ 
i uany 


*V7 
»3/ 




MAO 1 I 


MA 

NA 


1 .OOfc-1 30 


2 


cDNA clone IMAGE: 102891 3 3' 


477R9 


o 

o 


£.( O 


A A tZ7QA fVA 

AAofy4UU 


MA 

NA 


1.00E-143 


1 


cDNA clone IMAGE:915561 similar to contains Alu 


178C10 


4 
1 




A A CQQ7CC 


MA 

NA 


1 .00E-1 77 


1 


cDNA clone IMAGE:1 084243 3' 


486G7 




QQ 

yy 


a Aci i/en 
AAOI04bU 


MA 

NA 


6.00E-28 


1 


cDNA clone IMAGE:1 144571 similar to contains 








AAOfiDIQ 
MADZOOOw 


NA 


1 .00E-1 1 9 


1 


af37g04.s1 Soares_totalJetus_Nb2HF8_9w cDNA 
















clone 


100C3 


122 


505 


AA639796 


NA 


o 




cujNrx cione iiviAoc.noyu<cy «> 


518A7 


39 • 


226 


/v\oooooy 


MA 
INA 


a nnc o*a 


1 


cDNA clone IMAGE:1 205697 similar to 


473D9 


377 


446 


AAfift^O/M 

MA\OooZ44 


MA 
INA 


<i nnc 
1 .UUb-30 


1 


schizo brain S11 cDNA clone 1MAGE:971252 3' 






oUZ 


AA701667 


NA 


1.00E-158 


1 


zi43g09.s1 Soares_fetalJiver_spleen_1 NFLS_S1 
















CDNA 


472 B1 


37 


130 


A a 7AAT7A 


ma 
INA 


1 .UUb-OD 


4 
1 


cDNA clone IMAGE:1283731 3 


98C9 


10 


254 


AA7dfi71/f 


MA 

\\r\ 


4 nnc ^4 
1 .UUb-1 1 i 


4 
1 


CDNA clone IMAGE. 1270595 3 


196D7 


3 


442 


AA806222 


NA 


0 


1 


cDNA clone IMAGE: 1409989 3* 


118A8 


10 


381 


AA806766 


NA 


0 


1 


cDNA clone IMAGE:1338727 3* 


QOD'5 


56 


4 RO 

ioy 


AA826572 


NA 


7.00E-47 


1 


cDNA clone IMAGE: 141 6447 3' 


154D9 


38 


405 




MA 
l"A 


■i nnc 4ca 
i .uub-io4 


4 
1 


CDNA Clone IMAGE: 1394232 3 


459C2 


1 


491 


AA909983 


NA 


0 


2 


Soares„IMFL_T_GBC_S1 cDNA clone 
















IMAGE:1 523142 3' 


486A7 


1 


176 


AA916990 


NA 


1.00E-72 


1 


Soares_NFL_T_GBC_S1 cDNA clone 
















IMAGE: 1527333 3 l 


460D2 


78 


537 


AA923567 


NA 


0 


1 


cDNA clone IMAGE:1536231 3' 


105F4 


86 


390 


AA974839 


NA 


4.00E-94 


1 


- cDNA clone IMAGE:1 567639 3' 


461H7 


295 


383 


AA974991 


NA 


2.00E-30 


1 


Soares_NFLJT_GBC_S1 cDNA clone 
















IMAGE: 1560953 3' 


162B1 


398 


470 


AA976045 


NA 


9.00E-28 


1 


cDNA clone IMAGE: 1558392 3' 


53D8 


1 


422 


AA984245 


NA 


1.00E-162 


1 


schizo brain S11 cDNA clone IMAGE:1 629672 3* 


524A5 


3558 


4037 


AB020681 


NA 


0 


1 


mRNA for KIAA0874 protein, partial cds Length = 



4440 
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Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



174H3 


81 


271 


AR0?1?Rft 


MA 


1 nnc -in* ^ 

1.00E-101 1 


115A2 


1920 


2309 




MA 
NA 


0 4 


39G7 


1578 


1920 


ADU4UO f O 


M A 

NA 


1.00E-135 3 


149H2 


tou 




AB044971 


NA 


1.00E-158 1 


458F6 


780 




A DH/1C1 4 D 

AdU4511o 


NA 


0 1 


459D12 


2694 


3564 


AB045278 


NA 


0 2 


103H7 


1294 


1933 


AB049881 


NA 


1.00E-139 1 


102E11 


1142 


1772 


AB050511 


NA 


0 1 


460C3 


798 


930 


AB050514 


NA 


9.00E-54 1 


480A10 


4649 


5183 


AB058677 


NA 


0 1 


142G10 


2251 


2430 


AB060884 


NA 


6.00E-44 1 


494G5 


I ooo 


1 QQC 

lyyo 


AF005213 


NA 


0 1 


154C6 






AF0Q5775 


NA 


1.00E-150 3 


186B6 


772 


1248 


AF039575 


NA 


0 1 


471A4 


395 


611 


AF061944 


NA 


6.00E-84 1 


37G5 


277 


525 


AF067529 


NA 


1.00E-129 1 






1570 


AF070635 


NA 


1.00E-144 1 


43 1 C.C. 


oo 


ZZo 


AF086214 


NA 


9.00E-74 1 


517C2 


230 


465 


AF086431 


NA 


1.00E-113 1 


593C6 


1 


359 


AF1 11910 
Mr I I | u 


MA 

NA 


0 5 


191A8 


135 


1169 


AF1 13213 


NA 


0 3 


144E9 


799 


943 


AF1 16679 


NA 


9.00E-29 1 


106E3 


ooo 


1187 


AF1 1 6702 


NA 


0 2 


72F8 


878 


1205 


AF1 30094 


NA 


1.00E-175 1 


458G9 


730 


1463 


AF157116 


NA 


0 1 


139F11 


18 


229 


AF1 61430 


NA 


i.VJUCr 1 10 1 


149H10 


406 


621 


AF161455 


NA 


3.00E-95 2 


53A9 


13 


243 




MA 


2.Q0E-27 1 


165B7 


65 


418 


AF202092 


NA 


0 1 


52H1 


361 


594 


AF212226 


NA 


1.00E-34 1 


162H8 


52 


404 


AF?1 Y)*VK 

rxi £. | £.£.00 


NA 
NA 


1.00E-179 1 


£>4tlU 


680 


1316 


AF212241 


NA 


0 3 


U7D8 


2052 


2482 


AF248648 


NA 


0 3 


75E3 


326 


662 


AF249845 


NA 


0 2 


459G12 


791 


1267 


AF260237 


NA 


0 1 


177F6 


1968 


2423 


AF267856 


NA 


0 1 


115G8 


996 


1399 


AF267863 


NA " 


0 1 


501 H3 


426 


1152 


AF279437 


NA 


0 107 


174B4 


900 


1332 


AF283771 


NA 


0 2 



mRNA for beta 2-microglobulin, complete cds Length 
= 925 

SIMPLE mRNA for small integral membrane protein of 
lysosome/late endos 

hxCT mRNA for cystine/glutamate exchanger, 
complete cds Length = 2000 

mRNA for nucleolar phosphoprotein Nopp34, complete 
cds Length = 1005 

FRAT2 mRNA, complete cds Length = 2164 
beta3GnT5 mRNA for betal ,3-N- 
acetylglucosaminyltransferase 5, complete 
similar to Macaca fascicularis brain cDNA, clone:QnpA- 
18828 Length = 251 7 

similar to Macaca fascicularis brain cDNA, clone QnpA- 
16828 Length = 251 8 

similar to Macaca fascicularis brain cDNA, clone:QnpA- 
18828 Length = 2519 

mRNA for MEGF1 1 protein (KIAA1781), complete cds 
Length = 5702 

similar to Macaca fascicularis brain cDNA clone:QtrA- 
13024, full insert sequence 

ankyrin 1 (ANK1) mRNA, comptete cds Length = 2651 

caspase-like apoptosis regulatory protein 2 (clarp) 
mRNA, alternative! 

heterogeneous nuclear ribonucleoprotein DOB mRNA, 
partial cds 

kinase deficient protein KDP mRNA, partial cds Length 
-2653 

PITSLRE protein kinase beta SV18 Isoform (CDC2L2) 
mRNA, partial cds 

clone 24818 mRNA sequence Length * 1643 

full length insert cDNA clone 2C64D04 Length = 691 

full length insert cDNA clone ZD79H10 Length * 530 

MSTP030 mRNA, complete cds Length = 1024 
MSTP033 mRNA, complete cds Length ■ 1281 
PRO2003 mRNA, complete cds Length = 1 222 
PR02446 mRNA, complete cds Length = 1356 
clone FLC01 65 mRNA sequence Length = 1548 
clone 274512, mRNA sequence Length = 2172 
HSPC312 mRNA, partial cds Length = 360 
HSPC337 mRNA, partial cds Length = 1033 
Cloning vector pGEM-URA3, complete sequence 
Length = 4350 

PC3-96 mRNA, comptete cds Length = 1068 
RPL24 mRNA, complete cds Length = 1474 
microsomal signal peptidase subunit mRNA, complete 
cds Length = 794 

CDA02 mRNA, complete cds Length = 2179 
RNA-Wnding protein BRUNOL2 mRNA, complete cds 
Length = 2615 

isolate Siddi 10 hypervariable region I, mitochondrial 
sequence 

hairy/enhancer of split 6 (HES6) mRNA, complete cds 
Length = 1286 

HT033 mRNA, complete cds Length = 2972 
DC43 mRNA, complete cds Length = 2493 
interleukin 22 (IL22) mRNA, complete cds Length = 
1167 

clone TCBAP0774 mRNA sequence Length = 1814 
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126C7 


454 


843 


AF332864 


NA 


1.00E-116 


2 


similar to Mus Ras association domain family 3 
















protein (Kassio) mRNA 










MA 


1 .UUfc-1 4U 


A 
\ 


prokineticin 2 precursor (PROK2) mRNA, complete 
















cds Length - 1406 


loor i 






Mr 04 /U IU 




0 


3 


mitochondrion, complete genome Length « 16570 


590B12 


4684 


5053 


AF347013 


NA 


0 


1 


mitochondrion, complete genome Length = 16566 


517H7 


4669 


5058 


AF347015 


NA 


0 


1 


mitochondrion, complete genome Length — 16571 


596E9 


220 


295 


AI027844 


NA 


3.00E-34 


1 


cDNA clone IMAGE: 1671 61 2 3' 


599B3 


608 


609 


AI039890 


NA 


1.00E-45 


1 


ox97d11.x1 Soares_senescent_fibroblasts NbHSF 
















cDNA 


189H9 


22 


524 


AI041828 


NA 


0 


1 


oy34b08.x1 Soaresj>arathyroidJumor_NbHPA cDNA 
















clone 


471 F6 


63 


526 


AI084224 


NA 


0 


1 


cDNA clone IMAGE: 167 141 8 3' 


142E9 


6 


372 


A irtr\ 4 coo 

AI091533 


NA 


1.00E-179 


1 


oo23d05.x1 Soares_NSF_F8_9W_OT_PA_P_S1 
















cDNA clone 


72D2 


65 


529 


AI131018 


NA 


0 


6 


qb82e07.x1 SoaresJetaLheart_NbHH19W cDNA 
















clone 


468F6 


g 


428 


a 1993400 


MA 


n 


1 


cUNA clone iMAbt. 1838447 3 similar to TR:o15383 


185H1 


94 


199 


AI267714 


NA 


5.00E-50 




SB nnnl 1 cDNA clone IMAftF-9fnfi*v?fi 


166A9 


1 


480 


AI275205 


NA 


0 


1 


cDNA clone IMAGE:1990616 3* 


499F2 


4 


395 


AI281442 


NA 


0 


2 


cDNA clone IMAGE* 196745? V 


517H5 


155 


457 


AI298509 


NA 


1.00E-158 


1 


rDKJA clone IMAGF*1RQfi*54fi 3' 


144F7 


24 


364 


AI299573 


NA 


0 


1 


cDNA clone IMAGE- 1900105 3* 


519E9 


52 


408 


AI352690 


NA 


1 .00E-1 80 


1 


cDNA clone IMAGE'1 946884 3' 


466F9 


172 


440 


AI361839 


NA 


1.00E-109 


1 


cDNA clone IMAGE:2022012 3' 


144C9 


118 


373 


AI362793 


NA 


7.00E-63 


1 


cDNA Hone IMAGF/201 RQ4fi 3' similar in nWtAR(\ARA 


464B11 


19 


455 


AI363001 


NA 


0 


1 


cDNA clone IMAGE:2018452 3' similar to contains 


127B6 


40 


257 


AI370412 


NA 


6.00E-96 


1 


cDNA clone IMAGE:1987587 3* 


166C4 


58 


271 


AI371227 


NA 


1.00E-62 


1 


cDNA clone IMAGE:1 987633 3' similar to 


467G7 


1 


450 


AI380016 


NA 


0 


1 


cDNA clone IMAGF-?10Q1£Q 3' similar in 

wL/iin i^iviic i ivuiw ^ iv/3 iu3 o 5111 Midi lO 


466C5 


316 


497 


AI380390 


NA 


8.00E-44 


1 


cDNA clone IMAGE:21 07088 3* 


466B5 


200 


477 


AI381586 


NA 


1.00E-126 


1 


cDNA clone IMAGE:2074796 3* 


458G10 


347 


444 


AI3Rd19A 


NA 




i 


cDNA clone IMAGE:208881 9 3' similar to contains 


467A8 


415 


522 


Mioy ( ouu 


KIA 


\ nnc a\ 


1 
1 


CUNA clone IMAGE:2 107686 3 


477D1 


14 


269 


A |*}Q07n^ 
r\IOi7<c/ UO 


KIA 


1 .UUC-JO/ 


£ 


cDNA clone lMAGc.21 09581 3 


467B11 


1 


293 


AI393970 


NA 


1.00E-122 


1 


* cDNA clone IMAGE:21 07950 3' 


522D3 


250 


526 


AI419082 


NA 


1.00E-127 


1 


cDNA clone IMAGE:21 03029 3' 




AO 


olo 


AI440491 


NA 


1 .00E-1 32 


1 


cDNA clone IMAGE:2073277 3' 




■7-7 




AI458739 


M A 

NA 


1 .0OE-50 


1 


cDNA clone IMAGE:21 49471 3* similar to gb:S85655 


116E10 


162 


503 


AI4fi9Sft4 

r\l*tU5Jtrt 


NA 


1 nnc.171 


I 


cuimm cione iiviauc.zidddZ^ o 


472C8 


1 


369 




NA 


Q 


J 


«r\M A pinna IhJIA^C'OICftOOC O' Mi>«SI«k* TD.ACi74 7 

cuna cione iMAob^ibUoob o similar to IR:Ub27i7 


468E8 


2 


451 


AI523854 


NA 


3.00E-92 


•J 


rDNA clone IMAf5F - ?11fifiR3 3' 


477B5 


23 


295 


AI524624 


NA 


2.00E-86 


•J 


cDNA clone IMAGE'2075323 3* 


193H3 


368 


469 


AI525644 


NA 




1 


CUIMM 0 


66F1 


277 


436 


AI571 519 


NA 


7 OOF 84 


O 
£. 


cuna cione nvjMijt.^^ou/y o similar to gbijujyuy 


171A11 


225 


429 


AI581199 


NA 


1.00E-101 


3 


cDNA clone IMAGE:2154787 3' similar to 


116F2 


337 


429 


AI597917 


NA 


4.00E-42 


1 


cDNA clone IMAGE:2258495 3* similar to contains 


461G10 


9 


398 


AI627495 


NA 


1.00E-179 


1 


cDNA clone IMAGE:2285386 3' 


594D11 


206 


434 


AI628930 


NA 


1.00E-110 


1 


cDNA clone IMAGE:2281541 3' similar to 


489H9 


1 - 


507 


AI633798- 


NA 


0 


4 


cDNA clone IMAGE:22421 15 3' 


171G7 


212 


431 


AI634972 


NA 


1.00E-103 


1 


cDNA clone !MAGE:2284157 3' 


165C12 


270 


581 


AI651212 


NA 


1.00E-175 


1 


cDNA clone IMAGE:2304186 3' 


64B3 


1 


529 


AI678099 


NA 


0 


1 


Soares_NFL_T_GBC_S1 cDNA clone 
















IMAGE:2330166 3' 


134H3 


186 


289 


AI684022 


NA 


1.00E-34 


1 


cDNA clone IMAGE:2267411 3* 
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110B3 


169 


496 


AI688560 


NA 


1 OOE-132 


-j 


459F2 


160 


542 


AI697756 


NA 


0 


1 


481F11 


21 


340 


AI700738 


NA 


1.00E-167 


1 


488C5 


37 


533 


AJ701165 


NA 


0 


4 


104D9 


116 


241 


AI709236 


NA 


4.00E-60 


1 


112E1 


18 


576 


AI742850 


NA 


0 


1 


113H12 


5 


140 


AI748827 


NA 


1.00E-63 


1 


458B8 


150 


474 


A1760353 


NA 


0 


1 


461 H11 


334 


578 


AI762870 


NA 


1.00E-111 


1 


458D10 


1 


465 


AI765153 


NA 


0 


1 


38B5 


2 


295 


AI766963 


NA 


1.00E-140 


1 


471A2 


320 


394 


A1796317 


NA 


2.00E-31 


1 


74D10 


15 


377 


AI802547 


NA 


1.00E-124 


2 


482 C9 


117 


409 


Al 803065 


NA 


1.00E-164 


1 


480C5 


177 


517 


Al 807278 


NA 


n 
u 


i 


175B12 ' 


228 


513 


AI817153 


NA 


1.00E-132 


1 


66E10 


14 


268 


AI858771 


NA 


1.00E-119 


1 


470H6 


65 


500 


AI880607 


NA 


0 


1 


181D12 


7 


512 


A1884548 


NA 


0 


1 


468H6 


52 


528 


AI884671 


NA 


0 


1 


597C9 


284 


383 


AI904071 


NA 


1.00E-48 


1 


467C2 


206 


351 


A1917642 


NA 


2.00E-59 


1 


459D1 


25 


575 


AI948513 


NA 


0 


1 


166E11 


152 


280 


AI954499 


NA 


4.00E-54 


1 


493D7 


2032 


2171 




MA 
IV/-\ 




4 

1 


116B1 


1 169 


1744 




MA 


U 


1 


137B9 


296 


407 




NA 




1 


483E6 


4250 


4492 




NA 




1 


144A8 


988 


1152 


AK 001 163 


NA 


I.UUC"/ 0 


■i 


525C11 


49 


496 


AK001451 


NA 


n 


i 
I 


177D9 


707 


980 


AK004265 


NA 


7.00E-76 


1 


111E10 


777 


1121 


AK004400 


NA 


1.00E-112 


1 


458G4 . 


650 


1259 


AK008020 


NA 


8.00E-86 


1 


47G7 


31 


328 


AK009988 


NA 


1.00E-111 


1 


69G7 


1801 


1987 


AK012426 


NA 


5.00E-68 


3 


62C10 


1092 


1267 


AK013164 


NA 


6.00E-46 


2 


46D9 


3243 


3564 


AK014408 


NA 


1.00E-104 


1 


178C11 


2069 


2326 


AK016683 


NA 


9.00E-83 


1 


102C12 


698 


1339 


AK018758 


NA 


0 


1 


585B3 


1278 


1873 


AK021925 


NA 


0 


1 



SoaresJ\IFL_T_GBC_S1 cDNA done 

IMAGE:2330535 3* 

cDNA clone IMAGE :234 1330 3' 

cDNA clone IMAGE:2343628 3* 

cDNA clone IMAGE:2340734 3' 

HPLRB6 cDNA clone IMAGE:2353865 3' similar to 

wg47a05.x1 Soares_NSF_F8_9W_OT_PA_P_S1 

cDNA clone 

HPLRB6 cDNA clone IMAGE:2356401 3' 

cDNA clone IMAGE:2387703 3' 

cDNA clone IMAGE:2397996 3* 

cDNA clone IMAGE:2393531 3' 

cDNA clone IMAGE:2400693 3* 

cDNA clone IMAGE:2384100 3' 

cDNA clone IMAGE:2186739 3' similar to TR.O15510 

t]47a07.x1 Soares_NSF_F8_9W_OT_.PA.P_S1 cDNA 
clone 

Soares_.NFL_T_GBC._S1 cDNA clone 

IMAGE:2357909 3' 

cDNA clone IMAGE:2413005 3' 

cDNA clone IMAGE:2429769 3' 

HPLRB6 cDNA clone tMAGE:2355013 3* 

cDNA clone IMAGE:2437818 3' similar to gb:L06797 

cDNA clone 1MAGE:2431488 3' 
cDNA 

cDNA clone IMAGE:2392330 3' 

cDNA clone IMAGE:2470532 3' 

cDNA clone IMAGE:2550263 3' 

similar to Papio hamadryas ERV-9 like LTR insertion 

Length = 2240 

mRNA for putative RING finger protein, partial Length 
= 3038 

similar to Elaeis guineensis microsatellite DNA, clone 
mEgCIR0219 

similar to Mus musculus mRNA for putative mc? 
protein (mc7 gene) 

cDNA FLJ10301 fis, clone NT2RM2000032 Length = 
1298 

cDNA FLJ10589 fis, clone NT2RP2004389 
similar to Mus 18 days embryo cDNA, RIKEN fulJ- 
length enriched library, 

similar to Mus 18 days embryo cDNA, RIKEN full- 
length enriched library, 

similar to Mus adult male small intestine cDNA, RIKEN 
full-length enrich 

similar to Mus adult male tongue cDNA, RIKEN full- 
length enriched llbrar 

similar to Mus 11 days embryo cDNA, RIKEN full- 
length enriched library, 

similar to Mus 10, 1 1 days embryo cDNA, RIKEN full- 
length enriched libra 

similar to Mus 12 days embryo embryonic body below 
diaphragm region 

similar to Mus adult male testis cDNA, RIKEN full- 
length enriched librar 

similar to Mus adult male liver cDNA, RIKEN full- 
length enriched library 

cDNA FLJ1 1 863 fis, clone HEMBA1 006926 Length s 
2029 
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46F3 


1377 


2006 


AK022057 


NA 


0 


1 


CDNA FU11995 fis, done HEM8B1001443, highly 


73E7 














similar tn Rattiic nnnwn 


344 


1112 


AK023512 


NA 


0 


9 


cDNA FU13450 fis, clone PLACE1003027, highly 
















oirniiar 10 nomo sapiens 


465B12 


681 


1338 


AK024202 


NA 


0 


1 


CDNA FLJ14140fis, clone MAMMA1002858, highly 
















similar to r*at CMoi 


142D12 


254 


358 


AK024740 


NA 


9.00E-27 


1 


cDNA: FU21087 fis, clone CAS03323 Length = 826 


472F7 


1330 


1623 


AK024764 


NA 


1.00E-164 


1 


cDNA: FLJ21111 fis, clone CAS05384, highly similar 
















io Ari44/uu nomo sa 


521A3 


26 


195 


AK024976 


NA 


2.00E-90 


1 


cDNA: FLJ21323 fis, clone COL02374 Length * 1348 


465D1 


2091 


2255 


AK025769 


NA 


1.00E-74 


1 


cDNA: FU221 16 fis, clone HEP18520 Length = 2271 


595E9 


16 


546 


AK026264 


NA 


0 


1 


cDNA: FLJ22611 fis, clone HSI04961 Length = 1426 


103E1 


1353 


1866 


AK026334 


NA 


1.00E-126 


1 


cDNA: FLJ22681 fis, clone HSI10693 Length = 1903 


524F3 


1635 


1742 


AK026443 


NA 


9.00E-51 


2 


cDNA: FU22790 fis, clone KAIA2176, highly shiilar to 
















HUMPMCA 


196H10 


938 


1286 


AK026819 


NA 


6.00E-82 


1 


cDNA: FLJ23166 fis, clone LNG09880 Length = 1941 


172F7 


349 


738 


AK027258 


NA 


0 


1 


cDNA: FU23605 fis, clone LNG15982, highly similar 
















to AF1 13539 Homo sa 


187B10 


1583 


2142 


AK027260 


NA 


1.00E-129 


1 


cDNA: FLJ23607 fis, clone LNG16050 Length = 2560 


190F11 


76 


636 


AL042081 


NA 


0 


1 


(synonym: htes3) cDNA done DKFZp434P171 3' 


525A9 


1 


653 


AL042370 


NA 


0 


1 


(synonym: htes3) cDNA done DKFZp434A1 821 5* 


464G8 


59 


686 


AL042376 


NA 


0 


1 


(synonym: htes3) cDNA done DKFZp434A2421 5* 


172B12 


380 


624 


AL047171 


NA 


1.00E-131 


1 


(synonym: hutel) cDNA done DKFZp586F201 8 5* 


193F3 


915 


1309 


AL049305 


NA 


1.00E-133 


1 


mRNA; cDNA DKF2p564A186 (from clone 
















DKF2p564A186) Length = 1669 


111H8 


102 


660 


AL049356 


NA 


1.00E-146 


1 


mRNA; cDNA DKFZp566E233 (from clone 
















DKF2p566E233) Length = 808 


526E6 


118 


551 


AL049932 


NA 


1.00E-147 


2 


mRNA - cDNA DKFZd564H2416 ffmm rlnne* 

r mi \ i Yr* j iiL/iMn L/rvit-p JUHn«; , t i o ynuiii o/yfltf 
















DKF2p564H2416) Length = 1865 


37C8 


707 


996 


AL050218 


NA 


1.00E-156 


1 


mRNA; cDNA DKFZp586i0923 (from done 
















DKF2p586l0923) Length = 1282 


72A9 


1235 


1391 


AL1 10164 


NA 


2.00E-70 


1 


mRNA; cDNA DKFZp586l0324 (from done 
















DKF2p586l0324) Length = 1705 


107C8 


1042 


1398 


AL1 17644 


, NA 


0 


2 


mRNA; cDNA DKFZp434M095 (from clone 
















DKF2p434M095) Length = 1455 


62E7 


1 


475. 


AL1 20453 


NA 


1.00E-117 


1 


(synonym: hamy2) cDNA done DKFZp761l208 5' 


492A7 


77 


390 


AL1 21406 


NA 


1.00E-101 


1 


(synonym: hme!2) cDNA clone DKFZp762G1 17 5' 


598B1 * 


- 443 


812 


AL1 33879 


NA 


1.00E-172 


1 


(synonym: hamy2) cDNA done DKFZp761J01 14 5' 


458C10 


47 


351 


AL1 33913 


NA 


5.00E-76 


1 


(synonym: hamy2) cDNA done DKFZp761M2014 5' 


98E7 


922 


2284 


AL1 36558 


NA 


0 


6 


mRNA; cDNA DKFZp761B1514 (from clone 
















DKFZp761B1514) Length = 3453 


157F6 


3511 


3847 


AL 136797 


NA 


0 


1 


mRNA; cDNA DKFZp434N031 (from clone 
















DKFZp434N031); complete cds 


68 B4 


I UUS7 






MA 

IMA 


0 


1 


mRNA; cDNA DKFZp586H1322 (from clone 
















DKFZp586H1322); complete cds 


458B6 


278 


955 


AL1 37601 


NA 


0 


1 


mRNA; cDNA DKFZp434E0811 (from done 
















DKFZp434E081 1); partial cds 


172C9 


1866 


2423 


AL1 37608 


NA 


0 


1 


mRNA; cDNA DKFZp434J1111 (from clone 
















DKFZp434J1 111); partial cds 


72G1 


194 


474 


AL1 38429 


NA 


1.00E-151 


1 


(synonym: htes3) cDNA clone DKFZp434E0629 3' 


463H12 


12 


356 


AL513780 


NA 


1.00E-124 


1 


cDNA clone CL0BA003ZF07 5 prime 


181B6 


43 


638 


AL520535 


NA 


0 


1 


cDNA clone CSODB006YD20 3 prime 


69B6 


352 


858 


AL520892 


NA 


0 


1 


cDNA clone CSODB002YG16 5 prime 


182A5 


119 


617 


AL521097 


NA 


0 


1 


cDNA clone CS0DB001 YA13 3 prime 


458E9 


3 


865 


AL528020 


NA 


0 


2 


cDNA clone CS0DC028YO09 3 prime 



286 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



485C11 


1 


431 


AL532303 


NA 


0 


1 


cDNA clone CS0DM014YJ04 5 prime 


196G3 


78 


698 


AL532406 


NA 


0 


1 


cDNA clone CS0DM014YLO3 5 prime 


105H4 


154 


486 


AL533737 


NA 


1.00E-156 


1 


cDNA clone CS0DF002YHO9 5 prime 


594G1 


337 


756 


AL534564 


NA 


0 


1 


cDNA clone CSODF004YI09 5 prime 


524A9 


403 


906 


AL540260 


NA 


0 


1 


cDNA clone CS0DF032YF03 3 prime 


118H5 


433 


532 


AL540399 


NA 


4.00E-39 


1 


cDNA clone CSODE001YM08 5 prime 


124C2 


270 


815 


AL543900 


NA 


0 


1 


cDNA done CS0DI005YK13 3 prime 


471 D3 


216 


403 


AL550229 


NA 


9.00E-49 


1 


cDNA clone CS0DIO39YD11 5 prime 


191 F2 


324 


844 


AL554506 


NA 


0 


1 


cDNA clone CS0DIO83YJ17 5 prime 


166F6 


64 


576 


AL556016 


NA 


0 


1 


cDNA cbne CSODK010YH04 5 prime 


467G9 


61 


401 


AL556919 


NA 


1.00E-138 


1 


cDNA clone CS0DK012YI02 5 prime 


37D7 


149 


685 


AL559029 


NA 


0 


1 


cDNA clone CS0DJ010YJ11 5 prime 


590B3 


76 


287 


AL559422 


NA 


1.00E-111 


2 


cDNA clone CS0DJ013YN07 5 prime 


181H2 


166 


780 


AL559555 


NA 


0 


1 


cDNA clone CS0DJ013YP21 5 prime 


589E3 


28 


447 


AL561074 


NA 


0 


1 


cDNA clone CS0DL001 YN01 5 prime 


487F9 


326 


739 


AL561892 


NA 


1.00E-149 


1 


cDNA clone CSODB006YL04 3 prime 


68F10 


12 


658 


AL562895 


NA 


0 


1 


cDNA clone CS0DC021 YO20 3 prime 


157D7 


2 


108 


AL565736 


NA 


1.00E-28 


1 


cDNA clone CS0DF007YC06 3 prime 


177B1 


231 


505 


AL567986 


NA 


1.00E-128 


1 


cDNA clone CS0DF036YI04 3 prime 


512E3 


627 


815 


AL575666 


NA 


1.00E-94 


1 


cDNA clone CS0DIO69YD02 3 prime 


112E10 


193 


623 


AL575755 


NA 


0 


1 


cDNA clone CS0DIO70YG17 3 prime 


70H7 


197 


757 


AL576149 


NA 


0 


1 


cDNA done CS0DI072YK21 3 prime 


37F1 


275 


411 


AL577970 


NA 


1.00E-43 


1 


cDNA clone CSODK008YK22 3 prime 


65D4 


278 


828 


AL578975 


NA 


0 


1 


cDNA clone CS0DK012YNO1 3 prime 


182G2 


70 


684 


AL579745 


NA 


0 


1 


cDNA clone CS0DJ003YG20 5 prime 


194F9 


450 


669 


AL582354 


NA 


3.00E-94 


1 


cDNA clone CSODL006YH05 3 prime 


184F2 


27 


501 


AL583322 


NA 


2.00E-37 


1 


cDNA clone CS0DLO1 2YI1 0 5 prime 


40A3 


432 


638 


AL583391 


NA 


4.00E-83 


1 


cDNA clone CS0DL012YA12 3 prime 


53G7 


6 


462 


AU117298 


NA 


0 


1 


sapiens cONA clone HEMBA1001091 5* 


37G7 


218 


706 


AU118159 


NA 


0 


1 


sapiens cDNA clone HEMBA1 002998 5* 


180F9 


174 


698 


AU120731 


NA 


0 


1 


sapiens cDNA clone HEWIBB 1001298 5* 


191F1 


298 


608 


AIM 351 54 


NA 


1.00E-137 


1 


sapiens cDNA clone PLACE1001348 5' 


466G7 


11 


125 


AU1 58636 


NA 


1.00E-53 


1 


sapiens cONA clone PLACE4000063 3' 


67F9 


1 


453 


AV648670 


NA 


0 


2 


cDNA clone GLCBLH08 3' 


155D6 


97 


337 


AV650434 


NA 


1.00E-104 


1 


cDNA clone GLCCEG06 3* 


596H6 


1 


397 


AV651615 


NA 


0 


1 


cDNA clone GLCCRF09 3' 


99D5 


41 


232 


AV653169 


NA 


6.00E-78 


1 


cDNA clone GLCDIB01 3' 


331 C10 


33 


365 


AV654188 


NA 


1.00E-103 


6 


cDNA clone GLCDTC01 3* 


121A12 


70 


188 


AV659358 


NA 


3.00E-47 


1 


cDNA clone GLCFWC05 3' 


460G9 


69 


476 


AV687530 


NA 


0 


1 


CDNA clone GKCATH08 5* 


470F5 


1 


174 


AV689330 


NA 


2.00E-50 


1 


cDNA clone GKCDJE03 5' 


109EB 


71 


471 


AV705900 


NA 


0 


1 


cDNA clone ADBBFE11 5* 


166C9 


121 


226 


AV709955 


NA 


2.00E-26 


1 


, cDNA clone ADCABF08 5' 


117F1 


69 


582 


AV710415 


NA 


0 


1 


cDNA clone CuAANDI 0 5* 


523C9 


41 


536 


AV716565 


NA 


0 


6 


cDNA clone DCBCAF01 5' 


103D7 


1 


164 


AV716644 


NA 


3.00E-77 


2 


cDNA clone DCBAUG10 5' 


195F11 


232 


459 


AV716791 


NA 


1.00E-113 


2 


cDNA clone DCBAZC04 5' 


63C4 


208 


421 


AV719659 


NA 


1.00E-101 


1 


cDNA clone GLCGRA09 5' 


496C4 


156 


563 


AV719938 


NA 


0 


1 


cDNA clone GLCFUC08 5' 


479A1 


120 


469 


AV720984 


NA 


1.00E-162 


1 


cDNA clone HTBBIC02 5' 


499D6 


70 


406 


AV721008 


NA 


1.0GE-112 


4 


cDNA clone HTBBHG03 5' 


461C8 


182 


676 


AV723437 


NA 


0 


1 


cDNA clone HTBBUE10 5* 


585G1 


173 


552 


AV724531 


NA 


0 


1 


cDNA clone HTBARD04 5' 


113B8 


1 


149 


AV724559 


NA 


3.00E-40 


1 


cDNA clone HTBCFB08 5' 


111H4 


497 


498 


AV724665 


NA 


0 


1 


cDNA clone HTBAYG03 5* 


458F5 


1 


534 


AV730135 


NA 


0 


1 


CDNA clone HTFAHA06 5' 


589F6 


21 


226 


AV735258 


NA 


6.00E-70 


1 


cDNA clone cdAAIF03 5' 


172C8 


209 


426 


AV738173 


NA 


9.00E-98 


1 


cDNA done CBMAHC04 5' 


464G3 


43 


498 


AV743635 


NA 


0 


1 


cDNA clone CBLBAC03 5' 
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72D4 


43 


384 


AV745692 


NA 


1.00E-178 


2 


cDNA clone NPAACB06 5* 


592G12 


175 


571 


AV749844 


NA 


1.00E-176 


1 


cDNA clone NPCBVG08 5' 


169F6 


110 


250 


AV755117 


NA 


3.00E-28 


1 


cDNA clone TPAABA1 2 5* 


99H3 


200 


513 


AV755367 


NA 


1.00E-131 


2 


cDNA clone BMFAIB02 5' 


595G9 


399 


549 


AV756188 

9 1 V 9 WW 1 UU 


NA 


2.00E-31 




cDNA clone BMFABDOR 5' 


C7 l\ 1 L- 


8 


572 




NA 


u 




cuimm clone tiviMoc.^4f ooo i o 


COCD7 


A QA 
104 


ooU 




MA 

IMA 


o n n it c r\ 

o.U0b-5U 


1 


cDNA clone IIVIAGE:2565317 3 similar to 


591 D6 


15 


436 


AW021037 


NA 


0 


1 


Cochlea cDNA clone IMAGE:2483601 5* 


188F1 


135 


476 


AW021551 


NA 


0 


1 


Cochlea cDNA clone IMAGE:2484414 5' 


467E8 


73 


474 


AW027160 


NA 


1.00E-162 


1 


Scares Jhymus_NHFTh cDNA clone IMAGE:2512983 
















3' similar to 


472G2 


11 


110 


AW064187 


NA 


9.00E-38 


1 


CD4 intrathymic T-cell cDNA library cDNA 3* 


598F3 


43 


453 


AW071894 


NA 


0 


1 


cDNA clone IMAGE:2501 169 3' 


181C7 


10 


96 


AW131768 


NA 


8.00E-41 


1 


cDNA clone IMAGE:2619947 3' 


181D1 


69 . 


216 


AW134512 


NA 


2.00E-77 


1 


UI-H-BI1-abv-e-05-0-UI s1 NCI CGAP Sub3 cDNA 
















clone IMAGE:271 3065 3' 


472B10 


339 


458 


AW136717 


NA 


4.00E-54 


1 


UI-H-BI1-adm-a-03-0-Ul.s1 NCI_CGAP_Sub3 cDNA 
















clone IMAGE:2717092 3' 


166B9 


240 


408 


AW1 37104 


NA 


6.00E-88 


1 


Uf-H-BI1-acp-e-02-Q-Ul.s1 NCI_CGAP_Sub3 cDNA 
















clone IMAGE:27 14979 3' 


188C1 


323 


461 


AW1 37149 


NA 


2.00E-72 


1 


UI-H-BI1-acq-a-05-0-Ul.s1 NCI_CGAP_Sub3 cDNA 
















clone IMAGE;2715152 3' 


65B2 


106 


298 


AW1 48765 


NA 


7.00E-75 


1 


cDNA clone IMAGE:2616915 3' 


524C3 


234 


429 


AW151854 


NA 


1.00E-76 


2 


cDNA clone IMAGE:2623546 3' similar to 


479A8 


6 


327 


AW161820 


NA . 


1.00E-151 


1 


brain 00004 cDNA clone IMAGE.2781653 3' 


585E10 


7 


391 


AW1 66442 


NA 


0 


1 


Soares_NHCe_cervix cDNA clone IMAGE:2697403 3* 


482C6 


9 


329 


AW1B8398 


NA 


1.00E-133 


1 


cDNA clone IMAGE:2665252 3' 


522G11 


39 


516 


AW248322 


NA 


0 


1. 


cDNA clone IMAGE:2820662 5' 


473D5 


283 


416 


AW274156 


NA 


4.00E-69 


1 , 


Soares_NFLT_GBC_S1 cDNA clone 
















IMAGE:2814367 3' 


71C12 


20 


530 


AW293159 


NA 


0 


2 


. UI-H-BW0-ail-b-08-0-Ul.s1 NCLCGAP_Sub6 cDNA 
















clone IMAGE:2729414 3' 


472H1 1 


205 


501 


AW293424 


NA 


1.00E-151 


1 


UI-H-BI2-ahm-a-12-0-Ul.s1 NCI_CGAP_Siib4 cDNA 
















clone IMAGE:2727094 3' 


465H1 1 


17 


124 


AW293426 


NA 


1 .00E-48 


1 


UI-H-BI2-ahm-b-02-0-Ul.s1 NCLCGAP_Sub4 cDNA 
















Clone IMAGE.2727122 3 


4o1no 


iy 




AW295965 


NA 


0 


1 


UI-H-BI2-ahh-f-07-0-Ul.s1 NCLCGAP_Sub4 cDNA 
















—|_ _ _ APC070CQ47 O* 

Clone IMAGE. 27269 17 3 


404 D / 






AW3005UU 


MA 

NA 


3.00E-95 


1 


cDNA clone IMAGE:2774602 3* 




A 

1 


322 


AW338115 


MA 

NA 


0 


1 


cDNA clone IMAGE:2833029 3' 


400n0 


1U 


KOI 


AWo4 J44y 


MA 

IMA 


0 


1 


Soares_NFL_T_GBC_S1 cDNA clone 
















iiviAoc.^yuyuto o similar io 


vici no 


•10 

\£. 


*J*3C 


AW^f yu4y 


MA 

IMA 


1. Out- 134 


1 


HT0230 cDNA 


•1 BCCD 

looto 


CA 


2J1 


AW3B0oo1 


MA 

NA 


1.00E-103 


1 


i iTn/tno .r%Ai a 

HT0283 cDNA 


180D4 


260 


348 


AW384988 


NA 


2.00E-30 


1 


HT0427 cDNA 


472C1 


13 


404 


AW390233 


NA 


1.00E-122 


1 


ST0181 cDNA 


462G12 


236 


321 


AW402007 


NA 


3.00E-40 


1 


UI-HF-BK0-aao-g-02-0-Ul.r1 NIH_MGC_36 cDNA 
















clone IMAGE:3054530 5' 


177H2 


18 


338 


AW405863 


NA 


9.00E-52 


1 


UI-HF-BL0-acf-e-06-0-Ul.r1 NIH MGC 37 cDNA clone 
















IMAGE:3059026 5' 


140G10 


6 


308 


AW440517 


NA 


1.00E-152 


1 


cDNA clone IMAGE:2890615 3' 


482A10 


1 


231 


AW440869 


NA 


1.00E-114 


1 


cDNA clone IMAGE:291 81 51 3' similar to contains 


40B2 


18 


353 


AW444632 


NA 


4.00E-45 


1 


UI-H-BI3-aj\A/-b-11-0-Ul.s1 NCI_CGAP_Sub5 cDNA 
















clone IMAGE:2733260 3' 


61 C2 


21 


392 


AW444812 


NA 


0 


1 


UI-H-BI3-ajy-d-11-0-Ul.s1 NCLCGAP Sub5 cDNA 
















clone IMAGE:2733380 3' 


461H10 


151 


248 


AW449610 


NA 


8.00E-48 


1 


UI-H-BI3-aku-g-11-0-Ul.s1 NCI_CGAP_Sub5 cDNA 
















clone IMAGE:2735804 3' 


479E10 


9 


425 


AW451293 


NA 


0 


1 


UI-H-BI3-aih-f-06-0-Ul.s1 NCLCGAP_Sub5 cDNA 



clone !MAGE:2736899 3' 
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489G6 


16 


303 


AW452023 


NA 


1.00E-125 


1 


U!-H-BI3-alm-f-06-0-Ul.s1 NCI_CGAP_Sub5 cDNA 
clone IMAGE:2737306 3' 


463H8 


99 


289 


AW452096 


NA 


1.00E-103 


1 


U!-H-BI3-alo-d-02-0-Ul.s1 NCI_CGAP_Sub5 cDNA 
clone IMAGE:3068186 3' 


459B8 


71 


535 


AW499658 


NA 


0 


1 


UI-HF-BR0p-ajj-c-07-0-Ul.r1 NIHJWGC 52 cDNA 
clone IMAGE:3074677 5' 


37A2 


128 


395 


AW499828 


NA 


1.00E-110 


1 


UI-HF-BN0-ake-o06-0-Ul.r1 NIH_MGC_50 cDNA 
clone IMAGE:3076619 5' 


112E5 


88 


657 


AW499829 


NA 


0 


1 


UI-HF-BN0-ake-c-07-0-Ul.r1 NIH MGC 50cDNA 
clone IMAGE:3076621 5* 


523F5 


435 


517 


AW500534 


NA 


4.00E-36 


1 


UI-HF-BNO-akj-d-04-O-Ul.n NIHMGC_50cDNA 
clone IMAGE:3077406 5' 


476E10 


152 


450 


AW501528 


NA 


1.00E-129 


1 


UI-HF-BP0p-ajf-c-O2-D-Ul.r1 NIHJVIGC 51 cDNA 
clone IMAGE:3073923 5' 


B7D10 


36 


413 


AW504212 


NA 


0 


1 


UI-HF-BN0-a!p-a-11-0«Ul.r1 NIH_MGC_50 cDNA 
clone IMAGE:3080348 5' 


tuUfc lU 


Aft 


364 


AW504293 


NA 


1.00E-159 


1 


Ul-HF-BNO-alg-b-10-O-Ul.ti NIHJMGC_50 cDNA 
Clone iiviAvjt.oU/y^Df d 


484D12 


35 


353 




NA 


I.UUC* ID/ 


i 


ooares^iMrL^i^tjDU^o i cuna clone 
IMAGE:2911933 3' similar to 


480B2 


109 


446 


AW572538 


NA 


1.00E-162 


1 


cDNA clone IMAGE:2832030 3' 


465D2 


272 


464 


AW573211 


NA 


2.00E-49 


1 


Soares NFL T GBC S1 cDNA clone 
IMAGE~2933767 3' similar to 


47G6 


125 


126 


AW614193 


NA 


1.00E-51 


1 


cDNA clone IMAGE:2951662 3' 


499D7 


1 


341. 


AW630825 


NA 


0 


2 


cDNA clone IMAGE:2969854 5' 


62H5 


10 


423 


AW651682 


NA 


0 


2 


cDNA clone IMAGE:2901099 5' 


104A7 


3 


461 


AW778854 


NA 


0 


1 


cDIMA done IMAGE:3037337 3' 


484H1 


9 


453 


AW780057 


NA 


0 


1 


cDNA clone IMAGE:3036046 3' 


491 EB 


18 


348 


AW792856 


NA 


1.00E-164 


2 


UM0001 cDNA 


65D11 


64 


648 


AW810442 


NA 


0 


3 


ST0125 cDNA 


596F6 


49 


623 


AW813133 


NA 


0 


1 


ST0189 cDNA 


518H1 


131 


386 


AW819894 


NA 


1.00E-133 


1 


ST0294 cDNA 


115A7 


1 


315 


AW836389 


NA 


1.00E-169 


3 


LT0030 cDNA 


486D9 


32 


237 


AW837717 


NA 


1.00E-65 


1 


LT0042 cDNA 


477B12 


84 


253 


AW837808 


NA 


4.00E-67 


1 


LT0042 cDNA 


121A11 


253 


444 


AW842489 


NA 


1.00E-98 


1 


CN0032 cDNA 


472E6 


132 


447 


AW846856 


NA 


1.00E-149 


1 


CT0195cDNA 


164F9 


1 


462 


AW856490 


NA 


0 


1 


CT0290 cDNA 


103C4 


23 


366 


AW859565 


NA 


0 


1 


CT0355 cDNA 


129D3 


81 


295 


AW866426 


NA 


1.00E-108 


1 


SN0024 cDNA 


501 F9 


88 


421 


AW873028 


NA 


1.00E-170 


3 


CDNA clone IMAGE:3120038 3' 


98G4 


1 


294 


AW873326 


NA 


. 1.00E-107 


1 


cDNA clone IMAGE:3009400 3' 


72D5 


55 


648 


AW886511 


NA 


0 


1 


OT0083 cDNA 


460A5 


101 


294 


AW891344 


NA 


1.00E-102 




NT0079 cDNA 


459E9 


196 


260 


AW945538 


NA 


8.00E-28 


1 


EN0Q24 cDNA 


479H5 


17 


224 


AW948395 


NA 


1.00E-102 


1 


FN0040 cDNA 


165E7 


2 


599 


AW949461 


NA 


0 


1 


MAGA cDNA 


123G9 


104 


715 


AW954112 


NA 


0 


2 


MAGC CDNA 


183F3 


84 


503 


AW954476 


NA 


1.00E-159 


1 


MAGC cDNA 


196C6 


8 


189 


AW954580 


NA 


5.00E-98 


1 


MAGC cDNA 


515H10 


1 


512 


AW955265 


NA 


0 


1 


MAGC cDNA 


41 E8 


16 


671 


AW957139 


NA 


1.00E-145 


2 


MAGD cDNA 


66A7 


335 


503 


AW958538 


NA 


4.00E-85 


1 


MAGE cDNA 


465G8 


169 


615 


AW960484 


NA 


0 


1 


MAGF cDNA 


519E6 


44 


290 


AW960593 


NA 


1.00E-134 


1 


MAGF CDNA 


594F4 


306 


571 


AW963171 


NA 


1.00E-112 


1 


MAGH cDNA 


155B2 


30 


673 


AW964218 


NA 


0 


3 


MAGH cDNA 


173B5 


1 


553 


AW965078 


NA 


0 


1 


MAGI cDNA 


176A6 


7 


312 


AW965490 


NA 


1.00E-136 


1 


MAGI cDNA 


498H9 


1 


456 


AW965987 


NA 


0 


2 


MAGI cDNA 


517D11 


105 


484 


AW966098 


NA 


0 


2 


MAGI cDNA 
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166H7 


63 


559 


AW967388 


NA 


0 


1 


MAGJ cDNA 




oy 


Z1Z 




MA 




1 


MAGJ CDNA 


189C5 


8 


566 


AW968561 


NA 


0 


1 


MAGJ cDNA 


459C3 


129 


587 


AW969359 


NA 


0 


2 


MAGK cDNA 


174C1 


155 


527 


AW969546 


NA 


1.00E-170 


1 


MAGK cDNA 


191F6 


158 


543 


AW973953 


NA 


1.00E-152 


2 


MAGM cDNA 


461G9 


311 


437 


AW974749 


NA 


7.00E-47 


1 


MAGN cDNA 


104D1 


182 


594 


AW993791 


NA 


0 


1 


BN0034 cDNA 


188F5 


734 


1292 


AY007110 


NA 


0 


4 


done TCCCTA00084 mRNA sequence Length = 1656 


48D7 


692 


1169 


AY029066 


NA 


1.00E-76 


4 


Humanin (HN1) mRNA, complete cds Length = 1567 


55B8 


1802 


2045 


BC000141 


NA 


3.00E-96 


1 


Similar to myelocyte matosis oncogene, clone 
















MGC:5183,mRNA 


37A8 


34 


301 


BC000374 


NA 


1.00E-101 


1 


ribosomal protein L18, clone MGC:8373 t mRNA, 
















complete cds 


178E5 


20 


551 


BC000408 


NA 


5.00E-53 


1 


acetyl-Coenzyme A acetyltransferase 2 (acetoacetyl 
















Coenzyme A thiolase 


596G2 


27 


263 


BC000449 


NA 


3.00E-43 


2 


Similar to ubiquitin C, clone MGC:8448, mRNA, 
















complete cds 


179A3 


693 


1002 


BC000514 


NA 


1.00E-160 


3 


ribosomal protein L13a, clone MGC;8547, mRNA, 
















complete cds 


158F10 


169 


522 


BC000523 


NA 


1.00E-157 


1 


Similar to ribosomal protein S24, clone MGC:8595, 
















mRNA, complete cds 


515G5 


34 


270 


BC000530 


NA 


7.00E-38 


1 


ribosomal protein L19, clone MGC:8653, mRNA, 
















complete cds 


39B6 


286 


1073 


BC000590 


NA 


0 


9 


actin related protein 2/3 complex, subunit 2 (34 kD), 
















clone MGC: 141 6, 


169A4 


929 


1314 


BC000672 


NA 


0 


1 


guanine nucleotide binding protein (G protein), beta 
















polypeptide 2-lik 


166H4 


1350 


1745 


BC000771 


NA 


t.OOE-169 


8 


Similar to tropomyosin 4, clone MGC:3261, mRNA, 
















complete cds 


331F9 


482 


949 


BC000967 


NA 


0 


1 


clone IMAGE:3449287, mRNA, partial cds Length = 
















2156 


526C6 


633 


829 


BC001169 


NA 


1.00E-100 


1 


Similar to esterase 10, clone MGC:1873, mRNA, 
















complete cds 


135G12 


1598 


1766 


BC001303 


NA 


6.00E-42 


1 


Similar to splicing factor, arginine/serine-rich 2 (SC- 
















35), clone MGC: 


491C6 


613 


714 


BC001385 


NA 


3.00E-34 


1 


Similar to leucine rich repeat (in FLU) interacting 
















protein 1, clone 


108D10 


234 


641 


BC001399 


NA 


2.00E-79 


1 


ferritin, heavy polypeptide 1, done MGC:1749, mRNA, 
















complete cds 


*t QCUC 

lyono 


lOOf 


4 AGO 




MA 

NA 


6.00E-55 


4 


eukaryotic translation elongation fador 1 alpha 1, 
















done MGC:1332, mR 


460F5 


973 


1350 


BC001413 


NA 


0 


1 


clone IMAGE:3140866, mRNA Length = 1634 


520C5 


348 


472 


BC001632 


NA 


5.00E-34 


1 


Similar to NADH dehydrogenase (ubiquinone) 
















flavoprotein 2 (24kD), don 


520D10 


1729 


2205 


BC001637 


NA 


0 


2 


ATP synthase, H+ transporting, mitochondrial F1 
















complex, alpha subunit 


524A1 


564 


922 


BC001660 


NA 


1.Q0E-94 


2 


ribonucfease 6 precursor, done MGC: 1360, mRNA, 
















complete cds 


121E7 


275 


381 


BC001697 


NA 


2.00E-26 


1 


Similar to ribosomal protein SI 5a, clone MGC:2466, 
















mRNA, complete cds 


109D1 


2441 


2835 


BC001798 


NA 


1.00E-123 


1 


done MGC:3157, mRNA, complete cds Length = 3041 


180D9 


741 


921 


BC001819 


NA 


5.00E-85 


2 


ribonuclease 6 precursor, clone MGC:3554, mRNA, 
















complete cds 


72H5 


1264 


2808 


BC001854 


NA 


0 


8 


methionine adenosyltransferase II, alpha, clone 
















MGC:4537, mRNA, comple 


167H8 


1099 


1436 


BC002409 


NA 


1.00E-49 


1 


adin, beta, done MGC:8647, mRNA, complete cds 
















Length = 1858 


53H1 


2398 


2513 


BC002538 


NA 


3.00E-41 


1 


serine (or cysteine) proteinase inhibitor, clade B 



(ovalbumin), member 



290 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



125B3 


246 


585 


BC002711 


NA 


1.00E-40 


1 


cell division cycle 42 (GTP-binding protein, 25kD), 
















done MGC:3497, mR 


331 H8 


201 


557 


BC002837 


NA 


0 


1 


clone MGC:4175, mRNA, complete cds Length = 1092 


150C4 


1699 


2040 


BC002845 


NA 


8.0QE-29 


1 


eukaryotic translation elongation factor 1 alpha 1, 
















clone MGC:3711,mR 


70D7 


345 


850 


BC002900 


NA 


0 


1 


Similar to proteasome (prosome, macropain) subunit, 
















alpha type, 2, do 


476B5 


1431 


1761 


BC002929 


NA 


1.00E-141 


1 


clone IMAGE:3954899, mRNA, partial cds Length = 
















2467 


38D7 


200 


688 


BC002971 


NA 


0 


2 


clone 1MAGE:354371 1 , mRNA, partial cds Length = 
1934 


74A11 


652 


1724 


BC003063 


NA 


0 


5 


Similar to likely ortholog of yeast ARV1 , clone 
















IMAGE:3506392, mRNA 


105H12 


1148 


1370 


BC003090 


NA 


1.00E-105 


1 


COP9 homolog, clone MGC:1297, mRNA, complete 
















cos Lengin — too/ 


50F4 


8 


301 


BC003137 


NA 


1.00E-115 


1 


ribosomal protein S3, clone MGC:3657, mRNA, 
















complete cos 


175G9 


93 


216 


BC003352 


NA 


1.00E-33 


1 


tumor protein, translation ally-controlled 1, done 
















MGC:5308, mRNA, com 


587E9 


72 


554 


BC003358 


NA 


4.00E-60 


2 


ribosomal protein L10, clone MGC:5189 t mRNA, 
















complete cds 


71 F8 


491 


911 


BC003406 


NA 


0 


1 


cytldine monophosphate-N-acetylneuramlnlc add 
















hydroxylase (CMP-N-acet 


512E11 


308 


372 


BC003563 


NA 


2.00E-27 


1 


guanine nucleotide binding protein (G protein), gamma 
















5, done MGC:196 


118B11 


76 


343 


BC003577 


NA 


1.00E-111 


1 


clone IMAGE:3544292, mRNA, partial cds Length = 


107E3 


9 


634 


BC003697 


NA 


0 


1 


clone MGC:5564, mRNA, complete cds Length = 2145 


128D4 


1408 


1550 


BC004186 


NA 


1.00E-34 


1 


guanine nucleotide binding protein, beta 1 , clone 
















MGC:2819, mRNA, comp 


58H6 


554 


859 


BC004245 


NA 


1.00E-171 


2 


ferritin, light polypeptide, done MGC:10465, mRNA, 
















complete cds 


481 D8 


134 


460 


BC004258 


NA 


6.00E-73 


1 


hypothetical protein PR01741, clone MGC:10753, 
















mRNA, complete cds 


520F6 


160 


1400 


BC004317 


NA 


0 


3 


clone MGC: 10924, mRNA, complete cds Length = 
















1837 


489G7 


511 


787 


BC004458 


NA 


2.00E-60 


1 


enolase 1, (alpha), clone MGC:4315, mRNA, complete 
cds 


115B8 


1162 


1640 


BC004521 


NA 


0 


2 


ATP synthase, H+ transporting, mitochondrial F1 
















complex, alpha subunit 


118A2 


1126 


1369 


BC004805 


NA 


4.00E-38 


1 


similar to Mus musculus, clone IMAGE:3584831 , 
















mRNA Length = 1910 


73D2 


1174 


1751 


BC004872 


NA 


0 


1 


clone MGC: 11034, mRNA, complete cds Length = 
















2471 


522E3 


681 


993 


BC004900 


NA 


1.00E-175 


10 


ribosomal protein L13a, clone tMAGE:3545758, 
















mRNA, partial cds 


55G12 


1 


232 


BC004928 


NA 


3.00E-68 


1 


clone MGC:10493, mRNA, complete cds Length = 
















2567 


520C2 


3 


139 


BC004994 


NA 


1.00E-31 


1 


myosin regulatory light chain, clone MGC:4405, 
















mRNA, complete cds 


460H4 


1577 


1923 


BC005101 


NA 


0 


1 


clone IMAGE:3618561, mRNA Length = 2113 


154F12 


122 


283 


BC005128 


NA 


2.00E-46 


1 


ribosomal protein L7a, clone MGC: 10607, mRNA, 
















complete cds 


592C8 


647 


925 


BC005187 


NA 


2.00E-32 


1 


Similar to hypothetical protein, clone MGC:12182, 
















mRNA, complete cds 


591D1 


726 


837 


BC005361 


NA 


5.00E-31 


1 


proteasome (prosome, macropain) subunit, alpha 
















type, 4, clone MGC:1246 


458A7 


1307 


1568 


BC005816 


NA 


4.00E-98 


1 


Similar to deltex (Drosophila) homolog 1, clone 
















IMAGE:3688330, mRNA, p 


122C6 


263 


378 


BC005928 


NA 


1.00E-29 


1 


S100 calcium-binding protein A8 (calgranulin A), clone 
















MGC:14536, mRNA 


47H11 


273 


854 


BC006008 


' NA 


0 


1 


clone IMAGE:4285740, mRNA Length = 1040 
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598E1 


850 


1226 


BC006176 


NA 


0 


2 


clone IMAGE:4054156, mRNA, partial cds Length = 
1423 


175A1 


570 


887 


BC006282 


NA 


1.00E-161 


1 


Similar to RIKEN cDNA 1110020N13 gene, clone 
MGC:10540 


150H12 


543 


1098 


BC006464 


NA 


0 


1 


caimodulin 2 (phosphorylase kinase, delta), clone 
MGC:2168 


583E5 


980 


1246 


BC006849 


NA 


1.00E-127 


1 


Similar to RIKEN cDNA 2410044K02 gene, clone 
MGC:5469 


41H7 


619 


1308 


BCOO7O04 


NA 


0 


2 


Similar to oxysterol-binding protein-related protein 1, 
clone IMAGE:40 


56C12 


13 


187 


BC007063 


NA 


6.00E-27 


1 


peroxiredoxin 1, clone MGCM2514, mRNA, complete 


1 ooUl 1 














cds Length = 973 


2986 


3328 


BC007203 


NA 


1.00E-169 


1 


hypothetical protein MGC10823, clone MGC:12957, 
mRNA, complete cds 


109H10 


1343 


IDA/ 


DVsUUf Z / / 


MA 


1 -00E-1 56 


1 


Similar to RIKEN cDNA 0610039P13 gene, clone 
ivHju.jooiy, mKNA 


588E11 


423 


1324 


BC007299 


NA 


o 


3 


O tm Mo r ¥/\ ATD sunlit******* LJ j_ * m ^ 

omrujar iomik syntnase, n+ transporting, 
mitochondrial F1 comntev al 


164F12 


72 


336 


BE002854 


NA 


1.00E-147 


1 


BN0090 cDNA 


106A12 


22 


608 


BE005703 


NA 


0 


1 


BND120 cDNA 


472E11 


168 


297 


BE044364 


NA 


1.00E-66 


1 


Soares NFL T GBC S1 cDNA rlnnp 
IMAGE:3040218 3' 


458H11 


2 


510 


BE049439 


NA 


0 


1 


cDNA clone IMAGE:2834924 3' 


46F7 


18 


527 


BE061115 


NA 


0 


1 


BT0041 cDNA 


105A8 


1 


166 


BE085539 


NA 


3.00E-74 


1 


BT0669 cDNA 


467F5 


27 


247 


BE086076 


NA 


1.00E-115 


1 


BT0672 cDNA 


469B6 


5 


188 


BE091932 


NA 


6.00E-87 


1 


BT0733 cDNA 


66D7 


18 


568 


BE1 60822 


NA 


0 


1 


HT0422 cDNA 


593F8 


110 


451 


BE163106 


NA 


1.00E-165 


1 


HT0457 cDNA 


468B10 


1 


461 


BE1 68334 


NA 


0 


1 


HT051 4 rHN A 


192E1 


1 


602 


BE1 76373 


NA 


o 


i 


M 1 UOOO CLHNA 


109A9 


100 


377 


BE1 77661 


NA 


1 00E-129 




HTfl'iQA r»riWA 

n i uoy o cuiv/a 


468B9 


27 


145 


BE 178880 


NA 


3 00E-31 


1 


n i uouy CUINA 


526E11 


6 


222 


BE217848 


NA 


1 00E-118 


3 


cL/rvrt clone irviMoc.oi /*jy*n «3 


115H2 


226 


227 


BE218938 


NA 


2.00E-97 




UL/INM ClUllti IIVlrtuC.01 /0*#/O »3 


126B3 


1 


509 


BE222301 


NA 


1 00E-151 




cuina\ cione iiviaoE.o looiou o 


195F2 


123 


470 


BE222392 


NA 


4.00E-91 


-| 


GL/lNr\ ClOne llviMot.O 1 DO oot> 3 


170F7 


1 


375 


BE242649 


NA 


o 




acute myelogenous teuKemia ceil (rAb M1) Baylor- 
HGSC 


459F10 


35 


432 


BE247056 


NA 


5.00E-84 


1 


cell acute IvmDhoblastic leukemia Ravlnr-Hf^^n 
project=TCBA 


491G11 


269 


516 


BE253336 


NA 


1.00E-116 


1 


cDNA clone IMAGE:3357826 5' 


471H10 


140 


202 


BE254064 


NA 


2.00E-26 


1 


cDNA clone IMAGE:3354554 5* 


521 H9 


22 


605 


BE292793 


NA 


0 


2 


cDNA clone IMAGE:2987838 5* 


472A9 


33 


436 


BE297329 


NA 


0 


1 


cDNA clone IMAGE:3532809 5' 


99E10 


59 


423 


BE328818 


NA 


0 


1 


cDNA clone IMAGE:3181355 3' 


192C3 


4 


335 


BE348809 


NA 


0 


1 


cDNA clone IMAGE:31 52438 3* 


140G6 


206 


405 


BE348955 


NA 


3.00E-85 


1 


cDNA clone IMAGE:31 44625 3* 


483D12 


1 


534 


BE349148 


NA 


1.00E-160 


1 


cDNA clone IMAGE:31 50275 3' 


491H12 


1 


526 


BE379820 


NA 


0 


1 


cDNA clone 1MAGE:3510960 5* 


481 D5 


212 


333 


BE464239 


NA 


3.00E-45 


1 


cDNA clone IMAGE:31 94693 3' 


469H8 


31 


179 


. BE466500 


NA 


2.00E-71 


1 


cDNA clone IMAGE:31 95395 3* 


56D11 


72 


353 


BE467470 


NA 


1.00E-113 


1 


cDNA clone IMAGE: 32 12950 3' 


471D10 


1 


249 


BE502246 


NA 


1.00E-119 


2 . 


cDNA clone IMAGE:31 97344 3' 


471C2 


255 


486 


BE502992 


NA 


1.00E-128 


1 


cDNA clone IMAGE:3214462 3* 


56A2 


291 


669 


BE538333 


NA 


1.00E-164 


1 


cDNA clone IMAGE:3454710 5' 


191F12 


488 


587 


BE547584 


NA 


9.00E-28 


1 


CDNA Clone IMAGE:3461312 5' 


525F3 


5 


236 


BE550944 


NA 


1.00E-125 


1 


cDNA done IMAGE:3233200 3' 


473B7 


46 


228 


BE551867 


NA 


4.00E-86 


1 


cDNA clone IMAGE:31 95555 3' 


467C6 


48 


404 


BE569141 


NA 


1.00E-162 


1 


cDNA clone I1VIAGE:3681 1 80 5* 


110D3 


193 


473 


BE613237 


NA 


1.00E-157 


2 


cDNA clone IMAGE:3856357 3' 



292 



WO 02/057414 



PCT7US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



140F9 


20 


344 


BE614297 


NA 


1.00E-84 


1 


cDNA clone IMAGE:3906037 3' 


473B12 


63 


216 


BE645630 


NA 


3.00E-51 


1 


cDNA done IMAGE:3288143 3* similar to contains 


460C2 


156 


594 


BE646470 


NA 


0 


1 


cDNA clone IMAGE:32921333' 


172E5 


329 


491 


BE670804 


NA 


7.00E-72 


8 


cDNA clone IMAGE:3285031 3' similar to gb:J04130 


469D4 


50 


553 


BE674685 


NA 


0 


1 


cDNA clone !MAGE:3292800 3' similar to TR:O60688 


171F2 


10 


280 


BE676054 


NA 


1.00E-96 


1 


cDNA clone IMAGE:3295273 3' 


102E12 


102 


357 


BE737348 


NA 


2.00E-93 


1 


cDNA clone IMAGE:3640772 5' 


121C11 


198 


488 


BE748663 


NA 


1.00E-150 


1 


cDNA clone IMAGE:3838675 3* 


126D1 


208 


449 


BE763412 


NA 


1.00E-122 


1 


NT0036cDNA 


172H5 


52 


581 


BE768647 


NA 


0 


1 


FT0010cDNA 


176F12 


178 


646 


BE792125 


NA 


0 


1 


cDNA clone IMAGE:3936215 5' 


71A6 


16 . 


437 


. BE825187 


NA 


0 


1 


CN0028 cDNA 


115F11 


14 


132 


BE858152 


NA 


4.00E-60 


1 


cDNA clone IMAGE:3306735 3' 


61A11 


1 


448 


BE872245 


NA 


0 


1 


cDNA clone IMAGE:3850435 5' 


171B8 


155 


377 


BE875145 


NA 


8.00E-88 


1 


cDNA clone IMAGE:3891244 5' 


108A6 


370 


539 


BE876375 


NA 


7.00E-72 


2 


cDNA clone 1MAGE:3889033 5' 


166B1 


1 


472 


BE877115 


NA 


1.00E-153 


1 


cDNA clone IMAGE:3887598 5' 


63D11 


208 


496 


BE878973 


NA 


1.00E-141 


1 


cDNA clone IMAGE:3895002 5* 


525C3 


208 


400 


BE879482 


NA 


7.00E-88 


1 


cDNA clone IMAGE:3894277 5' 


526F7 


335 


603 


BE881113 


NA 


1.00E-126 


1 


cDNA clone IMAGE:3894306 5' 


152G12 


122 


659 


BE881351 


NA 


0 


2 


cDNA clone IMAGE:3892808 5* 


589H4 


118 


510 


BE882335 


NA 


0 


2 


cDNA clone IMAGE:3907044 5' 


51B12 


199 


631 


BE884898 


NA 


3.00E-56 


1 


cDNA clone IMAG&3908551 5' 


114C1 


286 


530 


BE887646 


NA 


1.00E-121 


1 


cDNA clone IMAGE:3913468 5* 


120H2 


282 


706 


BE888744 


NA 


0 


1 


cDNA clone IMAGE:3915133 5' 


107D11 


172 


497 


BE891242 


NA 


0 


1 


cDNA clone IMAGE:3917201 5' 


513G4 


263 


662 


BE891269 


NA 


0 


1 


cDNA clone IMAGE:3917064 5' 


166B8 


7 


453 


BE891928 


NA 


0 


1 


cDNA clone IMAGE:3920185 5' 


185G9 


23 


390 


BE894437 


NA 


1.00E-145 


1 


cDNA clone IMAGE:3918224 5' 


189A8 


211 


485 


BE896691 


NA 


1 .00E-82 


1 




598A7 


78 


301 


BE897669 


NA 


1.00E-83 


-) 




191D9 


189 


575 


BE899595 


NA 


o 


3 


rHWA rlnne* IIUlArtSF'^GW^Ii; 


331 F2 


109 


287 


BF001438 


NA 


3.00E-96 


2 


wullA wim IC 1 1 V IT\v3 COO |OJ I/O 


192C9 


57 


419 


BF033741 


NA 


0 


1 




117H4 


73 


454 


BF056055 


NA 


0 




^iuhu ijwi/nvjt.iwtojjou o simnar 10 contains 


104B10 


6 


412 


BF058599 


NA 


1.00E-177 


1 




331A12 


13 


164 


BF059133 


NA 


1.00E-72 


1 


cDNA clone IMAGE 348Q249 3' 


40H1 


81 


507 


BF060725 


NA 


0 


1 


7i59h07 x1 Snares N^F Fft QW AT PA o ^1 
















cDNA clone 


464F1 


1 


510 


BF061421 


NA 


0 


1 


7j52c11.x1 SoaresJviSF_F8_9W_OT_PA_P S1 
















cDNA clone 


71E11 


1 


441 


BF105172 


NA 


0 


1 


cDNA clone IMAGE:4042560 5' 


129D7 


92 


561 


BF1 16224 


NA 


0 


2 


cDNA clone IMAGE;3570793 3* 


145E10 


83 


624 


BF131060 


NA 


0 


1 


cDNA clone IMAGE:4051731 5' 


113B6 


105 


410 


BF 194880 


NA 


1.00E-157 


1 


cDNA clone IMAGE:3643600 3* 


157E9 


102 


308 


BF197153 


NA 


1.00E-108 


2 


cDNA clone IMAGE:3561933 3' 


127H8 


1 


173 


BF1 97762 


NA 


3.00E-92 


1 


cDNA clone IMAG&3653139 3' 


462D1 


29 


177 


BF221780 


NA 


7.00E-78 


1 


cDNA clone IMAGE:3578603 3* 


472B8 


7 


229 


BF306204 


NA 


9.00E-70 


1 


cDNA clone IMAGE:41 38980 5* 


62A3 


187 


612 


BF309911 


NA 


1.00E-162 


1 


cDNA clone IMAGE:4138171 5' 


476G4 


316 


487 


BF330908 


NA 


5.00E-66 


1 


BT0333 cDNA 


524D1 


86 


258 


BF339088 


NA 


8.00E-88 


1 


cDNA clone IMAGE.41 82956 5' 


58G4 


13 


606 


BF341359 


NA 


0 


2 


cDNA clone ll\/IAGE:4149195 5' 


480E7 


68 


288 


BF357523 


NA 


4.00E-97 


1 


HT0945 cDNA 


116C9 


8 


170 


BF364413 


NA 


2.00E-81 


1 


NN1068cDNA 


168F4 


11 


595 


BF369763 


NA 


0 


1 


GN0120 CDNA 


495F1 


1 


318 


BF373638 


NA 


1.00E-108 


2 


FT0176 cDNA 


98E1 


81 


499 


BF377518 


NA 


0 


2 


TN0115 cDNA 
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169C5 


17 


500 


BF380732 


MA 


u 


4 
1 


UT 0073 CDNA 


464E11 


12 


272 


BF432643 


NA 


1.00E-129 


1 


cDNA clone IMAGE:3406531 3* 


183G2 


119 


548 


BF433058 


MA 


1.00E-112 


1 


cDNA clone IMAGE:356550D 3' 


473F9 


21 


411 


BF433353 


NA 


0 


1 


cDNA clone IMAGE:3703678 3' 


117C9 


179 


462 


BF433657 


NA 


2.00E-99 


1 


cDNA clone IMAGE3702965 3* similar to contains 


514A3 


170 


245 


BF435621 


NA 


2.00 E-34 


2 


Lupski_sciatic_nerve cDNA clone IMAGE: 3394901 3' 
















similar to 

M*l J IMG 1 W 


459G8 


78 


417 


BF445405 


NA 


1 nnF_i7Q 


1 


CUNA Clone IIVlAl3c:oo99337 3 


483D10 


12 


474 


BF447885 


NA 


n 


i 


cuna clone IMAGc:3706147 3 




oiy 


•SO/1 


D tT A A t\f\C O 


NA 


3.00E-27 


1 


cDNA clone IMAGE:3579069 3' 


584H1 1 


78 




t5r4/OOUl 


hi A 

NA 


7.00E-50 


1 


LupskLsciatic_nen/e cDNA clone IMAGE:3396242 3' 






400 


BF478238 


NA 


9.00E-61 


1 


cDNA clone IMAGE:3700476 3' sroiiarto contains 


1 nop in 


on 


ion 


BF507849 


NA 


1.00E-172 


1 


UI-H-Bl4-apv-h-02-0-Ul.s1 NCLCGAP_Sub8 cDNA 
















clone IMAGE:3088755 3' 


173E10 


147 


231 




INA 


i nnc -jq 
i.OOc-09 


1 


UI-H-BI4-aon>h-07-0-Ul.s1 NCI_CGAP_Sub8 cDNA 
















rlnnA iMAf^F-'VlfmPfiQ *V 
uiuiic iivinocouoDOoy o 


464D1 


32 


460 


BF5 13602 


NA 


1 00E-1Q6 




ui-n-Dvv i-ami-a- i j-u-ui.s i rJOi_Ov3AK_oUDf CDNA 
















clone IMAGE:3070773 3* 


118D9 


106 


248 


BF514341 


NA 


4.00E-46 


1 


Ul-H-BW1-arvcMv10-0-Ul.s1 NCI_CGAP Sub7 cDNA 
















Clone 1MAGE:3082218 3' 


462E3 


29 


197 


BF515538 


NA 


1.00E-87 


1 


UI-H~BW1-anq-b-09-0-Ul.s1 NCI CGAP Sub?cDNA 




70 












clone IMAGE:3083081 3' 


459C7 


661 


BF525720 


NA 


0 


1 


cDNA clone IMAGE:4212877 5* 


462F8 


151 


684 


BF526421 


NA 


0 


1 


cDNA clone IMAGE:4213536 5' 


174H6 


1 


367 


BF530382 


NA 


0 


1 


cDNA clone IMAGE:4214327 5" 


477C5 


183 


689 


BF569545 


NA 


0 


1 


cDNA clone IMAGE:431 0435 5' 


46C3 


2 


626 


BF571362 


NA 


0 


1 


cDNA clone 1MAGE:4252059 5* 


465B1 


350 


508 


BF591040 


NA 


3.00E-39 


1 


cDNA clone IMAGE:3319177 3' 


477G7 


6 


127 


BF592138 


NA 


2.00E-57 


1 


cDNA clone IMAGE:3573334 3' 






£04 


bpoyo930 


NA 


1.00E-114 


1 


nab48e03.x1 Soa res_NS F_F8_9W_OT_PA_P_S 1 
















cDNA clone 




ioy 


57 ft 


bro531 16 


NA 


0 


1 


cDNA clone IMAGE:4308392 5' 


471 F9 


77 


590 


BF667621 


NA 


0 


1 


cDNA clone IMAGE:4278888 5' 


41D10 


16 


664 


BF668050 


NA 


0 


2 


cDNA clone IMAGE:4279827 5' 


491G6 


87 


275 


BF670567 


NA 


1.00E-97 


1 


cDNA clone IMAGE:4290961 5' • 


112B4 


17 


303 


BF671020 


NA 


1.00E-120 


1 


cDNA clone IMAGE-4292143 5* 


194H6 


6 


196 ' 


BF678298 


NA 


1.00E-100 


1 


cDNA clone IMAGE:4248916 5' 


514H9 


96 


179 


BF691178 


NA 


2.00E-32 


1 


cDNA clone IMAGE:4332544 5' 


99H1 


146 


327 


BF691895 


NA 


2.00E-69 


1 


cDNA clone IMAGE:4333460 5' 


465E12 


29 


681 


BF725383 


NA 


0 


1 


cDNA (Un-normalized, un amplified): BX cDNA clone 


69B10 ' 


17 


96 


BF726114 


NA 


3.00E-37 


1 


cDNA (Un-normalized, unamplified): BY cDNA clone 


151H10 


18 


366 


BF732404 


NA 


0 


1 


cDNA clone IMAGE:3434918 3' 


124D2 


36 


378 


BF736784 


NA 


1.00E-179 


1 


KT001 8 cDNA 


463H5 


30 


152 


BF740663 


NA 


3.00E-56 


1 


HB0031 cDNA 


469D2 


164 


398 


BF744387 


NA 


6.00E-74 


1 


BT0636 cDNA 


72E1 


17 


128 


BF749089 


NA 


1.00E-44 


3 


BN0386 cDNA 


98C3 


9 


515 


BF758480 


NA 


0 


1 


CT0539 cDNA 


46E11 


26 


162 


BF773126 


NA 


5.00E-57 


1 


IT0048 cDNA 


124C8 


32 


257 


BF773393 


NA 


1.00E-115 


1 


IT0039 cDNA 


166G8 


312 


549 


BF797348 


NA 


1.00E-108 


1 


cDNA clone IMAGE:4340490 5* ■ 


146D8 


222 


288 


BF805164 


NA 


5.00E-29 


1 


CI0173 cDNA 


49G4 


99 


460 


BF813798 


NA 


0 


5 


CI0084 cDNA 


469F8 


31 


455 


BF816700 


NA 


4.00E-88 


1 


CI0128 cDNA 


98C1 


37 


375 


BF818594 


NA 


1.00E-163 


1 


CI0184 cDNA 


62C9 


166 


359 


BF821451 


NA 


3.00E-28 


1 


RT0038 cDNA 


51 F8 


28 


367 


BF827734 


NA 


1.00E-175 


1 


HN0025 cDNA 


56F7 


15 


429 


BF845167 


NA 


9.00E-84 


1 


HT1035 cDNA 


476D11 


1 


303 


BF869167 


NA 


1.00E-165 


2 


ET01 19 cDNA 
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A7CUA 

4/br14 


12 


262 


BF875575 


NA 


1.00E-131 2 


68D6 


242 


452 


BF877979 


NA 


3.00E-98 1 


37C10 


1 


381 


BF897042 


NA 


0 3 


465B3 


63 


193 


BF898285 


NA 


5.00E-60 1 


331 C7 


274 


485 


BF899464 


NA 


3.00E-83 1 


72D8 


50 


334 


BF904425 


NA 


1.00E-152 1 


159F6 


333 


417 


BF906114 


NA 


2.00E-35 1 


108H5 


6 


409 


BF926187 


NA 


0 1 


71 F9 


192 


286 


BF928644 


NA 


1.00E-43 1 


481 D4 


27 


334 


BF938959 


NA 


1.00E-102 1 


189B11 


69 


183 


BF939014 


NA 


4.00E-29 1 


115G2 


85 


399 


BF940103 


NA 


1.00E-177 1 


463B3 


304 


449 


BF940291 


NA 


8.00E-62 1 


122G1 


8 


339 


BF950968 


NA 


1.00E-170 1 


470B4 


251 


320 


BF962743 


NA 


2.00E-28 1 


516D5 


39 


208 


BF962934 


NA 


5.00E-69 1 


593G10 


242 


597 


BF965068 


NA 


1.00E-177 2 


101A1 


6 


356 


BF965438 


NA 


1.00E-132 1 


477F3 


25 


653 


BF965960 


NA 


0 1 


588E4 


67 


562 


BF966028 


NA 


1.00E-134 1 


467F10 


.11 


282 


BF966049 


NA 


1.00E-122 1 


59E12 


81 


355 


BF966269 


NA 


1.00E-144 1 


480E11 


416 


755 


BF968628 


NA 


8.00E-41 1 


37H8 


200 


500 


BF968963 


NA 


1.00E-148 1 


98H5 


396 


397 


BF969990 


NA 


1.00E-133 1 


597C3 


15 


571 


BF971075 


NA 


0 1 


101F1 


188 


305 


BF971984 


NA 


6.00E-42 1 


464H5 


246 


602 


BF980139 


NA 


0 1 


63B6 


130 


597 


BF981080 


NA 


0 1 


167A3 


223 


418 


BF981263 


NA 


1.00E-101 1 


512C12 


1 


494 


BF981634 


NA 


0 1 


187H7 


26 


433 


BF997765 


NA 


1.00E-180 2 


458E4 


54 


242 


BG006820 


NA 


3.00E-62 1 


106A7 


1 


604 


uoy^t; q | 


MA 
IMA 


0 1 


459H6 


1 


524 


BG026279 


NA 


0 1 


460B9 


264 


512 


BG028577 


NA 


1.00E-105 1 


49E9 


100 


537 


BG033909 


NA 


0 1 


54C10 


1 


582 


BG033953 


NA 


0 2 


182B3 


1 


489 


BG034799 


NA 


0 1 


166F8 


13 


586 


BG036101 


NA 


0 1 


104A12 


56 


240 


BG054966 


NA 


1.00E-100 1 


171H10 


4 


269 


BG056668 


NA 


3.00E-85 1 


146G11 


13 


522 


BG057282 


NA 


0 5 


472A11 


69 


358 


BG057892 


NA 


1.00E-145 1 


513B4 


2 


418 


BG058599 


NA 


0 1 


134B4 


201 


519 


BG058739 


NA 


1.00E-75 4 


163E7 


83 


327 


BG1 10599 


NA 


1.00E-126 1 


1 1flA7 
1 IOMj 


180 


577 


BG1 10835 


NA 


0 1 


37F12 


38 


649 


BG1 11212 


NA 


0 5 


464A10 


57 


673 


BG111773 


NA 


0 1 


464A7 


56 


411 


BG1 18529 


NA 


1.00E-167 1 


458D8 


186 


715 


BG121288 


NA 


0 1 


168H12 


25 


339 


BG1 49747 


NA 


1.00E-1 77 1 


51 H4 


4 


224 


BG149986 


NA 


1.00E-121 1 


75G3 


70 


280 


BG1 50273 


NA 


1.00E-115 4 


500F10 


18 


677 


BG1 63237 


NA 


0 3 


519E4 


39 


575 


BG1 64898 


NA 


0 3 


119E5 


21 


276 


BG165998 


NA 


1.00E-120 1 



ET0100 cDNA 
ET0109 CDNA 
MT0179 cDNA 
MT0229 cDNA 
MT0211 cDNA 
MT0245 cDNA 
MT0267 cDNA 
NT0193 cDNA 
NT021 6 CDNA 

cDNA clone IMAGE:3706689 3' 
cDNA clone !MAGE:3706658 3* 
cDNA clone IMAGE:3439383 3' 
cDNA clone IMAGE:3577096 3' ■ 
NN1186 CDNA 
NN0045 cDNA 
NN0045 cDNA 

cDNA clone IMAGE:4356776 5' 
cDNA clone IMAGE:4356453 5' 
cDNA clone IMAGE:4365102 5* 
cDNA clone IMAGE:4364887 5' 
cDNA clone IMAGE:4364941 5' 
cDNA clone IMAGE.4375212 5' 
CDNA clone IMAGE:4359351 5' 
cDNA clone IMAGE;4358390 5' 
cDNA clone IMAGE:4360614 5' 
cDNA clone IMAGE:4358911 5' 
cDNA clone IMAGE:4329095 5* 
CDNA clone IMAGE:4373963 3* 
cDNA clone IMAGE:4401411 5' 
cDNA clone IMAGE:4400757 5* 
cDNA clone IMAGE:4397101 5' 
GN0127 cDNA 
GN0227 cDNA 

cDNA clone IMAGE:4363858 5* 

cDNA clone IMAGE:4386607 5* 

cDNA clone IMAGE:4387518 5* 

cDNA clone IMAGE:4402729 5' 

cDNA clone IMAGE:4402647 5' 

cDNA clone IMAGE:4413514 5* 

cDNA clone IMAGE:4414135 5' 

cDNA clone IMAGE:3441756 3' 

cDNA clone IMAGE:4169714 3' 

cDNA clone IMAGE:4140477 3' similar to contains 

7f76e08.x1 Lupskl_dorsaLrooLgangHon cDNA clone 

cDNA clone IMAGE:4141266 3' 
CDNA clone IMAGE:41 40551 3' 
cDNA clone IMAGE:4368492 5' ' 
cDNA clone IMAGE:4366502 5' 
cDNA clone IMAGE:4369233 5' 
cDNA clone IMAGE:4372861 5' 
cDNA clone IMAGE:444351 9 5* 
cDNA clone IMAGE:4450407 5* 
cDNA clone IMAGE:3367325 3' 
cDNA clone IMAGE:3406766 3* 
cDNA clone IMAGE:3442930 3' 
cDNA clone IMAGE:4446802 5* 
cDNA clone IMAGE:4453661 5' 
cDNA clone 1MAGE:4456017 5' 
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519B8 


29 


214 


BG1 66279 


NA 


5.00E-86 


1 


cDNA clone IMAGE:4455496 5 1 


103B8 


377 


499 


BG170647 


NA 


1.00E-45 


1 


cDNA clone IMAGE:4426826 5* 


470F8 


184 


307 


BG1 80098 


NA 


4.00E-63 


1 


cDNA clone IMAGE:4430875 5* 


585C4 


4 


98 


BG230563 


NA 


5.00E-46 


1 


cDNA clone IMAGE:4 143330 3' 


48G7 


2 


298 


BG231557 


NA 


1.00E-119 


1 


cDNA clone IMAGE:4142471 3' 


73C4 


188 


430 


BG231805 


NA 


1.00E-130 


1 


cDNA clone IMAGE.4142814 3' 


148H4 


2 


525 


BG231961 


NA 


1.00E-133 


12 


CDNA Clone 1MAGE:4143104 3' 


484B5 


364 


533 


BG235942 


NA 


5.00E-81 


1 


cDNA clone IMAGE:4141389 3' 


137B5 


97 


523 


BG236015 


NA 


6.00E-87 


1 


cDNA done IMAGE.4141365 3* 


489B1 1 


12 


294 


BG236084 


NA 


4.00E-75 


2 


cDNA clone IMAGE:4141856 3' \ 


45H2 


1 


492 


BG249224 


NA 


1.00E-139 


1 


cDNA clone IMAGE:4470038 5' 


172F1 


1 


562 


BG254117 


NA 


0 


1 


cDNA clone IMAGE:4475233 5* 


588F3 


66 


202 


BG254292 


NA 


9.00E-43 


1 


cDNA cione IMAGE:4477042 5' 


583B5 


8 


183 


BG272304 


NA 


7.00E-45 


1 


cDNA clone IMAGE:4257371 


73A4 


119 


311 


BG282346 


NA 


3.00E-42 


1 


cDNA clone IMAGE:4545131 5' 


586A2 


99 


511 


BG283706 


NA 


1.00E-160 


1 


cDNA clone IMAGE;4519866 5' 


152F12 


1 


676 


BG286649 


NA 


0 


5 


cDNA clone IMAGE:4499224 5* 


479A12 


228 


601 


BG286817 


NA 


1.00E-142 


1 


cDNA clone I MAGE 4500259 5' 


99B4 


1 


449 


BG288308 


NA 


0 


2 


cDNA clone IMAGF^'il^nR *%' 


584G2 


54 


468 


BG288554 


NA 


0 


1 


cDNA clone IMAGF-d'JITOfiA 


464E2 


244 


549 


BG289048 


NA 


1.00E-159 


2 


CDNA clonp IMAf5F"4^19ftfift *V 


113H1 


149 


436 


BG289347 


NA 


1.00E-161 


1 


cDNA clone IMAGE 45 16941 5' 


39G6 


1 


503 


BG290577 


NA 


0 


1 


cDNA clone IMAGE:4517985 5' 


48D8 


38 


440 


BG291 970 


NA 


o 


■y 


CUinA Clone lfvlAijb.4ol /457 5 


60E7 


1 


398 


BG319445 


NA 


o 




Keratinocyte Subtraction Lfbrary- 
Transcripts Homo 


168C2 


3 


221 


BG319498 


NA 


1.00E-111 


2 


Keratinocvte Subtraction 1 ihrarv- 


461 B1 2 














Transcripts Homo 


1 


393 


BG387694 


NA 


0 


2 


cDNA clone IMAGE:4521084 5' 


174G11 


3 


542 


BG391695 


NA 


0 


1 


cDNA clone IMAGE:4537243 5* 


597A4 


164 


612 


BG396292 


NA 


0 


2 


cDNA clone IMAGE:4581548 5* 


190B10 


469 


667 


BG397564 


NA 


3.00E-62 


2 


cDNA clone IMAGE:4564968 5* 


593C3 


35 


461 


BG403635 


NA 


0 


1 


cDNA clone IMAGE:4526364 5' 


57H10 


121 


495 


BG413494 


NA 


0 


1 


7j54e06.x1 Soares_NSF_F8_9W 
cDNA clone 


155G11 


119 


347 


BG424974 


NA 


3.00E-52 


1 


cDNA clone IMAGE:4591378 5* 


45G3 


17 


332 


BG427404 


NA 


1.00E-159 


1 


cDNA clone IMAGE:4612518 5' 


185C9 


16 


185 


BG432194 


NA 


3.00E-62 


1 


cDNA clone IMAGE:4610035 5* 


331 D4 


60 


386 


BG434865 


NA 


1.00E-179 


1 


cDNA clone IW)AGE:4605025 5 1 


464H12 


97 


295 


BG438232 


NA 


1.00E-105 


1 


cDNA clone IMAGE:4622433 5' 


521 F2 


280 


534 


BG468330 


NA 


1.00E-111 


1 


cDNA done IMAGE:4644153 5* 


56F6 


187 


582 


BG473228 


NA 


0 


2 


cDNA clone IMAGE:4646938 5' 


61G3 


8 


185 


BG473813 


NA 


2.00E-95 


1 


cDNA clone IMAGE:464741 6 5' 


119E9 


7 


377 


BG482798 


NA 


1.00E-17B 


3 


cDNA clone IMAGE:4616253 5* 


125F8 


47 


318 


BG489375 


NA 


1.00E-149 


1 


cDNA clone IMAGE:4636634 5' 


73H3 


55 


154 


BG493253 


NA 


. 5.00E-49 


1 


cDNA clone IMAGE:4672787 5* 


111H9 


79 


754 


BG497765 


NA 


0 


1 


cDNA Clone IMAGE:4665582 5* 


171A10 


74 


476 


BG501063 


NA 


0 


1 


cDNA clone IMAGE:4668643 5' 


471 G1 


65 


197 


BG501895 


NA 


1.00E-63 


1 


cDNA done IMAGE:4654344 5' 


111E1 


16 


181 


BG503693 


NA 


4.00E-85 


2 


cDNA clone IMAGE:4657381 5' 


121 B6 


77 


553 


BG505271 


NA 


0 


2 


cDNA clone IMAGE:4664028 5' 


599F2 


379 


484 


BG505379 


NA 


3.00E-45 


1 


cDNA clone IMAGE:4657121 5' 


-105C1 


208 


646 . 


BG505961 


NA 


0 


1 


cDNA clone IMAGE:4072795 5' 


521 E10 


23 


440 


BG506168 


NA 


0 


4 


cDNA clone IMAGE:4072226 5' 


119A5 


188 


596 


BG506472 


NA 


1.00E-103 


1 


cDNA clone IMAGE:4070820 5' 


479D7 


34 


308 


BG527060 


NA 


1.00E-121 


1 


cDNA clone IMAGE:4685209 5' 


71 H3 


27 


542 


BG527658 


NA 


0 


1 


cDNA clone IMAGE:4685854 5* 


186A7 


2 


336 


BG531486 


NA 


5.00E-96 


1 


cDNA clone IMAGE:4699409 5' 


187H11 


186 


662 


BG532345 


NA 


0 


1 


cDNA clone IMAGE:4699954 5' 


64G4 


166 


650 


BG532470 


NA 


0 


1 


cDNA clone IMAGE:4699923 5' 
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486E6 


224 


561 


BG533994 


NA 


1.00E-168 5 


116F9 


188 


392 


BG536394 


NA 


7 one C"7 4 


75C7 


1 


452 


BG536641 


NA 


0 2 


175D10 


3 


AAA 


bb0370U2 


NA 


2.00E-49 1 


599E1 


356 


659 


BG53B731 


NA 


1.00E-111 1 




80 


631 


BG541679 


NA 


0 1 


466A4 


1 


408 


BG542394 


NA 


0 1 


67G12 


29 


698 


BG547561 


* NA 


0 3 


467B6 


60 


234 


BC5/v47fi?7 


MA 


3.00E-93 2 


4B8F8 


2041 


2132 


D 10495 


MA 


9.00E-31 1 


525B6 


21 


222 


D 17042 


NA 


1 OOP inn 0 


471 E4 


2287 


2877 


D17391 


NA 


0 2 


134D8 


561 


694 


D28589 


NA 


2.00E-59 1 


112D1 


1614 


2159 


D30036 


NA 


0 1 


98H4 


1 


357 


F11941 


NA 


1.00E-180 1 


585G7 


15 


264 


r 10/ DO 


MA 


1.00E-136 1 


47D11 


1 


296 


F35665 


NA 


1.00E-146 1 


wary 


^ii 
o 1 * 


225 


H03298 


NA 


1.00E-70 1 


481A6 


43 


362 


H51796 


NA 


1.00E-123 1 


100E3 


116 


205 


H56344 


NA 


1.00E-37 1 


4B4F9 


10 


398 


H57221 


NA 


5.00E-45 2 


66C3 


10 


77 


H78395 


NA 


8.00E-28 1 


105D11 


63 


365 


H81660 


NA 


1.00E-154 1 


60G10 


1 


189 


H86841 


NA 


1.00E-100 1 


470D6 


1 


314 


H92914 


NA 


1.00E-146 1 


483E5 


839 


944 


K02885 


NA 


1.00E-26 1 


516F5 


1753 


2047 


L11284 


NA 


1.00E-131 1 


525E11 


105 


738 


L4UOO/ 


NA 


1.00E-112 1 


74F1 


661 




mi n £A 


NA 


5.00E-41 1 


121 E3 


1323 


1870 


M12824 


NA 


0 A 


66H2 


713 


1190 


M17783 


NA 


0 1 


41A9 


698 


883 


M32577 


NA 


4.00E-28 1 


478D10 


436 


605 


M55674 


NA 


4.00E-33 1 


469B8 


5 


377 


N20190 


MA 


0 1 


109E4 


21 


449 


N23307 


NA 


0 2 


171D9 


OKI 


381 


N25486 


NA 


1.00E-147 1 ' 


73H12 


1 


398 


N27575 


NA 


1.00E-144 2 


490A11 


25 


475 


N31700 


NA 


0 1 


599D6 


165 


483 


N34261 


NA 


1.00E-150 1 


188F3 


112 


357 


N36737 


NA 


1.00E-107 1 


465B10 


7 


558 


N49836 


NA 


0 1 


4004 


199 


575 


N58136 


NA 


1.00E-153 1 


183E2 


227 


366 


N80578 


NA 


2.00E-53 1 


139G6 


9 


269 


N94511 


NA 


1.0QE-125 1 


126B8 


1 


256 


N99577 


NA 


1.00E-137 2 



cDNA clone )MAGE:4663102 5' 

cDNA clone IMAGE:4689645 5' 

cDNA clone IMAGE:4691078 5' 

cDNA clone IMAGE:4690780 5' 

cDNA clone IMAGE:4691392 5' 

cDNA clone IMAGE:4695805 5' 

cDNA clone IMAGE:4696046 5' 

cDNA clone IMAGE:4703738 5' 

cDNA clone IMAGE:4703608 5* 

mRNA for protein kinase C delta-type, complete cds 

Length = 2163 

HepG2 partial cDNA, clone hmd3f07m5 Length = 222 

mRNA for alpha 4(IV) collagen, C-termlna! Length = 
3558 

mRNA (KIAA00167), partial sequence Length = 792 

mRNA for phosphatidylinositol transfer protein (Pl- 

TPalpha), complete 

brain cDNA cDNA clone c-33f05 

(1992) cDNA done FII112 3' 

cDNA clone SH5-000005-0/E06 

cDNA clone IMAGE: 151 865 5* 

spleen 1NFLS cDNA clone IMAGE:194250 5' 

spleen 1NFLS cDNA clone IMAGE:203711 5 1 similar 

to 

spleen 1NFLS cDNA clone IMAGE:204710 5' 
liver spleen 1NFLS cDNA clone IMAGE:233597 3' 
2NbHM cDNA clone IMAGE:249138 5' 
cDNA clone 1MAGE:220310 5' similar to SP:S44265 
Soares_pineaLgfand_N3HPG cDNA clone 

image:231988 3' 

T-cell receptor active beta-chain V-D-J-beta-1.2-C- 
beta-1 (TCRB) mRNA, 

Homosapiens ERK activator kinase (MEK1) mRNA 
Length = 2222 

perforin (PRF1) mRNA, 3' end Length = 818 

MHC HLA DQ alpha-chain mRNA from DRw9 cell line 

Length = 835 

T-cell differentiation antigen Leu-2/T8 mRNA, partial 
cds Length = 197 

glia-derived nexln (GDN) mRNA, 5' end Length = 1191 

MHC HLA-DQ beta mRNA, complete cds Length = 
1104 

(clone M212) phosphoglycerate mutase 2 (muscle 
specific isozyme) (PGAM 
2NbHM cDNA clone IMAGE:264340 3* 
2NbHM cDNA clone IMAG&267836 3* 
2NbHM cDNA clone IMAGE:264068 5* 
2NbHM cDNA clone IMAGE.264499 5* 
2NbHM cDNA clone IMAGE:267025 5* 
2NbHM cDNA clone IMAGE:267967 5' 
2NbHM cDNA clone IMAGE:273145 3' 

yz08a11.s1 Soares_multtple_sclerosis 2NbHMSP 
cDNA 

spleen 1NFLS cDNA clone IMAGE:247587 3' 
Soares_fetalJung_NbHL19W cDNA clone 
|MAGE:300873 3* similar to 

zb80g04.s1 Soares_senescentJibroblasts_NbHSF ' 
cDNA 

spleen 1NFLS cDNA clone IMAGE:295067 5' 
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118A10 


893 


5056 


Mr 001R07 


NA 


o 


7 


mitochondrion, complete genome Length = 16568 




A 

1 


4/T 




NA 


0 


1 


intercellular adhesion molecule 2 (ICAM2), mRNA 
















Lengtn - nuoo 


62A8 


1877 


1958 


NM_0 00958 


NA 


1 .00E-37 


4 


prostaglandin E receptor 4 (subtype EP4) (PTGER4), 
















-DMA 


179H10 


53 


265 


NM_000983 


NA 


1.00E-44 


1 


ribosomal protein L22 (RPL22), mRNA Length =* 602 


331 D3 


71 


343 


kill AA J AO 4 

NM_001024 


NA 


1.00E-144 


5 


ribosomal protein S21 (RPS21), mRNA Length = 343 


41G10 


31 62 


3565 


NM_001243 


NA 


3.00E-47 


1 


tumor necrosis factor receptor superfamily, member 8 
















(TNFRSF8), mRNA 


591 E9 


1027 


1483 


NM_002211 


NA 


0 


2 


integrin, beta 1 (fibronectin receptor, beta polypeptide, 
















antigen CD29 


49/ ub 


4940 


5064 


NM — 002460 


NA 


9.00E-36 


2 


interferon regulatory factor 4 (IRF4), mRNA Length = 
















5065 


597D8 


1232 


1461 


NM_005356 


NA 


2.00E-48 


1 


lymphocyte-specific protein tyrosine kinase (LCK), 
















mRNA Length = 2032 


166G2 


50 


319 


NM_005745 


NA 


2.00E-90 


1 


accessory proteins BAP31/BAP29 (DXS1357E), 
















mRNA Length = 1314 


4boU^ 


3245 


3480 


NM_011086 


NA 


8.00E-63 


1 


similar to Mus phosphoinositide kinase, fyve- 
















containing (Pikfyve), mRNA 


599A4 


1335 


1630 


kit jt /\H Afy A j* 

NM_014644 


NA 


2.00E-69 


1 


K1AA0477 gene product (KIAA0477), mRNA Length = 
















5676 




olo 


lob! 


NJVJ_U i4yuo 


NA 


0 


3 


glutaminase (GLS), mRNA Length = 4606 


495C6 


622 


838 


NM_015435 


NA 


1.00E-104 


1 


double ring-finger protein, Dorfin (DORFIN), mRNA 
















Length = 1640 


HOoU 1 1 


a on 
4oU 




mm ninnoc 
NlvM) 15995 


NA 


1 .00E-77 


1 


Kruppel-like factor 13 (KLF13), mRNA Length = 1079 


49C10 


817 


964 


Kit ■ f\ a r\r+ f\ a 

NM_019604 


NA 


3.00E-28 


1 


class-l MHC-restricted T cell associated molecule 
















(CKTAM), mRNA 


looc4 


•a on 


o4o 


NM_0l999/ 


MA 

NA 


6.00E-79 


1 


similar to Mus musculus cDNA sequence AB041581 
















(AB041581) 




14<£l 


IbbZ 


NJVMJ21432 


NA 


3.00E-66 


1 


similar to Mus RIKEN cDNA 1110020M21 gene 
















(1 110020M21RIK) 


4bt>t>n 


-1 CDC 


1 /bi 


NM_021777 


NA 


1 .00E-34 


1 


a disintegrin and metailoproteinase domain 28 
















(ADAM28), transcript var 


cbbUo 


1265 


1951 


NM_0221 52 


NA 


0 


1 


PP1201 protein (PP1201), mRNA Length = 2309 


459G6 


1 


123 


NM_024567 


NA 


2.00E-36 


1 


hypothetical protein FLJ21616 (FU21616), mRNA 
















•Length = 1858 


461 G2 


667 


1182 


NMJ025977 


NA 


1 .00E-28 


1 


similar to Mus RIKEN cDNA 2510048L02 gene 
















(2510048LO2Rik) 


62A5 


759 


1200 


NMJ)30780 


NA 


0 


1 


folate transporter/carrier (LOC31034), mRNA Length « 
















2534 


52C11 


1277 


1954 


NM_030788 


NA 


0 


1 


DC-specific transmembrane protein (LOC61501), 
















mRNA Length = 1 974 


i nflA7 

)UOr\r 


y iu 


»}U14 


NIVI_Uol4iy 


MA 


0 


4 


molecule possessing ankyrin repeats induced by 
















npoporysaccnanue 


74E11 


47 


464 


NM 031435 


NA 


Q 


1 


















(DKF2P564I0422), mRNA 


56B3 


1518 


1962 


NM_031453 


NA 


1.00E-176 


1 


hypothetical protein MGC1 1034 (MGC1 1034), mRNA 
















Length = 3301 


46F2 


118 


663 


NM_031480 


NA 


1.00E-105 


1 


hypothetical protein AD034 (AD034), mRNA Length - 
















2495 


192B3 


51 


290 


R11456 


NA 


1.00E-105 


1 


spleen 1NFLS cDNA clone IMAGE:129880 5' similar 
to 


458B9 


43 


359 


R64054 


NA 


1.00E-159 


1 


cDNA clone IMAGE:139969 5* 


169F11 


1 


429 


R85137 


NA 


0 


1 


brain N2b4HB55Y cDNA clone IMAGE: 180492 5' 


465B5 


16 


392 


R88126 


NA 


1.00E : 164 


1 


cDNA clone IMAGE: 186850 5' 


477F8 


1 


525 


T77017 


NA 


0 


1 


1NIB cDNA clone IMAGE:23326 5' 


39G11 


162 


455 


T80378 


NA 


1.00E-145 


1 


1NIB cDNA clone IMAGE:24693 5* 


107D7 


1 


371 


T80654 


NA 


0 


1 


spleen 1NFLS cDNA clone IMAGE:108950 5* 


465A1 


6 


314 


T85880 


NA 


1.00E-114 


1 


spleen 1NFLS cDNA clone IMAGE: 112441 5' 


48D12 


2300 


2533 


U08015 


NA 


1.00E-128 


1 


NF-ATc mRNA, complete cds Length = 2743 
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121F1 13 
127B12 3 



380 
330 



487C2 
110B3 



4054 4187 
1404 2081 



466C8 34 175 
148G12 1513 1639 



U46388 
U52054 

U52682 

U53530 

U75805 
U87954 



NA 
NA 

NA 

NA 

NA 
NA 



1.00E-150 1 
0 4 



2.00E-28 
0 



3.00E-47 1 
1.00E-27 1 



70A4 
158E4 


564 
843 


1381 
945 


U94359 
U97075 


NA 
NA 


0 2 


459A1 
459A2 
459B1 
166C10 


227 
60 
76 
10 


446 
350 
551 
415 


W00466 
W00491 
W02600 
W16552 


NA 
NA 
NA 
NA 


i.UUC-DU 1 

1.00E-126 1 
0 1 
0 1 


471 C6 


3 


383 


W19201 


NA 


1.00E-149 1 


520A8 


75 


382 


W19487 


NA 


1.00E-154 1 


459B7 


57 


158 


W25068 


NA 


9 00E-5O 1 


188D3 
75B12 
163F8 


39 
8 

74 


283 
386 
330 


W26193 
W27656 
W47229 


NA 
NA 
NA 


2 0OE-91 1 

1.00E-166 1 

1 nnc 147 a 

l.uut-nr 1 


478E6 


2 


322 


W56487 


NA 


O.UUt-Ol J 


73H4 


76 


297 


W72392 


NA 


1.00E-121 1 


66D5 


1 


457 


W74397 


NA 


0 3 


496D4 


85 


450 


W79598 


NA 


0 1 


165D1 


108 


287 


W80882 


NA 


4.00E-94 1 


463G1 


5 


406 


W86427 


NA 


0 1 


469G11 
113E11 
482E1 
123G8 


1276 
126 
921 
408 


1621 
885 
1168 
848 


X06180 
X65318 
X79536 
XMJ)02068 


NA 
NA 
NA 
NA 


U 1 

0 1 
1O0E-1O2' 1 
8.00E-73 1 


185E1 


508 


734 


XMJ)02158 


NA 


1.00E-27 1 


71A9 


1131 


1252 


XM_002269 


NA 


4.00E-29 1 


49G7 


1 


257 


XM_003189 


NA 


100E-142 3 


128B5 
185G10 


783 
853 


980 
1057 


XM_003304 
XM_003507 


NA 
NA 


6.00E-41 1 
2.00E-26 1 


41 C9 
156C4 


588 
127 


1221 
270 


XM_003593 
XM_004020 


NA 
NA 


0 1 
6.00E-71 1 


66E2 


1344 


1577 


XM_004500 


NA 


1.00E-46 1 


61C6 


474 


987 


XMJJ04611 


NA 


2.00E-80 1 


184A7 


971 


1361 


XM_004720 


NA 


0 1 



cell line Patu 89884 cDNA clone xs425 
S6 H-8 mRNA expressed in chromosome 6- 
suppressed melanoma cells 
lymphocyte specific interferon regulatory 
factor/interferon regulatory 

cytoplasmic dyneln 1 heavy chain mRNA, partial cds 
Length = 2694 
cDNA clone f46 

erbB3 binding protein EBP1 mRNA, complete cds 
Length= 1648 

grycogenin-2 like mRNA sequence Length = 4066 
FLICE-like Inhibitory protein short form mRNA, 
complete cds 

2NbHM cDNA clone IMAGE:291 1 93 5' 
2NbHM cDNA clone IMAGE291255 5' similar to 
spleen 1NFLS cDNA clone IMAGE:296099 5' 
Soares_fetalJung_NbHL19W cDNA clone 
JMAGE:301703 5' 

Soares__fetaiJung_NbHL19W cDNA clone 
IMAGE:303118 5'similarto 

zb36fD9.r1 Soares^arathyroidjumor NbHPA cDNA 
clone 

SoaresJetalJung_NbHL19WcDNA clone 
IMAGE:308696 5' 
randomly primed sublibrary cDNA 
randomly primed sublibrary cDNA 

zc39c01.r1 Soaresj>enescent_fibroblasts NbHSF 
cDNA 

zc59c07.r1 Soaresjwrathyroidjumor NbHPA cDNA 
clone 

SoaresJetalJieart_NbHH19W cDNA clone 
IMAGE:345661 3' 

Soares_fetal_heartJsJbHH19W cDNA clone 
IMAGE:345236 5' 

SoaresJetaLheart„NbHH19W cDNA clone 
IMAGE:347020 5' 

SoaresJetalJieart_NbHH19W cDNA clone 
IMAGE:347240 5' 

zh61c11.s1 Soaresjetaljiver spleen 1NFLS S1 
cDNA ~ 

mRNA for CD7 antigen (gp40) Length = 1656 
Cloning vector pGEMEX-2 Length = 3995 
mRNA for hnRNPcore protefn A1 Length = 11 98 
glutamate-ammonia ligase (glutamine synthase) 
(GLUL), mRNA 

proteasome (prosome, macropaln) subunlt, alpha 
type, 5 (PSMA5), mRNA 

ARP3 (actin-related protein 3, yeast) homotog 
(ACTR3), mRNA 

similar to eukaryotic translation initiation factor 4A 
isoform2(H. 

tolHike receptor 2 (TLR2), mRNA Length = 2600 
small inducible cytokine subfamily B (Cys-X-Cys) 
member 5 (epithelial 

CD38 antigen (p45) (CD38), mRNA Length = 1227 
ribosomal protein S23 (RPS23), mRNA Length = 488 

CD83 antigen (activated B lymphocytes, 
immunoglobulin superfamily) (CD 
Ras homolog enriched In brain 2 (RHEB2), mRNA 
Length = 987 

hypothetical protein FLJ11000 (FLJ11000), mRNA 
Length = 1680 
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128E6 


580 


741 


XM_004839 


NA 


5.00E-38 


1 


DrP-R-PPll cnlonu-pnhanrinn fartnr fPRPP^ mPMA 
















Lenath = 2377 


55A11 


1096 


1305 


XMJ305162 


MA 


1 00E-6O 


1 


vj i r uiiiuiny pruicin overexpressea in SKeiecai muscle 


















519C4 


1307 


1441 


XM 005543 


NA 


1 OOE-69 


■j 


annannrin *^ /inD^\ mDMA 1 anntk A AAA 

dLfUdpUHIl O mrvIMM U?nC]in ~ 14*f 1 


129F1 


1 854 








0 


1 


inositol polyphosphate-5-phosphatase, 40kD 
















/IKIDDC A\ mDkIA 

(liNrroA;, mKNA 


522C10 


700 


916 


XM 005698 


NA 




•f 


programme a ceil death 4 (HDC/04), mKNA Length = 

1ROO 


180G6 


1884 


2290 


XM 005799 


NA 




•j 


integrin, beta 1 (fibronectin receptor, beta polypeptide. 
















antigen CD29 


55F4 


2573 


2748 


XM 005883 


NA 


4.00E-73 


1 


early growth response 2 (Krox-20 (Drosophila) 


















492H7 


976 


1176 


XM_005980 


NA 


4.00E-33 


1 


proteoglycan 1, secretory granule (PRG1), mRNA 
















Length = 1176 


476B4 


1541 


1918 


XMJ306741 


NA 


0 




hwoothpHral nrntPin PI 110701 /PI Mn701\ mDMA 

i iy puutcuudi pi ul t;i j i ruj i u / u j ^ruj i u / u i ), rnKN/x 
















Lenath = P?QQ 


493H5 


145 


379 


XM_006881 


NA 


2.00E-56 


1 


interleukin 77 i\\ 77\ mRNA 1 Pnnth = fi7ft 


499B4 


11117 11410 


XM 007156 


NA 


3.00E-34 




spastic ataxia of Charievoix-Saguenay (sacsin) 


















183D7 


4270. 


4376. 


XMJ307189 


NA 


5.00E-37 


1 


















mRNA ! pnnth = 50A7 


115B6 


4151 


4408 


XM_007606 


NA 


2.00E-50 


2 


thromboSDondin 1 fTHBSI^ mRNA 1 annth = <%710 


587B4 


31 


264 


XM 007650 


NA 






Deta-^-microgiODulin (B2M), mRNA Length =918 


. 598H5 


206 


300 




NA 


1 nnp ^1 


1 


riDosomai protein S15a (RPS15A), mRNA Length = 


73E4 


3252 


3505 


XM 008082 


NA 


i >uuu i i a 


1 


adaptor-related protein complex 1 , gamma 1 sub unit 
















(AP1G1J mRNA 


64F7 


186 


334 


XM 008449 

/\IVI UUOftJ 


NA 


1 .UUP-**/ 




small inducible cytokine A4 (homologous to mouse 
















MiD-1b) (SCYA4* 


585E1 


.904 


\\JC\t 




MA 


1 nnp 9R 


4 
1 


CGHJo protein (LOC51604), mRNA Length = 2146 


75B8 


710 


1406 


XM 009574 


NA 


n 
u 


4 
I 


nucleolar protein \KKE/D repeat) (NOP56), mRNA 
















Length = 1910 


467A5 


210 


620 




MA 


U 


4 
1 


v-src avian sarcoma (Schmidt-Ruppin A-2) viral 
















onrnnpnp hnmolnn ^Rf^ 


44A3 


480 


854 


XM 009917 


NA 


Q 


4 
1 


splicing factor 3a, subunit 1, 120kD (SF3A1), mRNA 
















Lenath = 2614 


114D12 


2269 


2491 


xm nncw^Q 


MA 
IN/A 


7 nnc a<i 
/.uuc-00 


4 
1 


LIM domain kinase 2 (LIMK2), mRNA Length = 3699 


52F6 


.1 


230 


XMJ310593 


NA 


2.00E-36 


1 


signaling lymphocytic activation molecule (SLAM), 
















mRNA Length = 1791 


185E5 


1576 


1695 


XM 010897 


NA 




1 


neural precursor cell expressed, developmental^ 
















down-regulated 5 (NED 


106C3 


1359 


1824 


, XM_011080 


NA 


o 


•j 


i cen dciivdiion, increasea iaie expression (lAUiiLb), 
















— DMA 

mRNA 


56H11 


40 


617 


XM_011082 


NA 


Q 


1 


inieneuKin c i (ilzi j, mKNA Lengtn = 617 


53B2 


2711 


2839 


vm ni 171/1 


MA 


o.UDE-29 


1 


neutral sphingomyelinase (N-SMase) activation 
















assouidietj lacior ^iNoiviAr 


47A3 


896 


1231 


XM_011865 


NA 


1 .00E-55 


1 
I 


isopentenyi-oipnospnaie delta isomerase (IDI1), 
















mrxiMM Lengtn — iojo 


159E9 


17 


178 


, XM_011914 


NA 


1.00E-73 


1 


ribosomal Drotein S24 fRPS24\ mRNA 1 onnth = 51*? 


39E6 


339 


535 


XMJ312059 


NA 


1.00E-44 


1 


hypothetical protein MDS025 (MDS025), mRNA 
















Length = 1225 


142F6 


623 


745 


XMJ312328 


NA 


2.00E-40 


1 


granzyme B (granzyme 2, cytotoxic T-lymphocyte- 
















associated serine ester 


118D4 


329 


765 


XMJ312649 


NA 


1.00E-114 


1 


small Inducible cytokine A7 (monocyte chemotactic 
















protein 3) (SCYA7), 


168H9 


2502 


2616 


XM_015180 


NA 


2.00E-33 


1 


apolipoprotein L, 6 (AP0L6), mRNA Length = 2915 


58D2 


1582 


1742 


XMJ315921 


NA 


2.00E-30 


1 


putative chemokine receptor, GTP-binding protein 
















(HM74), mRNA 


466H9 


86 


440 


XMJ)16138 


NA 


2.00E-45 


1 


hypothetical protein FLJ12439 (FLJ12439), mRNA 



Length = 1614 
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184G1 


2651 


3584 


XM.016481 


NA 


0 


3 


107G9 


8199 


8786 


XMJ)16721 


NA 


0 


1 


39F11 


2719 


3671 


XM.016972 


NA 


0 


2 


159A7 


19 


561 


XMJV18498 


NA 


1.00E-167 


3 


459H2 


2956 


3450 


Y16414 


NA 


0 


1 



hypothetical protein (DJ328E19.C1.1), mRNA Length 
= 3603 

zinc finger protein 106 (ZFP106), mRNA Length = 
10462 

similar to hypothetical protein (H. sapiens) 
(LOC82646), mRNA 

ribosomal protein L5 (RPL5), mRNA Length = 984 
mRNA for exportin (tRNA) Length = 3497 



301 



WO 02/057414 PCT/USO 1/4 7856 

Table 3B: Identified Genomic Regions that code for novel human mRNA's 

Example Genome Number 



Clone 


Start 


End 


Accession 


Probability Clones 


Gen bank Description 


172H5 


12457 


13616 


AC000015 


0 


2 


chromosome 4 clone B271E1 map 4q25, 
complete sequence L 


464A9 


21144 


21280 


AC000068 


2.00E-70 


1 


Chromosome 22q11.2 Cosmid Clone 102g9 
In DGCR Region, c 


472B10 


20340 


20745 


AC000087 


2.00E-67 


1 


Chromrvsnmp 99n11 9 nrvsmirl Plnnp ft^r^ In 

DGCR Region, co 


103C4 


93389 
119111 


93611 
119521 


AC000119 
AC000119 




c 
O 


BAC clone RG1 04104 from 7q21-7q22, 
comolete seauence TH 




119522 119890 


AC000119 










119989 121059 


AC000119 








514A3 


201218 201293 


AC000353 


5.00E-34 


2 


Chromosome 11q13 BAC Clone 18h3, 














complete sequence Leng 


524A9 


24315 
24879 


24820 
25274 


AC002073 
AC002073 


0 


3 


PAC clone RP3-515N1 from 22q11.2-q22, 
comolete seauence 


458D10 


28080 


28625 


AC002297 


0 


1 


Genomic seauence from 9a34 comolete 
sequence [Homo sap 


476D3 


106080 106289 


AC002302 


1.00E-86 


1 


Chromosome 16 BAC clone CIT987-SKA- 














345G4 -complete geno 


471 D10 


34638 


34885 


AC002306 


1.00E-118 2 


DNAfrom chromosome 19-cosmid R33799, 














aenomic seauence 

y vi ivi i nw wvv|Uvllvv| 


596F6 


75526 


76327 


AC002467 


0 


1 


BAC clone CTA-364P16 from 7a31 comoletp 
sequence [Homo 


473F3 


74912 


75540 


AC002549 


0 


2 


Xd22 BAC GS-377014 (Genome Svstems 
BAC library) complet 


111E12 


24581 


24992 


AC003086 


0 


1 


BAC clone CTB-104F4 from 7q21-q22, 
complete sequence Le 


471 E9 


39706 


40014 


AC003103 


1.00E-151 


1 


chromosome 17, clone HCIT268N12, 














complete sequence Leng 


526B9 


39477 


39615 


AC003695 


3.00E-29 


1 


chromosome 17, clone hRPC.859 0 20, 
complete sequence L 


331A3 


47793 


48492 


AC003976 


1.00E-164 5 


chromosome 17, clone hCIT.91 J 4, 














complete sequence Len 


105C1 


115642 116079 


AC004067 


0 


1 


chromosome 4 clone B366024 map 4q25, 


469H8 












complete sequence 


35828 


35976 


AC004080 


5.00E-71 


1 


PAC clone RP1-170O19 from 7p15-p21, 


55F9 












complete sequence L 


114263 114415 


AC004169 


3.00E-46 


1 


chromosome 4 clone C0236G06 map 4p16, 














complete sequence 


487F9 


35319 


35718 


AC004187 


0 


1 


clone UWGC:y17c131 from 6p21, complete 


459H7 












sequence Length 


13409 


13739 


AC004190 


L00E-166 1 


from UWGC:y18c282 from 6p21, complete 














sequence Length = 


464D1 


28530 


29042 


AC004221 


1.00E-106 


1 


DNAfrom chromosome 19, cosmid R29144 
(LLNLR-252D12) an 


468A7 


53111 


53416 


AC004386 


5.00E-80 


2 


Homo Sapiens Chromosome X clone 
bWXD69T, complete seque 


188F1 


859 


1200 


AC004520 


0 


1 


BAC clone CTB-119C2 from 7p15 ( complete 


523F5 












sequence Length 


38269 


38756 


AC004644 


3.00E-38 


1 


chromosome 16, cosmid clone 367E12 


142E4 












(LANL), complete seq 


113118 114014 


AC004686 


0 


14 


chromosome 17, clone hRPC.1073_FJ5, 



complete sequence 
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135F10 
472C8 
464F11 
460D2 
513B4 
463C7 
584D3 
171B1 
463B10 
101A1 
465G8 
470C3 
119E5 
98C3 
140G6 
476A10 
331A12 
111H11 
472H11 
139G6 



117050 117275 
39469 39637 

120427 120603 

64853 65242 

54796 55320 

94866 95147 

53959 54083 

56155 56311 

23796 24098 

33758 34061 

50075 50425 

28181 28635 

93162 93469 

28806 29061 

24385 25049 

37679 37878 

12753 12826 

34177 34328 

85156 86081 

22517 22813 

96577 97117 



AC004686 
AC004762 



AC004838 
AC004849 
AC004854 
AC004858 
AC004906 
AC004913 
AC004918 
AC004923 
AC004997 
AC005014 
AC005068 
AC005156 
AC005192 
AC005280 
AC005306 
AC005391 
AC005488 
AC005531 
AC005540 



3.00E-75 1 
6.00E-92 1 
5.00E-59 2 
0 1 
2.00E-57 1 
1.00E-44 1 
5.00E-36 1 
1.00E-145 1 . 
1.00E-135 1 
1.00E-129 1 
0 1 
1.00E-160 1 
1.00E-119 1 
0 1 
6.00E-85 1 
8.00E-33 1 
ZO0E-72 1 
0 2 
1.00E-150 1 
0 3 



472F4 

469D4 

463A7 

126B8 

479D2 

39G6 

63E1 



116180 116836 
70951 71038 

27949 28457 

127455 127799 

27782 28073 

202167 202536 

62582 63099 

39129 39250 



AC005540 
AC005593 

AC005667 

AC005740 

AC005837 

AC005859 

AC005920 

AC006006 



1 



3.00E-41 1 
0 

1.00E-154 1 
1.00E-16Q 2 
2.00E-46 1 
0 1 
3.Q0E-59 1 
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chromosome 20, P1 done 28 (LBNL H134), 
complete sequen 

PAC clone RP4-589D8 from 7q31.1-q31.3, 
complete sequenc 

PAC clone RP4-659J6 from 7q33-q35, 
complete sequence Le 
PAC clone RP4-673M15 from 7p13-p11.2, 
complete sequence 

PAC clone RP4-687K1 from 14, complete 

sequence Length = 

PAC clone RP5-852024 from 7p22, 

complete sequence Lengt 

clone DJ0876A24, complete sequence 

Length = 98870 

PAC clone RP5-894A10 from 7q32-q32, 
complete sequence L 

PAC clone RP5-901A4, complete sequence 
Length = 94851 

PAC clone RP1-130H16 from 22q12.1-qter, 
complete sequen 

BAC clone GS1-166A23 from 7p21, complete 
sequence Lengt 

BAC clone CTB-137N13 from 7, complete 
sequence Length = 

PAC clone RP5-1099C19 from 7q21-q22, 
complete sequence 

BAC clone CTB-163K11 from 7q31, complete 
sequence Lengt 

PAC clone RP1-240K6 from 14, complete 
sequence Length = 

chromosome 19, cosmid R27216 (LLNLR- 
232D4) and 3' overl 

chromosome 19, cosmid R29942, complete 
sequence Length 

clone NH0313P1 3, complete sequence 
Length = 185737 

PAC clone RP4-701O16 from 7q33-q36, 
complete sequence L 
done RP1i-533i8, complete sequence 
Length = 133761 

chromosome 5, P1 clone 1369f10 (LBNL 
H28), complete seq 

chromosome 17, clone hRPK.329.EJ1, 
complete sequence L 
chromosome 5p, BAC clone 50g21 (LBNL 
H 154), complete se 

chromosome 17, clone hRPK.318_AJ5, 

complete sequence L 

Xp22-83 BAC GSHB-324M7 (Genome 

Systems BAC Library) com 

chromosome 17, clone hRPK.700_H_6, 

complete sequence Le 

PAC clone RP4-813F11 from 7q32-q34, 

complete sequence L 
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461 B11 
119G10 

64A2 

459B7 

37H4 

512E3 

171H10 

72A1 

195H12 

113B6 

588G6 

463B2 

115F11 

187H11 

477E6 

53E10 

462C8 

478C7 

181A8 

159F6 

163F10 

124G4 

331A5 

463C5 

485D5 



181B6 



140287 140770 
81312 81740 

109063 109613 

13630 14294 

58820 59068 

39935 40123 

33704 33969 

106659 106958 

38763 38930 

36330 36635 

174012 174265 

65534 66031 

71976 72094 

34068 34544 

106567 106656 

123408 123785 

164080 164223 

174303 174379 
27207 27305 

4600 4798 

111852 112188 

94927 95303 

192082 192785 

117939 118047 

101528 101815 

94681 95267 

95517 95826 
95858 96487 
96742 96838 
187608 187732 
95554 96149 



AC006010 
AC006033 

AC006050 

AC006077 

AC006111 

AC006139 

AC006165 

AC006207 

AC006323 

AC006344 

AC006449 

AC006483 

AC006511 

AC006536 

AC007009 

AC007040 

AC007068 

AC007068 
AC007097 

AC007201 

AC007263 

AC007283 

AC007318 

AC007383 

AC007444 

AC007458 

AC007458 
AC007458 
AC007458 
AC007458 
AC007488 



1.00E-154 2 clone DJ0935K16 

0 1 BAC clone RP1 1-121 A8 from 7p14-p13, 

complete sequence L 
0 2 chromosome 17, clone hRPK.268_F_2, 

complete sequence Le 

0 1 chromosome 5, P1 clone 254f1 1 (LBNL 

H62), complete sequ 
1.00E-67 1 chromosome 16 clone RP11-461A8, 

complete sequence Lengt 
3.00E-94 1 clone UWGC:y55c068 from 6p21 , complete 

sequence Length 
8.00E-78 1 clone UWGC:y54c125 from 6p21 , complete 

sequence Length 
1 .00E-149 1 12p13.3 BAC RPCI3-488H23 (Roswell Park 

Cancer Institute 
2.00E-61 1 clone RP5-1 151M5, complete sequence 

Length = 86267 

1 .OOE-157 1 PAC clone RP4-726N20 from 7q32-q34, 

complete sequence L 
2.00E-93 1 chromosome 17, clone hCIT.58_E_17, 

• complete sequence Le 
0 1 BAC clone CTB-1 61 C1 from 7, complete 

sequence Length = 
8.Q0E-60 1 12p13.1 (17.1-21.3 cM) BAC RPCI11-69M1 

(Roswell Park Ca 
0 1 chromosome 14 clone BAC257P1 3 map 

14q31 ( complete seque 
6.00E-30 1 BAC clone RP1 1-560C1 from 7p22-p21 , 

complete sequence L 
0 1 BAC clone RP1 1-298H3 from 2, complete 

sequence Length = 
4.00E-72 2 12p BAC RPCI1 1-75L1 (Roswell Park 

Cancer Institute BAC 

4.00E-43 1 BAC clone RP1 1-332E22 from 7q35-q36, 

complete sequence 
5.00E-59 2 chromosome 19, cosmid R34383, complete 

sequence Length 
100E-151 1 chromosome 14 clone RP11-79J20 

containing gene for chec 
1.00E-126 2 BAC clone RP1 1-536118 from 2, complete 

sequence Length 
0 3 clone RP1 1-420C9, complete sequence 

Length = 204230 
3.00E-51 1 BAC clone RP11-310K15 from 2, complete 

sequence Length 
9.00E-41 1 clone RP1 1-340F1 from 7p14-15, complete 

sequence Length 
1.00E-152 8 12q15 BAC RPCI11-444B24 (Roswell Park 

Cancer Institute 



3q27 BAC RPCI11-246B7 (Roswell Park 
Cancer Institute BA 
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102E12 
471 C6 
471C1 
40D4 
166C10 
492A7 
: 459B3 
463F10 
585C4 
468E6 
112E9 

145C5 

458D8 
584G2 
144F7 
149G2 
194H6 

117H9 

155D6 
458E4 
176A6 
146D8 
458B8 
73C4 
54F4 



12533 12977 

9877 10401 

27629 27769 

120766 121349 

90374 90790 

11200 11376 

65768 66232 

127622 127783 

176255 176348 

134033 134685 

37565 37926 

37996 38360 
131866 132484 

134190 134862 
82521 83080 

44371 44929 

73662 74295 

99171 99875 

52930 53250 

57088 57263 
101321 102169 

102715 102980 
103113 103402 
34277 34517 



AC007540 4.00E-93 1 
AC007561 100E-160 1 
AC007676 1.00E-27 1 
AC007882 0 1 
AC007899 0 1 
AC007911 7.00E-57 1 
AC008009 0 2 
AC008083 3.00E-85 1 
AC008124 6.00E-38 1 
AC008279 0 2 
AC008408 0 4 
AC008408 

AC008592 1.00E-141 8 
AC008592 

AC008623 0 1 
AC008723 0 2 
AC008750 2.00E-54 2 
AC008760 1.00E-121 6 
AC008795 5.00E-89 2 



AC008795 
AC008860 0 



11 



33802 34039 
170428 170746 
11633 11699 
176406 176888 
136885 137479 
202039 202564 



AC008860 
AC008860 

AC008982 1.00E-103 1 
AC008985 8.00E-77 1 
AC009073 1.00E-138 1 
AC009086 1.00E-28 1 
AC009120 0 1 
AC009299 0 1 
AC009312 0 1 



12q24.1 BAC RPCI11-128P10 (Roswell Park 
Cancer Institut 

clone RP11-394E1, complete sequence 
Length = 106093 

clone RP11-9B17, complete sequence 
Length = 152138 

BAC clone RP11-499D5 from 7p11.2-q11.2, 
complete sequen 

BAC clone RP1 1-531 C1 1 from 2, complete 
sequence Length 

chromosome 18, clone RP11-520K18, 
complete sequence Len 
3q26.2-27 BAC RPCI11-436A20 (Roswell 
Park Cancer Instlt 

12 BAC RP11-493L12 (Roswell Park Cancer 
Institute BAC L 

Chromosome 12q13-62.7-72 BAC RPCI11- 
352M15 (Roswell Par 
BAC clone RP1 1-427F22 from 2, complete 
sequence Length 

chromosome 5 clone CTC-278H1, complete 
sequence Length • 

chromosome 5 clone CTC-576H9, complete 
sequence Length 

chromosome 19 clone CTB-14D10, complete 
sequence Length 

chromosome 5 clone CTB-95B16, complete 
sequence Length 

chromosome 19 clone CTD-2616J11, 
complete sequence Leng 
chromosome 19 clone CTD-3128G10, 
complete sequence Leng 
chromosome 5 clone CTD-2052F19, 
complete sequence Lengt 

chromosome 5 clone CTD-2185A1, complete 
sequence Length 



chromosome 19 done LLNLF-172E10, 
complete sequence Len 
chromosome 19 clone LLNLF-198H7, 
complete sequence Leng 
chromosome 16 clone RP1 1-31011, 
complete sequence Lengt 
chromosome 16 clone RP11-368N21, 
complete sequence Leng 
chromosome 16 clone RP11-484E3, 
complete sequence Lengt 
BAC clone RP11-26B22 from 2, complete 
sequence Length = 

clone RP1 1-425F6, complete sequence 
Length = 204834 
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480E2 


143559 143986 


AC009313 


0 


1 


BAC clone RP1 1-440P12 from 2, complete 














sequence Length 


519E9 


13492 


13848 


AC009404 


1.00E-178 


1 


BAC clone RP1 1-28H22 from 2, complete 
sequence Length = 


129D12 


81260 


81769 


AC009466 


100E-151 


1 


chromosome 11, clone RP11-87N22, 
complete sequence Lena 


37E10 


124522 125457 


AC009477 


0 


3 


BAC clone RP11-209H16 from 2. complete 














sequence Length 


129A12 


6750 


7331 


AC009506 


0 


1 


clone RP1 1-542H1, complete sequence 
Length =191764 


515H10 


5494 
74019 


5990 
74540 


AC009812 
AC009812 


3.00E-69 


4 


chromosome 3, clone RP11-48B3, complete 
sequence Length 


165D1 


53879 


54343 


AC009951 


0 


1 


clone* RP1 1-107FS rnmnlpfp ^pniipnrp 
Length = 159791 


53D8 


30308 


30860 


AC010132 


1.00E-159 1 


BAC clone RP1 1-1 1 1 K1 8 from 7p1 1 .2-p2, 














complete sequence 


487F11 


16839 


17267 


AC010480 


1.00E-130 3 


chromosome 5 clone CTD-2315M5, 














complete sequence Length 


461G10 


8988 


9327 


AC010677 


1.00E-163 


1 


BAC clone CTD-2304L4 from 7, complete 
sequence Length = 


115H2 


19073 


19679 


AC010789 


4.0QE-97 


2 


chromosome 10, clone RP11-190J1, 
complete sequence Leng 




126247 126428 


AC010789 








168A9 


78976 


79540 


AC010877 


0 


2 


BAC clone RP1 1-218F6 from Y, complete 
sequence Length = 


468G6 


98034 


98744 


AC010878 


1.00E-107 3 


clone RP11-230E20, complete sequence 














Length = 154115 


477B12 


167367 167895 


AC010913 


0 


1 


BAC clone RP1 1-44N22 from 2, complete 














sequence Length = 


192E1 


10683 


11328 


AC011245 


0 


1 


clone RP1 1-49805, complete sequence 
Length = 56793 


467C2 


4521 


4890 


AC011462 


1.00E-178 


1 


chromosome 19 clone CTC-435M10, 
complete sequence Lengt 


189F3 


12090 


•12208 


AC011495 


8.00E-60 


1 


chromosomp 1Q nlonp fn"R-^?fiin rnmnlp»t«=> 
sequence Length 


144C9 


38166 


38421 


AC011500 


1.00E-62 


1 


chromosome 19 clone CTB-60E11, complete 
sequence Length 


162E8 


41387 


41499 


AC012005 


8.00E-30 


1 


clone RP11-533E23, complete sequence 
Length = 189557 


158G6 


70285 


70462 


AC012170 


3.00E-95 


1 


chromosome 15 clone RP11-562A8 map 
15q21.1, complete se 


189B11 


19127 
23196 


19241 
23655 


AC013436 
AC013436 


8.00E-29 


3 


BAC clone RP1 1-105B9 from 7, complete 
sequence Length = 


98C9 


178883 179326 


AC015651 


1.00E-107 1 


chromosome 17, clone RP11-55A13, 














complete sequence Leng 


69F8 


57839 


58168 


AC015819 


0 


1 


chromosome 18, clone RP11-405M12, 
complete sequence Len 


47F9. 


3198 


3826 


AC016395 


0 


1 


chromosome 10 clone RP11-153K11, 
complete sequence Leng 


480E3 


39766 


40155 


AC016623 


2.00E-35 


1 


chromosome 5 clone CTD-2345N17, 
complete sequence Lengt 


196G12 


59552 


60523 


AC016637 


0 


2 


chromosome 5 clone RP11-34J15, complete 
sequence Length 
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518A8 61011 61433 AC016751 0 1 

36C11 54765 54868 AC017002 2.00E-30 2 

489H9 108513 109049 AC017003 0 2 

479H6 142657 142930 AC017020 8.00E-45 1 

483D10 99413 99875 AC017101 0 1 

112B4 87464 88155 AC018511 100E-129 2 

117653 117940 AC018511 

171F2 157933 158203 AC018673 2.00E-96 1 

166H12 116351 116665 AC018682 1.00E-177 1 



123F8 


140561 141314 


AC018904 0 


3 


116C9 


191414 191866 


AC019206 0 


1 


472E9 


148765 149172 


AC020550 1.00E-140 1 


129D1 


66284 


67154 


AC020595 0 


3 


465H10 


82476 


83166 


AC020629 0 


2 


182E2 


83346 


83465 


AC020716 1.00E-33 


2 


37G8 


84373 
35257 


84451 
35957 


AC020716 
AC020750 0 


1 


125F8 


43854 


44125 


AC022007 1.00E-149 


1 


523A8 


2991 


3475 


AC022149 0 


1 


459E7 


90726 


91104 


AC022173 0 


1 


469F8 


53281 


53724 


AC022336 6.00E-92 


1 


463H5 


75118 


75256 


AC022382 5.00E-72 


1 


466G7 


20276 


20522 


AC023058 2.00E-53 


2 


470B8 


21327 21875 
127894 128301 


AC023058 

AC024568 1.00E-169 1 


473E11 


21558 


21818 


AC024939 1.00E-117 1 


470E1 


150190 150573 


AC025165 1.00E-171 


1 


480B5 


107499 107766 


AC025253 9.00E-66 


1 


583B5 


27783 


27958 


AC025257 1.00E-44 


1 



BAC clone RP11-504O20 from 2, complete 
sequence Length 

clone RP11-68E19, complete sequence 
Length = 205662 

clone RP11-78C11, complete sequence 
Length = 118385 

BAC clone RP11-185K15 from Y, complete 
sequence Length 

clone RP11-556A11, complete sequence 
Length = 195635 

chromosome 10 clone RP11-77G23, 
complete sequence Lengt 

clone RP11-145A4, complete sequence 
Length = 187099 

clone RP11-417F21, complete sequence 
Length = 181405 

chromosome 15 clone RP11-50C13 map 
15q21.3, complete se 

BAC clone RP1 1-401 N16 from 2, complete 
sequence Length 

BAC clone RP11-198M19 from 2, complete 
sequence Length 

BAC clone RP11-358M9 from 2, complete 
sequence Length = 

12q BAC RP11-76E16 (Roswell Park Cancer 
Institute BAC L 

clone RP11-449G13, complete sequence 
Length = 171805 

chromosome 3 clone RP11-105H19 map 3p, 
complete sequenc 

chromosome 3 clone RP1 1-481 H1 7 map 3p r 
complete sequenc 

chromosome 19 clone CTD-3093B17, 
complete sequence Leng 
chromosome 7 clone RP1 1-29B3, complete 
sequence Length 

3 BAC RP1 1-71 H17 (Roswell Park Cancer 
Institute BAC Lib 

chromosome 3 clone RP1 1-266J6 map 3p, 
complete sequence 

3 BAC CTB-187G23 (CalTech BAC Library 
B) complete seque 

chromosome 5 clone CTD-2179L22, 
complete sequence Lengt 
12 BAC RP1 1-485K18 (Roswell Park Cancer 
institute BAC L 

12 BAC RP1 1-571M6 (Roswell Park Cancer 
Institute BAC Li 

12 BAC RP1 1-499A10 (Roswell Park Cancer 
Institute BAC L 

12 BAC RP11-56G10 (Roswell Park Cancer 
Institute BAC Li 
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37H8 


86118 86418 


AC026425 


1.00E-148 1 


166A9 


119110 119797 


AC026794 


n 


A 
\ 


103D4 


105697 105794 


AC034240 


5.00E-40 


2 


117H4 


49581 49962 


AC053513 


0 


1 


459B8 


64143 64709 


AC066580 


0 


1 


174D1 


41807 42055 


AC067945 


2.00E-69 


2 


178F5 


115078 115365 
105048 105223 


AC067945 
AC068492 


7.00E-37 


1 


66E6 


2116 2578 


AC068499 


100E-135 2 


178C12 


15618 15959 


AC068789 


0 


1 


145F12 


110468 110647 


AC069298 


3.00E-89 


4 


519F3 


110779 111202 
141211 141790 
159763 160355 


AC069298 
AC069298 
AC069304 


0 


1 


464B11 


52608 53051 


AC073347 


0 


1 


469E12 


85540 85930 


AC073917 


0 


2 


118C12 


141407 141495 


AC083868 


6.00E-70 


3 


168G5 


142293 142607 
6632 7097 


AC083868 
AC087065 


0 


2 


479G12 


127024 127342 


AC090942 


1.00E-119 1 


122G1 


41957 42383 


AC091118 


0 


1 


479D7 


153992 154141 


AF001549 


6.00E-29 


1 


461 H7 


21977 22331 


AF015262 


2.00E-69 


1 


463E9 


27006 27615 


AF015725 


0 


1 


480D9 


15848 16252 


AF027207 


"1.00E-123 


1 


465E9 


296143 296800 


AF131216 


0 


1 


469D2 


23811 24045 


AF161800 


2.00E-78 


1 


37G7 


200214 200755 


AJ003147 


0 


2 


459A1 


201078 201309 
36969 37402 


AJ003147 
AL008730 


8.00E-82 


2 



chromosome 5 clone CTD-2183D23, 
complete sequence Lengt 
chromosome 5 clone CTD-2276B5, complete 
sequence Length 

chromosome 5 clone CTD-2335C11, 
complete sequence Lengt 
clone RP1 1-359J14, complete sequence 
Length = 155958 

chromosome 3 clone RP11-109J15 map 3p, 
complete sequenc 

clone RP11-629B4, complete sequence 
Length = 162471 

BAC clone RP11-809C23 from 2, complete 
sequence Length 

chromosome 19, cosmid R26574 (LLNL- 
R_225F10), complete 
12 BAC RP11-1049A21 (Roswell Park 
Cancer Institute BAC 

chromosome 3 clone RP11-56K23, complete 
sequence Length 



BAC clone RP11-632K21 from 7, complete 
sequence Length 

BAC clone RP11-775L16 from 7, complete 
sequence Length 

12q BAC RP11-415D21 (Roswell Park 
Cancer Institute BAC 

chromosome 7 clone RP11-148L5, complete 
sequence Length 

chromosome 22q1 1 clone cos6, complete 
sequence Length = 

chromosome 3 clone RP11-220D14 map 3p, 
complete sequenc 

chromosome 16 clone CTC-510K1, complete 
sequence Length 

Chromosome 16 BAC clone CIT987SK-A- 
270G1, complete sequ 
chromosome 21 clone Pac 255P7 map 21 q- 
AML, complete seq 

chromosome 21 clone cosmid clone D68F9 
map21q22.2, com 

chromosome 21 clone cosmid D13C2 map 
21q22.2, complete 

chromosome 8 map 8p23-p22 clones CTB- 
164D9, CTB-16905, 

chromosome 8q21.2 BAC 189m5, complete 
sequence Length = 
complete genomic sequence between 
D16S3070 and D16S3275 

DNA sequence from PAC 487J7 on 
chromosome 6q2 1-22.1. Co 
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480C8 


37929 


38457 


AL008733 


0 1 


462D9 


36712 


37037 


AL021878 


0 2 


182H1 


40603 
30506 


40772 
30760 


AL021878 
AL022238 


3.00E-96 2 


166F6 


75035 


75547 


AL022240 


0 1 


165C12 


179455 179766 


AL022329 


1.00E-175 1 


465A12 


26329 


26834 


AL022331 


0 1 


524D1 


70719 


70891 


AL022394 


2.0QE-87 1 


53E3 


129077 129538 


AL022396 


0 1 


126D1 


69809 


70220 


AL031178 


0 1 


466A9 


103757 104346 


AL031277 


0 1 


472E11 


41594 


41778 


AL031595 


9.00E-97 1 


462E8 


72042 


72629 


AL031672 


0 1 


478C2 


29633 


29708 


AL031708 


9.00E-28 1 


53B1 


30963 


31311 


AL031729 


1.00E-163 1 


178B2 


38674 


38800 


AL033383 


3.00E-27 1 


104A7 


40604 


41062 


AL033397 


0 1 


190F11 


77693 


78285 


AL033519 


0 1 


121A11 


15252 


15679 


AL034344 


9.00E-52 1 


173B5 


102500 102752 


AL034384 


7.00E-58 1 


121A12 


34566 


34684 


AL034397 


6.00E-47 1 


104B10 


73639 


74045 


AL034418 


1.00E-176 1 


471 F1 


37083 


37364 


AL034553 


1.00E-150 1 


463H8 


97563 


97753 


AL035405 


1.00E-102 1 


472E6 


20949 


21271 


AL035413 


1.00E-155 1 


121F1 


65029 


65503 


AL035455 


0 1 


465B1 


37269 


37445 


AL035530 


2.00E-47 1 


482C9 


64837 


65129 


AL035662 


100E-163 1 



ns that code for novel human mRNA's 



DNA sequence from clone RP1-163G9 on 
chromosome 1p36.2- 
DNA sequence from clone RP1 -257120 on 
chromosome 22q13. 

DNA sequence from clone RP5-1042K10 on 

chromosome 22q13 

DNA sequence from clone 328E19 on 

chromosome 1q12-21.2 

DNA sequence from clone CTA-407F11 on 

chromosome 22q12 

DNA sequence from clone CTA-440B3 on 
chromosome 22q12.1 

DNA sequence from clone RP3-51 1 B24 on 

chromosome 20q11. 

DNA sequence from PAC 380E1 1 on 

chromosome 6p22.3-p24. 

DNA sequence from clone RP3-341E18 on 

chromosome 6p11.2 

DNA sequence from clone 1 177E19 on 

chromosome 1p36.12-3 

DNA sequence from clone RP4-671014 on 

chromosome 22q13. 

DNA sequence from clone RP4-691N24 on 
chromosome 20p11. 

DNA sequence from clone LA16-315G5 on 
chromosome 16, co 

DNA sequence from clone RP1-159A19 on 
chromosome 1p36.1 

DNA sequence from clone RP5-1013A10 on 

chromosome 6p24. 

DNA sequence from clone 27K12 on 

chromosome 6p1 1 .2-12.3 

DNA sequence from clone RP3-340B19 on 

chromosome 6p21.2 

DNA sequence from clone RP1-1 18B18 on 

chromosome 6p24.1 

chromosome Xq28, cosmid clones 7H3, 

14D7, C1230, 11E7, 

DNA sequence from clone 159A1 on 

chromosome Xq12-13.3. 

DNA sequence from clone RP5-1049G16 on 

chromosome 20q12 

DNA sequence from clone RP5-914P20 on 

chromosome 20q13. 

DNA sequence from clone 21018 on 

chromosome 1p35. 1-36.2 

DNA sequence from clone RP4-657E1 1 on 

chromosome 1p35.1 

DNA sequence from clone RP5-1018E9 on 
chromosome 20q13. 

DNA sequence from clone RP1-1 1 1C20 on 
chromosome 6q25.3 

DNA sequence from clone RP4-599F21 on 
chromosome 20q12- 
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166B9 


39808 


39976 


AL049715 


1.00E-87 


1 


DNA sequence from clone RP4-646P1 1 on 
chromosome 1 , com 


591 D6 


65470 


65892 


AL049795 


0 


1 


DNA sequence from clone RP4-622L5 on 
chromosome 1 p34.2- 


72G1 


82160 


82440 


AL049829 


1.00E-148 


1 


chromosome 14 DNA sequence *** IN 
PROGRESS *** BAC R-12 


112H3 


2111 


2535 


AL050330 


0 


2 


DNA sequence from clone RP1-3E1 on 
chromosome 6p21.23-2 


479G5 


18853 


19244 


AL096712 


1.00E-125 


1 


DNA sequence from clone RP4-744I24 on 
chromosome 6p12.1 


464C10 


80145 


80583 


AL096773 


4.00E-85 


1 


DNA sequence from clone 1000E10 on 
chromosome 1p12-13.3 


123D11 


34999 


35510 


AL096808 


1.00E-166 


1 


genomic region containing hypervariable 
minisatellites 


129F10 


1148 


2507 


AL109616 


0 


95 


chromosome 21 Cosmid LLNLc116L1110, 
complete sequence L 


469B8 


13155 


13527 


AL109755 


0 


1 


DNA sequence from clone RP3-340H1 1 on 
chromosome 6q24.1 


105F4 


57995 


58306 


AL1 09758 


5.00E-98 


1 


chromosome 14 DNA sequence *** IN 
PROGRESS *** BAC R-87 


465H5 


136248 136356 


AL1 09847 


7.00E-29 


1 


chromosome 14 DNA sequence BAC R- 














603H7 of library RPCI- 


60G8 


84706 


84959 


AL109914 


1.00E-135 


1 


DNA sequence from clone RP1 1-27F12 on 
chromosome 6p22.3 


102A8 


169378 169473 


AL109918 


2.00E-34 


1 


DNA sequence from clone RP1-152L7 on 














chromosome 6p1 1.2- 


471 D6 


63862 


64021 


AL1 171 86 


4.00E-80 


1 


chromosome 14 DNA sequence *** IN 
PROGRESS *** BAC R-29 


176E10 


145991 146554 


AL1 17258 


3.00E-63 


1 


chromosome 14 DNA sequence BAC R- 














244E17of library RPCI 


480E7 


2975 


3356 


AL1 17352 


1.00E-153 


1 


DNA sequence from clone RP5-876B10 on 
chromosome 1q42.1 


110D3 


48631 


48886 


AL121573 


3.00E-65 


2 


DNA sequence from clone RP1-306F2 on 
chromosome 6p12.1- 


40B2 


106788 107123 


AL121657 


2.00E-42 


1 


BAC sequence from the SPG4 candidate 










i 




region at 2p21-2p2 


52B9 


56473 


56690 


AL121899 


1.00E-104 2 


DNA sequence from clone RP1 1-128M1 on 














chromosome 20. Co 


485A6 


5475 


7084 


AL121985 


1.00E-138 7 


DNA sequence from clone RP1 1-404F10 on 














chromosome 1q23. 




15867 


16574 


AL121985 










17098 


17504 


AL121985 










24037 


24292 


AL121985 








40E4 


54176 


54528 


AL121998 


1.00E-179 


1 


DNA sequence from clone RP5-1 103B4 on 
chromosome 1 Cont 


118H12 


21398 


21744 


AL1 32838 


0 


1 


chromosome 14 DNA sequence BAC R- 
85G20 of library RPCI- 


599F11 


153822 154345 


AL133153 


0 


1 


chromosome 14 DNA sequence BAC R- 














895M11 of library RPCI 


478G8 


115784 116115 


AL1 33243 


T.00E-120 1 


BAC sequence from the SPG4 candidate 














region at2p21-2p2 


107H8 


119760 120729 


AL133330 


0 


22 


DNA sequence from clone RP1-68D18 on 














chromosome 1 1 p12-1 




121182 121863 


AL1 33330 










122773 122940 


AL1 33330 










143751 144379 


AL1 33330 
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146057 147016 


AL1 33330 










159262 159639 


AL1 33330 








ATA C7 


127891 128013 


AL1 33340 


6.00E-46 


1 


DNA sequence from clone RP11-204H22 on 














chromosome 20. C 


A 4 QLJC 

llOnD 


3922 
4557 


4021 
5184 


AL1 33392 

A 1 HO 

AL1 33392 


1.00E-38 


2 


DNA sequence from clone CITF22-45C1 on 
chromosome 22 Co 


40A3 


96202 


96785 


AL133412 


0 


3 


DNA sequence from clone RP1 1-131 A5 on 














chromosome 9q22.1 




97177 


97568 


AL133412 






A OO A C 

482A5 


28668 
51083 


29037 
51210 


At Al r*t r\ a jk r— 

AL133415 


3.00E-34 


4 


DNA sequence from clone RP11-124N14 on 
chromosome 10. C 




54866 


55153 


A 1 HO C700 

AL1 35783 


1.00E-154 


1 


DNA sequence from clone RP3-527F8 on 
chromosome Xq25-27 


515C12 


72222 


72601 


AL135818 


1.00E-146 2 


chromosome 14 DNA sequence BAC C- 














2547L24 of library Cal 


a, rxn AO 


53171 


63447 


AL1 36320 


1.00E-137 


1 


DNA sequence from clone RP3-323N1 on 
chromosome 10. Con 


476H10 


127150 127680 


AL137017 


0 


1 


DNA sequence from clone RP1 1-120J1 on 














chromosome 9 Cont 


<i OOP'S 


122511 


122837 


AL137100 


1.00E-117 1 


chromosome 14 DNA sequence BAC R- 














108M12 of library RPCI 


oooo 


38923 


39058 


Al A O ~7 'I A O 

AL137142 


7.00E-44 


2 


DNA sequence from clone RP1 1-173P16 on 














chromosome 13q12 




42456 


42686 


AL137142 






466G2 


24290 


24402 


AL137144 


9.00E-42 


1 


DNA sequence from clone RP1 1-210E23 on 
chromosome 13q31 


140F9 


27354 


27715 


AL1 37798 


8.00E-82 


1 


DNA sequence from clone RP5-1 182A14 on 
chromosome 1 Con 


37A2 


134590 134750 


AL1 37800 


3.00E-69 


1 


DNA sequence from clone RP1-127C7 on 














chromosome 1q25.1- 


493C2 


734 


1052 


AL1 38714 


1.00E-157 


1 


DNA sequence from clone RP1 1-121J7 on 
chromosome 13q32. 


400057 


1911 


2509 


AL138717 


9.00E-7O 


1 


DNA sequence from clone RP1 1-1 1D8 on 
chromosome 6 Conta 


194F9 


46595 


46814 


AL1 38755 


6.00E-94 


1 


DNA sequence from clone RP11-48M17 on 
chromosome 9p24.1 


4o3D1z 


80220 


80755 


AL1 38776 


1.00E-157 


1 


DNA sequence from clone RP1 1-20H6 on 

chromosome 1q25.1- 


4b4oy 


14032 


14659 


AL1 39020 


0 


1 


chromosome 14 DNA sequence BAC R- 
164H13 of library RPCI 


oybi 


34476 


34936 


AL1 39274 


0 


1 


DNA sequence from clone RP1 1-39312 on 
chromosome 6, com 


129D3 


65447 


65661 


ml i oyzoy 


1.00E-107 2 


DNA sequence from clone RP1 -92014 on 














chromosome 1p33-34 




66950 


67158 


AL1 39289 






464C2 


55616 


56289 


AL1 39328 


0 


1 


DNA sequence from clone RP1 1-84N7 on 
chromosome 13. Con 


57H10 


155342 155810 


AL1 39330 


0 


2 


DNA sequence from clone RP11-266C7 on 














chromosome 6q25.2 


470G6 


44695 


44978 


AL139399 


1.00E-130 1 


DNA sequence from clone RP11-574A21 on 














chromosome Xq21. 


476F5 


42969 


43159 


AL139801 


5.00E-98 


1 


DNA sequence from clone RP11-247M1 on 
chromosome 13, co 



311 



WO 02/057414 



PCT/US01/47856 



Table 3B: Identified Genomic Regions that code for novel human mRNA's 



107G11 


139776 140378 


AL1 57402 


0 


2 


DNA sequence from clone RP1 1-553K8 on 
chromosome 1q31.2 


172B12 


136072 136492 


AL1 57768 


1.00E-155 


1 


DNA sequence from clone RP11-481A22 on 
chromosome 13 Co 


149A11 


438 663 


AL1 57776 


1.00E-123 1 


DNA sequence from clone RP11-68J15 on 












chromosome 6, com 


165E7 


66361 67034 


AL157789 


0 


1 


chromosome 14 DNA sequence BAC R- 
880O3 of library RPCI- 


192B3 


51907 52253 


AL1 57938 


1.00E-176 


1 


DNA sequence from clone RP11-544A12 on 
chromosome 9q34. 


50A11 


5753 5886 


AL158136 


1.00E-59 


1 


DNA sequence from clone RP1-44N23 on 
chromosome 6 Conta 


472F9 


84638 85232 


AL158159 


0 


1 


DNA sequence from clone RP11-498N2 on 
chromosome 9, com 


462G12 


132520 132708 


AL160155 


2.00E-95 


1 


DNA sequence from clone RP11-461N23 on 
chromosome 13, c 


117H6 


1976 2518 


AL160233 


0 


1 


chromosome 14 DNA sequence BAC C- 
2373J1 9 of library Cal 


460B9 


207 739 


AL1 60408 


1.00E-104 2 


DNA sequence from clone RP4-781K5 on 












chromosome 1q42.1- 




2023 2537 


AL160408 








467F10 


8461 8829 


AL161627 


1.00E-122 


1 


DNA sequence from clone RP11-287A8 on 
chromosome 9, com 


469A10 


81966 82313 


AL161781 


1.00E-175 


1 


DNA sequence from clone RP11-297B17 on 
chromosome 9, co 


598H2 


222231 222679 


AL162151 


0 


1 


chromosome 14 DNA sequence *** IN 
PROGRESS *** BAC C-31 


466C5 


147064 147687 


AL162578 


0 


1 


DNA sequence from clone RP11-2J18 on 
chromosome 6, comp 


467C9 


216403 216544 


AL1 63303 


3.00E-38 


1 


chromosome 21 segment HS21C103 Length 
= 340000 


462H9 


63385 63502 


AL1 63853 


6.00E-59 


1 


chromosome 14 DNA sequence BAC R- 
248B10of library RPCI 


464A10 


63421 63807 


AL353744 


2.00E-55 


1 


clone RP13-100-A9 on chromosome X 


99E10 


6789 7153 


AL353804 


0 


1 


DNA sequence from clone RP13-216E22 on 
chromosome Xq13. 


477D10 


49708 50171 


AL354716 


4.00E-96 


1 


DNA sequence from clone RP11-86F4 on 
chromosome 6, comp 


518F10 


3379 3602 


AL354891 


2.00E-94 


1 


DNA sequence from clone RP1 1-4417 on 
chromosome 13, com 


464D8 


122494 122702 


AL354977 


1.00E-87 


2 


DNA sequence from clone RP11-509J21 on 
chromosome 9, co 


459H6 


109525 109864 


AL355520 


100E-179 


1 


DNA sequence from clone RP4-595C2 on 
chromosome 1q24.1- 


196C6 


21603 21783 


AL355615 


7.00E-96 


2 


DNA sequence from clone RP11-33E24 on 
chromosome 6, com 


110B8 


11907 12312 


AL355797 


1.00E-145 


1 


DNA sequence from clone RP1-9E2 on 
chromosome 6, comple 


180B2 


142517 142726 


AL355871 


1.00E-72 


1 


DNA sequence from clone RP11-47K11 on 
chromosome 1, com 


464H5 


50106 50463 


AL356276 


0 


2 


DNA sequence from clone RP11-367J7 on 
chromosome 1, Con 


105H4 


32156 32236 
32440 32804 


AL356379 
AL356379 


2.00E-27 


2 


DNA sequence from clone RP1-63P18 on 
chromosome 1. Cont 
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113H1 


22550 


22837 


AL356481 


100E-160 1 


170F7 


46442 


46855 


AL357374 


0 1 


522D3 


113148 113424 


AL360182 


1.00E-127 1 


36E9 

v/O/ L.O 


38157 
15704 


38346 
16062 


AL390196 
AL442128 


4.00E-47 9 
1.00E-173 2 


468E8 


52779 


53344 


AL445201 


1.00E-123 1 


39G11 
101F1 


106047 106169 
1538 1656 


AL445687 
AL449244 


2.00E-26 1 
5.00E-44 2 


466D1 


1676 
56761 


2096 
56929 


AL449244 
AL450344 


5.00E-85 1 


142E9 


116227 116568 


AL590763 


0 8 



116669 117358 AL590763 





154792 155165 


AL590763 




459E9 


26826 


26890 


AP000471 




472C1 


95646 


96035 


AP000501 


100E-101 1 


464A7 


7930 


8285 


AP000526 


100E-178 1 


165E11 


643 


1244 


AP000554 


1.00E-147 2 


72D8 


27091 


27486 


AP000555 


0 1 


470B4 


15634 


15703 


AP001429 


5.00E-28 1 


59E12 


59103 


59520 


AP001574 


1.00E-144 2 




60671 


61189 


AP001574 




138G5 


313261 313931 


AP001693 


100E-31 27 




315877 315967 


AP001693 






319062 319564 


AP001693 






319957 320293 


AP001693 






320563 321212 


AP001693 






328757 329184 


AP001693 




158G11 


107888 108375 


AP001721 


0 1 


462F9 


330129 330645 


AP001728 


1.00E-133 1 


479A12 


74529 


74902 


AP002907 


1.00E-141 1 


470B2 


123506 123689 


AP003117 


4.00E-72 2 


46D1 


79174 


79657 


AP003471 


1.00E-164 2 




83490 


84099 


AP003471 




496C4 


745790 746197 


NT 0044060 1 



DNA sequence from clone RP11-216B9 on 
chromosome 9, com 

DNA sequence from clone RP11-353C18 on 
chromosome 20 Co 

DNA sequence from clone RP11-549L6 on 
chromosome 10, co 
clone RP1 1-60E24 on chromosome 6 
DNA sequence from clone RP11-365P13 on 
chromosome 13, c 

DNA sequence from clone RP11-358L16 on 
chromosome 10, c 

clone RP1 1-567B20 on chromosome 1 
Novel human gene mapping to chomosome 
22 Length = 2315 

DNA sequence from clone RP11-136K14 on 
chromosome 6 Con 

chromosome X sequence from 6 PACs 1 
BAC and 1 cosmid, r 



genomic DNA, chromosome 21q22.3, 

clone:B2308H15 Length 

genomic DNA, chromosome 8p11.2, 

clone:91h23to9-41 Len 

genomic DNA, chromosome 22q1 1.2, Cat 

Eye Syndrome regio 

genomic DNA, chromosome 22q1 1.2, 

BCRL2 region, clone: KB 

genomic DNA, chromosome 22q1 1.2, 

BCRL2 region, clone:KB 

genomic DNA, chromosome 21q22.2, 

clone:T1212, LB7T-ERG 

genomic DNA, chromosome 8q23, clone: 

KB1991G8 Length = 

genomic DNA, chromosome 21 q, section 
37/105 Length = 34 



genomic DNA, chromosome 21q, section 
65/105 Length = 34 

genomic DNA, chromosome 21q, section 
72/105 Length = 34 

genomic DNA, chromosome 8q23, clone' 
KB431C1 Length = 9 
genomic DNA, chromosome 8q23, clone: 
KB1958F4 Length = 

genomic DNA, chromosome 8q23, clone- 
KB1552D7 Length = 

chromosome 1 working draft sequence 
segment 
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468E10 2015 2118 NT_004452 2.00E-32 2 

479H12 394087 394676 NTJ)044800 1 

472G2 268543 268642 NT_004525 3.00E-42 1 

477D9 231154 231469 NT 004531 1.00E-177 1 

460F7 786014 786511 NT_004623 0 1 

171F11 1E+06 1036701 NT 004658 1 .00E-26 1 

184H1; 2E+06 1770512 NTJH34698 0 4 

2E+06 1822054 NT_004698 
2E+06 1832854 NT_004698 
514H9 289858 289941 NT 0047Q51.00E-29 1 

463G1 175158 175615 NT_0047250 1 

466C9 543567 544240 NT_0047530 1 

496D7 2E+06 1515549 NT_0047540 1 

583G8 733247 733667 NTJJ04771 1.00E-128 1 

124D2 107397 107739 NT_004916 1.00E-178 1 

479A8 285973 286345 NT 0051301.00E-165 1 

165F7 1E+06 1435537 NT_0051 51 1 !00E-1 25 1 

465F7 773772 774502 NT_0051660 2 

73A3 80919 81448 NT_005182 0 2 

81502 81742 NT 005182 
124G7 2E+06 1859389 NT 0052041.00E-1 80 1 

479G6 552674 553005 NTJJ052291.00E-141 5 

1E+06 1122605 NT_005229 
194C2 481052 481444 NT_005230 1.00E-101 1 

159F11 795978 796616 NT 0052750 1 

472B1 1013 1410 NTJ)053110 1 

470G7 375182 375594 NT_0053990 1 

100C3 803712 804094 NT_0054200 2 

970577 971108 NT_005420 
98H4 2E+06 1829143 NTJ)054230 <\ 
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chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 



chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment- 
chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 
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105A10 

465C3 

112E5 

111H6 

467G7 

182F12 

112B5 

64B3 

465E12 

470D5 

479G2 

112E1 

466H5 

189A8 

45H8 

104D1 

459G8 

480E11 

115G2 

479G3 

461H11 

462F11 

463A5 

464C5 

109H9 

137B5 



1E+06 1144092 NT 0054351.00E-1 67 2 

13444 13890 NT_005471 0 1 

3169 3793 NTJD054850 1 

146878 146999 NT_005499Z00E-55 1 

198880 199329 NT_0055050 1 

140059140193 NT 005516 1.00E-144 3 

140754 141039 NT_005516 

137689 138300 NT_0055290 4 

55213 55793 NT_0055350 1 

866776 867258 NT0057690 2 

1E+06 1021292 NT_005769 

1E+06 1395364 NT_0057951,OOE-147 3 



2E+06 1749621 NT_005795 
294179 294607 NTJ3059100 

392884 393490 NTJ3059730 

339511 340153 NTJ3059850 

22414 22869 NTJ)05991 1.00E-1 10 

1E+06 1012040 NTJ3060981.00E-1 13 

282259 282753 NT_0061020 

367701 368248 NT 0061110 

486179 486804 NT_0061140 

4E+06 3514655 NT 0062041.QQE-1 77 

71744 72258 NT_0062580 

378023 378482 NT.0063970 

80360 81081 NTJ)064100 

2E+06 1609976 NT.0064891.00E-138 

1 90095 1 90533 NT0066 110 2 

89260 89769 NT_0069460 3 

2E+06 1613357 NT.006951 1.00E-86 4 



chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment ' 
chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 
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73H4 

174H6 

124C8 

174G11 

471H11 

471 G8 

67C5 

479H4 

100D7 

45B9 

169F11 
468H11 

470H6 

471 F9 

469G8 

193E6 

480D2 

58G4 

490F10 

463B3 
116E10 

190A9 
473B7 

490A11 



992358 992685 NT 

431672 432054 NT 

282413 283138 NT 

829762 830370 NT 

613132 613314 NT 

189279 189630 NT 

287017 287563 NT 

90555 90944 NT 

64180 64371 NT 

331150 331412 NT 

479878 480193 NT 

489788 490607 NT 

291836 292284 NT 



0072880 1 
0073080 1 
007951 0 1 
0079720 1 
007978 9.00E-96 1 
008012 1.00E-147 1 
0080370 2 
.008047 1.00E-1 74 1 
008050 1.00E-134 6 
008050 

008060 1.00E-165 12 
.008060 

008081 0 1 



106661 106897 NT 008128 1.00E-1 21 2 



110374 110691 NT 
520107 520754 NT 

392744 393279 NT 

433686 434156 NT, 

1E+06 1228306 NT 

90407 90990 NT_ 

1E+06 1055972 NT 

669853 669980 NT 

743459 744217 NT_ 
1E+06 1369815 NT 



008128 

0081390 1 

.0081570 1 

0083380 1 

008445 6.00E-56 1 

.0084840 1 

008513 1.00E-1 39 1 

.008653 5.00E-39 2 
008653 

008682 0 1 



1E+06 1462064 NT 008769 0 



2E+06 2026887 NT. 
2E+06 2027460 NT. 
2E+06 2028265 NT 
806672 807345 NT_ 



.008769 
008769 
.008769 

.0087740 4 



75339 75524 NT_0087834.00E-72 2 



75869 76181 NT 
484304 484753 NT 



008783 

.008921 0 1 



chromosome 6 working draft sequence 
segment 

chromosome 6 working draft sequence 
segment 

chromosome 7 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 



chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 
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585E10 

458B9 

471 F4 

478H7 

109F10 

117F1 

467B6 
158H6 
471 C2 
182G2 

462B12 

458A3 

470D7 

525F3 

186E8 

465G2 

476C1 

476G8 

588E4 

479H5 

178C10 

192C9 

119F12 

67G10 

98C1 

458G10 

459D1 



328767 329151 NT_0089780 1 

955258 955846 NT0090730 1 

288811 289312 NT_0091070 1 

1E+06 1255050 NTJ3091 841. 00E-92 1 

1E+06 1136705 NTJH393141.00E-171 1 

401530 402043 NTJ)093340 2 

2E+06 1600694 NT_009334 

3E+06 3011938 NTJ)093385.00E-93 2 

351515 351940 NT_0094380 2 

977560 977791 NTJ309452 1.00E-127 1 

21455 21913 NT_0094580 3 



167133 167630 NT_009458 
518389 518876 NT 0094640 



2E+06 1890445 NT_0094710 
9540 10050 NT_0095400 
163261 163590 NT_0096161.00E-125 1 
2E+06 1502030 NTJ)097140 1 
2E+06 1787964 NT_009759 100E-1 30 2 
321714 322118 NT_009763 1.00E-170 1 
2E+06 1609230 NT_0097706.00E-26 1 
1E+06 1136791 NT_0100361.00E-134 1 
2E+06 2151529 NTJ)1 00620 1 
6E+06 6026576 NT_0101130 1 
5E+06 5344032 NT_0101940 1 
3E+06 2680702 NT_01 02041. 00E-1 28 1 
112609 112890 NT_01 0222 1 .00E-1 32 2 
6684 7232 NT_0102370 1 
478693 479052 NT J)1 0253 1 .00E-1 20 1 
2E+06 2123962 NTJ)102890 1 



chromosome 11 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 1 1 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 
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110G1 303146 303706 NT_01 03080 1 

73A4 758542 758734 NTJD103106.00E-42 1 

470F5 495497 496038 NT_010360 0 1 

469B6 1E+06 1095404 NT J) 1041 9 1.00 E-1 23 1 

479E10 468259 468674 NTJJ104320 1 

100F5 177425 177795 NT_0 10505 1.00 E-1 69 1 

462C5 22345 22727 NTJJ1 05230 1 

71 H3 125549 125838 NTJM0530 5.00E-77 1 

161E8 1E+06 1067677 NT_01 06411. 00E-123 1 

464D9 120516 121079 NT_0106570 1 

114G3 385825 386329 NTJ3106721.00E-152 3 

387069 387398 NTJ310672 
424808 425286 NT_010672 

459E6 262663 263161 NTJ)1 07570 

134H3 583781 583868 NTJJ107997.00E-32 

467E5 1E+06 1376833 NT 01 08080 

462A11 436300 437040 NTJ)108160 

460C2 168998 169554 NT_01 08330 

467A8 480458 480865 NT_01 09860 

480F8 137902 138430" NTJ)1 10290 

470F8 472324 472740 NT_01 11410 

100E3 445588 445677 NT_0111452.00E-37 

• 445757 446041 NTJD11145 

104A12 169627 169811 NT_0112402.00E-99 

69B10 358921 359000 NT_0112456.00E-37 

465C7 243467 243788 NT_01 12690 

464E7 1E+06 1182829 NT_01 1597 1.00 E-1 07 

61A11 67055 67582 NT 01 17240 

140G10 761394 761693 NT_0158051.00E-138 3 

761753 762151 NT 015805 



chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 1 5 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 



chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 18 working draft sequence 
segment 

chromosome 18 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome X working draft sequence 
segment 

chromosome X working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 
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486C4 

480G4 

461 G8 

118D9 

68C9 

470E5 

127H8 

47G6 

467E8 

480C6 

69H11 

107D7 

471 E11 

468F11 

464H12 

462B11 

196D7 

100E10 
142F9 

595A12 

75A2 

468G12 

471 F6 

463H12 

473E4 

461C8 



503899 504524 NT_ 

260275 260648 NT_ 

276786 277233 NT. 

413201 413343 NT_ 

2E+06 2193260 NT_ 

526603 527148 NT_ 

248872 249411 NT 

204946 205445 NT_ 

210239 210638 NT. 

210001 210545 NT. 

94439 94993 NT. 

466791 467280 NT 

418049 418124 NT 

370984 371480 NT 

1E+06 1024449 NT. 

242113 242753 NT_ 

65778 66218 NT_ 

66514 66886 NT 

148157 148338 NT 



.016354 0 2 
0163550 1 
0165930 1 
016968 7.00E-46 1 
017568 1.00E-169 1 
017582 1.00E-131 2 
0193900 1 
0194470 1 
021889 1.00E-1 70 1 
0218970 1 
021903 1.00E-104 1 
0219180 1 
0219678.00E-32 1 
0221030 1 
022171 1.00E-155 1 
0221740 1 
0223150 5 
022315 

022358 4.00E-95 1 



193054 193433 NT 0224570 



6 



240726 241196 NT 

286545 287198 NT 

40034 40650 NT 

24792 25256 NT 

276616 277068 NT 

403620 404200 NT 

197991 198185 NT. 

408745 409322 NT. 

544633 545127 NT 



.022457 
022457 

0224880 2 
.022555 100Et1 33 1 
.022751 0 1 
022765 6.00E-89 1 
022795 2.00E-88 1 
022840 1.00E-1 23 2 
0228440 1 



chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 6 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 7 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 



chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 
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470G10 

480F3 

176G2 

71 F2 

459F2 

124F9 

111H9 

460D12 

129D7 

183G2 

478G6 

163E7 

472G12 

466B7 

459D2 

468B10 

175D1 

472D7 

476G3 

138B6 

466A4 

583D6 

468F10 

461 D9 

520A8 
128F5 
467B11 



148269 148781 NT_0228550 1 

471820 472173 NT_023178 1.00E-138 1 

98388 98683 NTJ323529 1.00E-153 1 

62180 62604 NT_023654 0 1 

324390 324869 NT.0236600 1 

276971 276413 NT 0236660 1 

388593 389283 NT_0236760 1 

527418 527628 NTJ)237033.00E-43 1 

104058 104672 NT 023833 1.00E-170 1 

183398 183840 NTJ)23923 100E-112 1 

41677 41996 NT.023945 1.00E-137 1 

1E+06 1455953 NT_023959 1.00E-126 1 

21182 21574 NT 0240160 1 

471195 471690 NT_024Q40 1.00E-138 1 

315088 315482 NT 024091 0 1 

791272 792086 NT_024101 0 2 

270651 271264 NT_024115 0 2 

16139 16549 NT.024223 0 1 

71426 71803 NT_024498 1.00E-144 1 

2E+06 1638986 NT 0246800 2 

308514 309137 NT_0247670 1 

551386 551654 NT 024781 1.00E-133 1 

91355 92043 NTJ)248151.00E-132 2 

406470 406916 NT 0248970 2 



440400 440720 NT_024897 
168514 168868 NT 0249970 



1 



113027 113221 NT 0253786.00E-82 1 
519341 519633 NT_025635 1.00E-113 1 



chromosome 4 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 7 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 1 1 working draft sequence 
segment 

chromosome 13 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 18 working draft sequence 
segment 

chromosome X working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 
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4B4E11 


8932 


9161 


NT_0256571.00E.126 1 


chromosoms 2 working draft sequence 












seament 


188C1 


1E+06 


1221531 NT_0258234.00E-72 1 


chromosome 10 working draft sequence 












spnmpnt 


468B2 


156035 156630 


NTJ)259001.00E-150 2 


rhrnmnQnmA 1fi wnrWnn Hraft connonro 












segment 


470F^ 


427484 428029 


NT.0263790 2 


cnromosome iu wording aran sequence 












segment 


36G1 


483362 484059 


NTJ)264430 1 


L,iiiL)ino5>oirie io won\tng aran sequence 












segment 


4DODJ 


19929 


20420 


NT_026455100E-123 1 


chromosome 16 working draft sequence 












segment 




3431 


3518 


U12202 


6.00E-34 1 


riDosomai protein 0^4 (rps<£4) gene, 
complete cds Length 




18139 


18285 


U18671 


8.00E-45 2 


otatz gene, complete cds Length = 18648 


116F9 


68889 


69093 


U85199 


6.00E-69 1 


BAC956, complete sequence Length = 


598F3 


22246 


22656 


U91318 


0 1 


chromosome 16 BAC clone CIT987SK-A- 
odzd^, complete sequ 


471 G1 


1 


109 


256926 


9.00E-54 1 


CpG island DNA genomic Mse1 fragment, 
Liiuric iooud, iorw 


516D5 


1 


143 


Z62429 


4.00E-53 1 


CpG island DNA genomic Mse1 fragment, 
cione oya 1 , Torwa 


107D11 


81 


292 


Z63603 


1.00E-104 1 


CpG island DNA genomic Mse1 fragment, 
cione o/no, Torwa 


481 D4 


12379 


12686 


Z69304 


1.00E-101 1 


DNA sequence from cosmid V311G7, 
Between markers uaoodd 


461 G6 


23967 


24497 


Z69715 


1.00E-173 2 


una sequence Trom cione LLZ2NLrUd-74G7 
on chromosome 22 


465F5 


15468 


15659 


Z77852 


3.00E-70 1 


DNA sequence from cosmid LUCA2 on 
chromosome 3p21.3 con 




26193 


26772 


Z82248 


0 2 


DNA sequence from clone LL22NC03-44A4 
on cnromosome zz 


*t / OLJ 


49480 


49615 


Z83847 


6.00E-50 1 


DNA sequence from clone RP3-496C20 on 
chromosome 22 Con 


469E6 


4705 


5229 


Z83851 


0 1 


DNA sequence from clone 989H1 1 on 
chromosome 22q13.1-13 


517H5 


128852 129155 


Z85986 


1.00E-156 1 


DNA sequence from clone 108K11 on 












chromosome 6p21 Conta 


114C1 


15995 
77940 


16486 
78185 


Z93016 
Z93016 


1.Q0E-121 3 


DNA sequence from clone RP1-21 1 D12 on 
chromosome 20q12- 


118A8 


117801 118272 


Z97989 


0 2 


DNA sequence from PAC 66H14 on 












chromosome 6q21-22. Cont 




132708 132773 


Z97989 
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Table 3C: Tabid of novel human nucleotide sequences compared to assembled human sequences, 
depicting putative exon-intron structure 



Clone Accession 
t I 

1 ! 


Exon 

I Clone IGenome 
|start|Stop|start 


[OlOp 


Exon 
I Clone 
| Start | Stop 


IGenome 
| Start 


| Stop 


Exon 
| Clone 
I Start] Stop 


l 

IGenome 
I Start 


| Stop 


Exon 

I Clone IGenome 
||start|Stop | Start 


[Stop 


47D11 NTJJQ8Q6Q 


90 


407 


480193 


479876 


406 


586 


478843 


478662 


















53G7 NT_008060 


4 


204 


478642 


478842 


204 


459 


479917 


480171 


















62C9 NT_015169 


29 


224 


220269 


220464 


321 


384 


220540 


220603 


449 


518 


220668 


220737 


517 


774 


220958 


221215 


62G9 NT_006328 


1 


145 


566357 


566213 


144 


219 


565724 


565649 


217 


315 


563987 


563889 


315 


418 


563775 


563672 


65B1 NTJI06098 


243 


454 


2418134 


241 8345 


303 


462 


2421648 


2421807 


















65D10 NT_025892 


218 


401 


369301 


369483 


404 


641 


370290 


370427 


















65D11 NTJJ25892 


98 


241 


367311 


367453 


240 


425 


389301 


369486 


423 


562 


370288 


370427 


561 


690 


376519 


376648 


65D12 NT 025892 


98 


219 


367333 


367453 


218 


399 


369301 


369483 


402 


541 


370290 


370427 










72D4 NT_008060 


1 


198 


478646 


478843 ' 


197 


489 


479876 


480168 


491 


585 


489271 


489365 










73A7 NTJ)08060 


1 


197 


478648 


478842 


197 


538 


479917 


480259 


















75B12 NT_010265 


1 


171 


309301 


309471 


169 


267 


315278 


315376 


264 


441 


316976 


317153 


440 


588 


317239 


317387 


cont'd NTJ>10265 


587 


658 


319041 


319112 


























100B5 NT_006098 


16 


142 


556012 


556138 


143 


336 


560579 


560772 


331 


416 


561268 


561353 










105B11 NT_022315 


2 


226 


66662 


66886 


429 


491 


89124 


89186 


















170F9 NT_010194 


4 


324 


6405066 


6405386 


323 


465 


6407864 


6408006 


















144F5 NT_011595 


1 


280 


126097 


124818 


345 


491 


120524 


120378 


279 


347 


123833 


123755 


490 


559 


118816 


116747 


166H7 NT_009729 


59 


130 


537939 


537868 


127 


281 


537177 


537023 


282 


362 


529971 


529891 


363 


581 


495632 


495414 


cont'd NT_009729 


579 


672 


491513 


491419 


























171A10 NTJJ09151 


2 


244 


6556227 


655G469 


245 


396 


6556693 


6556846 


















98E1 NT_0Q6098 


12 


138 


556012 


556138 


139 


328 


560579 


560768 


330 


508 


561271 


561447 










134B4 NT_011512 


3 


251 


12517461 


12517709 


252 


338 


12519881 


12519967 


336 


448 


12523936 


i 12524048 










172E5 NT_009935 


5 


449 


1427508 


1427952 


448 


551 


1434457 


1434560 


















176F12 NT_011520 


48 


309 


6163505 


6163765 


308 


409 


6163366 


6163967 


















51 B9 NTJ)21980 


75 


578 


120596 


121099 


3 


79 


120203 


120279 


















51B12 NT_007140 


1 


85 


309298 


309214 


79 


609 


300215 


299684 


















191F6 NT_010194 


7 


330 


6405063 


6406386 


329 


473 


6407864 


6408008 


















459F10 NT_008982 


1 


121 


92783 


92903 


116 


314 


93005 


93202 


















461 H1 2 NT_023539 


19 


94 


332693 


332768 


92 


166 


334220 


334294 


164 


298 


334438 


334572 


300 


470 


335340 


335510 


463C3 NT_010478 


1 


186 


1307774 


1307960 


183 


314 


1308993 


1309124 


315 


429 


1309210 


1309324 


427 


559 


1309492 1309625 


485B3 NT_010222 


41 


227 


700808 


700992 


227 


414 


701556 


701743 


















513G4 NT_005130 


1 


134 


384702 


384569 


133 


204 


383722 


383651 


202 


281 


378695 


376616 


287 


346 


299615 


299556 


515E10 NT_023563 


1 


169 


9743 


9575 


169 


309 


8111 


7971 


















466B10 NT_006292 


1 


331 


936306 


935977 


244 


745 


935875 


935374 


















466F9 NT_024872 


17 


186 


64694 


64525 


184 


295 


61751 


61640 


294 


626 


59515 


59185 










121B6 NT_023169 


2 


98 


183171 


183075 


258 


455 


164976 


164779 


460 


576 


163071 


162955 










462D1 NT_023923 


139 


298 


191231 


191072 


297 


528 


190168 


189937 




















68 


210 


367311 


367453 


209 


394 


369301 


369485 


392 


531 


370288 


370427 










467C6 NTJ)10101 


1 


73 


1265999 


1266071 


218 


330 


1295695 


1295807 


330 


468 


1315073 


1315211 


467 


547 


1315798 1315878 


cont'd r^rf 010101 


546 


687 


1334907 


1335047 


























467G9 NTJM1157 


69 


142 


917117 


917044 


142 


253 


916090 


915979 


















476G4 NT 007592 


58 


121 


2382380 


2382443 


120 


362 


2382598 


23B2840 


















477E1 NT.008680 


1 


116 


1185208 


1185323 


116 


472 


1186107 


1186462 


















477A11 NTJW6292 


1 


325 


936300 


935977 


238 


851 


935875 


935262 


















480A3 NT_010478 


1 


99 


2220394 


2220492 


181 


525 


2221546 


2221890 


















518H1 NTJJ05337 


1 


73 


2383056 


2383128 


125 


229 


2386650 


2386754 


227 


366 


2393104 


2393243 










519A9 NT_016832 


64 


193 


172305 


172434 


191 


279 


176990 


177078 


















521 F2 NT.023563 


3 


107 


7651 


7756 


110 


254 


7968 


6111 


















597A4 NT_023563 


1 


109 


7647 


7755 


109 


256 


7964 


6111 


256 


452 


9575 


9771 










491 G11 NTJJ10265 


1 


127 


284740 


284866 


123 


242 


288529 


288648 


















494B11 NT_007343 


25 


246 


3168142 


3167921 


244 


334 


3162477 


3162387 


















479A1 NT 015169 


1 


109 


293941 


293833 


112 


217 


289082 


288977 


218 


338 


285931 


285811 
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Table 4: Patient groups and diagnostic gene sets. 

Group A represents a patient group with a disease characteristic of interest. This 
characteristic either exists at the time of the leukocyte expression profile or develops 
subsequently as noted in the second column. Leukocyte expression profiles from 
patient in Group A are compared to those from patients in Group B (control subjects). 
Genes with expression characteristics in leukocytes that distinguish groups A and B 
form diagnostic gene sets for the condition. 



Group A 


Group A 


Group B 


Gene Set 




Event 






Atherosclerosis 


At time of 
profile 


No 

atherosclerosis 


Diagnostic of disease 


Restenosis 


Subsequent 
to profile 


No restenosis 


Predictive of disease 
occurance 


Myocardial 
infarction 


Subsequent 
to profile 


No myocardial 
infarction 


Predictive of disease 
complications 


Death from 
congestive heart 
failure 


Subsequent 
to profile 


No death, 
congestive heart 
failure 


Prognostic for 
known disease 


Transplant 

allograft 

rejection 


Subsequent 
to profile 


Transplant 
allograft, no 
rejection 


Risk stratification for 
disease 


CHF responsive 
to beta blocker 
(improved 
ejection 
fraction) 


Subsequent 
to profile 


CHF 

unresponsive to 
beta blocker 


Predictive of drag 
responsiveness 


Improvement in 
angina after 
smoking 
cessation 


At time of 
profile 


No 

improvement in 
angina after 
smoking 
cessation 


Assessment of 
efficacy of non- 
pharmacologic 
therapy 


Improvement in 
angina after 
pro-angiogenic 
drug therapy 


At time of 
profile 


No 

improvement in 
angina after 
pro-angiogenic 
drug therapy 


Assessment of 
efficacy of 
pharmacologic 
therapy 


Positive results 
(atherosclerosis) 
at angiography 


Subsequent 
to profile 


Negative results 
(atherosclerosis) 
at angiography 


Assessment of 
selection for further 
diagnostic testing 


Active systemic 
lupus 

erythematosis 
(SLE) 


At time of 
profile 


Inactive SLE 


Diagnosis of disease 
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Group A 


Group A 


Group B 


Gene Set 




Event 






Development of 
cardiac allograft 
vasculopathy 


Subsequent 
to profile 


No 

development of 
cardiac allograft 
vasculopathy 


Predictive of disease 


Patients at time 
of angioplasty 




Same patients 
presenting later 
with restenosis 


Identification of 

pathway 

genes/targets 


Endothelial 
Dysfunction 


At time of 
profile 


No endothelial 
dysfunction 


Diagnosis, disease 
monitoring 


Unstable angina 


At time of 
profile 


Atheroscleosis 
without 

unstable angina 


Diagnosis of disease 
complication 
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Database 


Version 


Description 


Location of file 


Threshold of 

Significance 

Used 


nr 


Release 
123.0 


GenBank+EMBL+DDBJ+P 
DB sequences (but no EST, 
STS, GSS,orHTGS 
sequences). No longer "non- 
redundant". 


ftp:/ncbi.nlm.nih.gov/ 
blast/ntZ 


Expect value 
(e) < IV 25 


dbEST 


04/10/01 


Non-redundant Database of 
GenB ank+EMB L+ DDBJ 
EST Division 


ftp:/ncbi.nlm.nih.gov/ 
blast/est_human.Z 


Expect value 
(e) < 10" 25 


UniGenejinique 


Build 132 


One sequence selected from 
each UniGene cluster (the 
one with the longest region of 
high-quality sequence data). 


ftp:/ncbi.nlra.nih.gov/ 

pub/shuler/unigene/ 

Hs.seq.uniq.Z 


Expect value 
(e)<10" 25 


Human Genome 


Build 22 


Sequence data of all contigs 
used to assemble the human 
genome 


ftp:/ncbi.nlm.nih. gov/ 

genomes/H__sapiens/ 

CHR_#/hs_chr#.fa.gz 


Expect value 
(e)<10' 25 
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Table 6: Algorithms used for exon and polypeptide prediction 



Algorithm 


Description 


Web address 


Genscan 


Predicts the locations and exon-intron 
structures of genes in genomic 
sequences. 


http://genes.mit.edu/GENSCAN.html 


Genomescan 


Incorporates protein homology 
information when predicting genes. 


http://genes.mit.edu/genomescan.html 


GrailEXP 


Predicts exons, genes, promoters, 
polyAs, CpG islands, EST similarities, 
and repetitive elements within a DNA 
sequence. 


http://grail.lsd.ornl.gov/grailexp/ 


G-Known 


Predicts genes and features of a DNA 
sequence at user-specified levels of 
complexity. Can incorporate extra 
information supplied by user including 
gene predictions from other gene finding 
programs, EST hits, similarities to 
known proteins, synteny between 
corresponding genomic regions in related 
organisms, methylation of the bases, 
regulatory binding sites, and topology 
information. 


http://www.cse.ucsc.edu/research/compbio/pg£^ 


FGENES 


Uses linear and hidden Markov models 
for exon prediction 


http:// genomic.sanger.ac.uk/gf/gf.shtml 
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7: Databases and algorithms used for Protein Analysis 



Algorithm 

BLASTP, version 2.0 


Description 

Identification of unknown protein or 
subunit based on similarity to known 
proteins or subunits. 


Web address 

http://www.ncbi.nlmnih.gov/BLAST/ 


BLASTX 


Algorithm for translating a nucleotide 
query sequence and aligning the 
translation to sequences in protein 
databases 


http://www.ncbi.nlm.nih.gov/BLAST/ 


TBLASTN " 


Algorithm for aligning an unidentified 
peptide sequence to predicted 
translations of nucleotide sequences 


http://www.ncbi.nlm.nih.gov/BLAST/ 


SWISS-PROT, " 
release 39.0 


Protein sequence database 


http://www.expasy.ch/cgi-bin/ 
sprot-search-de 


Protein International 
Resource (PIR) 


Protein sequence database 


http://www-nbrf.georgetown.edu/ 
pirwww/ 


GenPept 


Amino acid translations from 
GenBank/EMBL/DDBJ records that are 
annotated with one or more CDS features 


ftp://ncbi.nlm.nih.gov/genbank/ 
genpept.fsa.gz 


TrEMBL 


Contains the translations of all coding 
sequences present in the EMBL 
Nucleotide Sequence Database, which 
are not yet integrated into SWISS-PROT 


http://www.ebi.ac.uk/swissprot/ ~~ 


Prosite, release 16.39 


Database of protein families and 
domains. Consists of biologically 
significant sites, patterns and profiles. 


http://www.expasy.ch/prosite/ 


Pfam, version 6.2 


Collection of multiple sequence 
alignments and hidden Markov models 
covering many common protein domains 


http://www.sanger.ac.uk/Software/ 
Pfam/ 


ProDom, version 2001 . 1 


Domain arrangements of proteins and 
protein families 


http://protein.toulouse.inra.fr/ 
prodonxhtml I 


TMpred 


Prediction of transmembrane regions to 
aid in subcellular localization and 
function predictions 


http ://www. ch.embnet. org/software/ 
TMPRED_form.html 
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SEQ 

_ ID 



Origin 



Unigene Locus 



Table 8 

Nominal Description 



Strand 



Probe Sequence 



1 


cDNA T-cells 


Hs.100001 


NM_005074 


4827009 


2 


cDNAT-cells 


Hs.104157 


AW968823 


8158664 


3 


cDNA T-cells 


Hs.104157 


AW968823 


8158664 


4 


literature 


Hs.1 051 


NM_004131 


7262379 


5 


en ma T-rAlk 


ns. iuocou 






6 


cDNA T-cells 


Hs.105230 


AA489227 


2218829 


7 


cDNA T-cells 


Hs.107979 


NMJ)14313 


7657594 


8 


cDNAT-cells 


Hs.10868 


AK025212 


10437679 


9 


cDNA T-cells 


Hs.10888 


AK025212 


10437679 


10 


cDNAT-cells 


Hs.1 100 


M55654 


339491 


11 


cDNA T-cells 


Hs.11000 


NM_015344 


7662509 


12 


CDNA T-cells 


Hs.1 101 


NM_002698 


4505958 


13 


cDNA T-cells 


Hs.1 1238 


AB014522 


3327057 



14 CDNAT-cells 

15 CDNAT-cells 



Hs.1 16481 NM_001782 
Hs.295726 M14648 



16 


CDNAT-cells 


Hs.119155 


AL109786 


5725475 


17 


cDNA T-cells 


Hs.1 19155 


AL1 09786 


5725475 


18 


cDNA T-cells 


Hs.1 19537 


NMJ506559 


5730026 


19 


cDNA T-cells 


Hs. 121025 


NMJ)14205 


7656935 


20 


literature 


Hs.126256 


NMJJ00576 


10835144 


21 


cDNA T-cells 


HS. 126925 


AK023275 


10435137 


22 


cDNA T-cells 


Hs.1279 


AK024951 


10437374 


23 


cDNA T-cells 


Hs.1 29780 


NM.003327 


4507578 


24 


cDNAT-cells 


Hs.1309 


M28825 


180035 


25 


cDNA T-cells 


Hs.1 349 


NM_000758 


4503076 


26 


cDNA T-cells 


Hs.1 36375 


BF513274 


11598453 


27 


cDNA T-cells 


Hs.1 36375 


BF513274 


11598453 


28 


cDNAT-cells 


HS.1 37548 


NMJW3874 


4502666 


29 


cDNA T-cells 


Hs.1 41 6 


M15059 


182447 


30 


cDNA T-ce(ls 


Hs. 142023 


NMJJ05816 


5032140 


31 


cDNA T-cells 


Hs.1481 


NMJW2112 


4504364 


32 


cDNA T-cells 


Hs.1 50403 


NMJJ00790 


4503280 


33 


cDNA T-cells 


Hs.1513 


NM_000629 


10635162 


34 


literature 


Hs.153053 


NM_001774 


4502662 


35 


cDNA T-cells 


HS.153952 


X55740 


23896 



solute carrier family 17 (sodium 
phosphate), member 1 (SLC17A1), 
EST380899 cDNA /gb=AW96B823 
direction unknown 
Complement of EST380B99 cDNA 
/gb=AW968823 direction unknown 
granzyme B (granzyme 2, cytotoxic T- 
lymphocyte-asscciated serine esterase 
1) (GZMB), 

aa57f07.s1 cDNA,3'end 
/clone=tMAGE:825061 strand unknown 

Complement, aa57f07.s1 cDNA, 3* end 
/clone-lMAGE:825061 strand unknown 

small membrane protein 1 (SMP1), 
mRNA /cds=(99. 

CDNA: FU21559 fls, Clone COL06406 
/cds=UNKNOW 

complement cDNA: FU21 559 fis, 
clone COL06406 /cds=UNKNOW 
TATA-binding protein mRNA, complete 
cds ;cds=(241,12 



factor 2 (P 

K1AA0622 protein; Drosophila "multiple 
asters" (Mast)-Bke homolog 1 

4502682 CD72, B cell differentiation antigen 

340306 cell adhesion protein (vitronectin) 
receptor alpha s Platelets, 
megakaryocytes 

mRNA full length insert cDNA clone 
EURO IMAGE 81 

Complement of mRNA full length insert 
cDNA clone EUROIMAGE 82 
GAP-assoclated tyrosine 
phosphoprotein p62 (Sam68) 
chromosome 1 1 open reading frame 5 
(C110RF5),m 

Interieukin 1-beta (IL1 B) mRNA, 
monocytes, macrophages 
FLJ1 3213 lis, clone NT2RP4001 126, 
weakly 

FU21 298 fis, clone COL02040, highly 
sim 

OX40 homolog, ACT35 Antigen, TNF 
receptor superfamtly, member 4 
thymocyte antigen CDla mRNA 

colony stimulating factor 2 (granulocyte- 
macrophage) (CSF2), 
ESTs, Weakly similar to S65824 
reverse transcriptase homolog (3' EST 
read) 

Complement of ESTs, Weakly similar to 
S65824 reverse transcriptase homolog 
(3* EST read) 

CD84 antigen (leukocyte antigen) 
(CD84) 

Fc-epsflon receptor (IgE receptor) 
mRNA, complete cd 



(HDC), 

dopa decarboxylase (aromatli 
acid decarboxylase) 
Interferon (alpha, beta and or 
receptor 1 (IFNAR1), 
leukocyte antigen CD37 

placental cDNA coding for 
5'nucleotldase (EC 3.1.3.5) 



AGAGCACTTGCAGAGCCTGGGACAA 
C CTCCTTATTGAAGGGAAGAGGG AC 
TGGTCTC AAAGATTTACATGG CAACA 
TTCGAAAGTCCCCAGAGAAGTCCT 
AGGACTTCTCTGGGGACTTTCGAATG 
TTGCCATGTAAATCTTTGAGACCA 
AGGTGCCAGCAACTGAATAAATACCT 
CTCCCAGTGTAAATCTGGAGCCAA 

GGGTGTCTTTAAATAGCACTAGCCAA 
ATCACATATCTCCAACACTCCTTA 

TAAGGAGTGTTGGAGATATGTGATTT 
GG CTAGTGCTATTTAAAGAC ACCC 

CCCACAGTGCAATTCAGAATATGCTC 

AGGGAATGCCAGCCACCTTGTAAA 

GCCAAGACAATAAGCTAGGCTACTGG 

GTCCAGCTACTACTTTGGTGGGAT 

ATCCCACCAAAGTAGTAGCTGGACCC 

AGTAGCCTAGCTTATTGTCTTGGC 

AATTTATAACTCCTAGGGGTTATTTCT 

GTGCCAGACACATTCCACCTCTC 

ACTAATTG CATTG GCAGCATTGTGTC 

TTTGACCTTGTATACTAGCTTGAC 

AAACCAAAAATAATCACAACAGAAAC 

CAGCTGCCCCAAAGGAACCAGAGG 

TCCCACCAGGACTTTGCTAACAATAA 
TGTTTGGAAATAAAGAAGTGCTCT 

TGACACTCATGCCAACAAGAACCTGT 
GCCCCTCCTTCCTAACCTGAGGCC 
A(^ATTrTACCCTAACAGTTTTACCA 
C CTAG CAACAGTCATTTCTG AAA 

TTTATTG GTACTTCCTAAAG ATAGAGA 

CTAAAGTCATGGTAGTATTGGCC 

GGC(VV\TACTACX^TGACTTTAGTCT 

CTATCTTTAGGAAGTACCAATAAA 

C CTCCCATTTTGTTCTCGGAAGATTA 

AATGCTACATGTGTAAGTCTGCCT 

CCGTGCCCGGAAACAGGCCGTGGCT 

AGAGAAGAGCGAGATCATCTTTACC 

GGTCTAATTTATTCAAAGGGGGCAAG 

AAGTAGCAGTGTCTGTAAAAGAGC 

AGATG GGTGAATCAGTTGGGTTTTGT 

AAATACTTGTATGTGGGGAAGACA 

TCTCTAGTTGTCACTTTCCTCTTCCAC 

TTTGATACCATTGGGTCATTGAA 

TCAAAAGAAAGC CTTCTGG ATGCTGT 

TAAGATGTACCCTTCAGGTGAACC 

CCCCCTTTCCTTCTAAI I 1 1 ICAGCTC 

CTTC AATG CAAAGTACATGTATT 

CCTCCAACCCCGGAAACTTCCTGTGC 

AACCCAGACTATCACCTTTGAAAG 

GG AAGGTAGTCTTCATTTG CAATCAG 

GAAAAC GAACGTAAAGGCACAGGT 

ACCTGTGCCTTTACGTTCGTTTTCCT 
G ATTG C AAATGAAG ACTACCTTC C 

TGTTTTC CTCACTAC ATTGTAC ATGTG 
GG AATTACAGATAAACGGAAG CC 
CAGAGCAAGACCCTGAAGACCCCCA 
ACCACGGCCTAAAAGCCTCTTTGTG 
GCTTCATATGTATGGCTGTTGCTTTG 
CTTCATGTGTATGGCTATTTGTAT 
CAGATGG GTTCAGCAGTCTGGTCAGT 
GAGAAAGGGCCGAGGGTAGACAGG 

TCCAG GGCAATCAATGTTCACG C AAC 

TTGAAATTATATCTGTGGTCTTCA 

TCATCCCGAGAACATTGGCTTCCACA 

TCACAGTATCTACCCTTACATGGT 

CGCTCTCGATATTCCTGTGCAGAAAC 

CTGGACCACGTCTACAACCGGCTC 

CCTGCTCAGCTCTGCATAAGTAATTC 

AAGAAATGGGAGGCTTCACCTTAA 
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36 cDNAT-cells 

37 cDNAT-cells 

38 cDNAT-cells 

39 cDNAT-cells 

40 cDNAT-cells 

41 cDNAT-cells 

42 cDNAT-cells 

43 literature 

44 cDNAT-cells 

45 cDNAT-cells 

46 literature 



Hs. 155595 
Hs.1 570 
Hs.159557 
Hs.160417 
Hs.16488 
Hs. 1661 20 
Hs.166975 
Hs.1 67988 

Hs.168103 
Hs.168132 
Hs.1 68383 



NMJJ04404 

Z34897 

AK024833 

NM_013390 

BC007911 

NM.004031 

NM_006925 

S71824 

AF026402 
U14407 
NM 000201 



Table 8 

4758157 Neural precursor cell expressed, 

developmentally down-regulated 5 
510295 H1 histamine receptor 

10437239 FLJ2l180fis,cloneCAS11176, highly 
sim 

701 9554 transmembrane protein 2 (TMEM2), 

mRNA /cds=(14 
14043946 caireticulin 

4809287 interferon regulatory factor 7 (IRF7), 
transc 

5902077 splicing factor, arginine/serine-rich 5 
(SFR 

632775 N-CAM=145kda neural cell adhesion 
molecule 



47 cDNAT-cells Hs.169191 U58913 

48 literature Hs.169610 AJ251595 

49 cDNAT-cells Hs.170311 D89678 

50 cDNAT-cells Hs.170311 D89678 



2655201 
540098 
4557677 

4204907 
6491738 
3218539 
3218539 



51 cDNAT-cells Hs.170311 D89878 3218539 



52 cDNAT-cells • Hs.1 71763 X59350 

53 cDNAT-cells Hs.171917 AB037855 

54 cDNAT-cells Hs.172089 AL110202 

55 cDNAT-cells Hs.172089 AL110202 



56 literature 

57 literature 

58 literature 

59 literature 

60 literature 

61 iiteraiure 



Hs.1722 
Hs.1722 



M28983 
M28983 



36090 
7243265 
5817121 
5817121 

186279 
186279 



U5 snRNP 100 kD protein mRNA, cds 
/cds=(39,2501 
interieukin 15(IL15)mRNA 

intercellular adhesion molecule 1 
(CD54), rhinovirus receptor (ICAM1), 

chemokine (hmrp-2a) mRNA, complete 
cds /cds=(71,484) 
transmembrane glycoprotein (CD44 
gene). 

50 for A+U-rich element RNA binding 
factor, 

60 for A+U-rich element RNA binding 
factor, 

70 for A+U-rich element RNA binding 
factor, 

mRNA for B cell membrane protein 
CD22 

mRNA for KIAA1434 protein, partial cds 

cDNA DKFZp586l2022 (from clone 
DKF2D586I 

Complement of cDNA DKFZp586l2022 
(from clone DKFZp586l 

50 interieukin 1 alpha (IL 1) mRNA, 
macrophages 

60 interieukin 1 alpha (IL 1) mRNA, 
macrophages 



Hs.1722 M28983 

Hs.1724 X01057 

Hs.1724 X01057 

Hs.1724 X01057 



62 cDNAT-cells Hs.172631 J04145 



63 cDNAT-cells 

64 cDNAT-cells 

65 literature 

66 cDNAT-cells 

67 cDNAT-cells 

68 cDNAT-cells 

69 cDNAT-cells 

70 cDNAT-celts 



Hs.305870 NM_003761 

Hs.172791 NMJ)04182 

Hs.1 73894 NMJJ00757 

Hs.1 741 03 NM_002209 

Hs.1 74 142 X03663 

Hs.169610 AA1 56937 

Hs.17483 NM_000616 

Hs. 177559 U05875 



186279 70 interieukin 1 alpha (IL 1) mRNA, 
macrophages 

33812 50 mRNA for interieukm-2 receptor 

33812 60 mRNA for interleukin-2 receptor 

3381 2 70 mRNA for interleukin-2 receptor 



1 89068 neutrophil adherence receptor alpha-M 
subunit mRNA 

14043025 vesicle-associated membrane protein 
8 (endob 

4759297 ubiquitously-expressed transcript 
(UXT), mR 

4503074 macrophage-specific colony-stimulating 

factor (CSF-1) 
4504756 Integrin, alpha L (CD1 1 A (pi 80), 

lymphocyte function-associated antigen 

1; alpha polypeptide) 
29899 c-fms proto-oncogene Monocytes 

1728552 Zl19c02.s1 

Soares_pregnant_uterus NbHPU 
10835166 CD4 antigen (p55) (CD4)7 

463549 clone pSKl interferon gamma receptor 
accessory factor 
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GGAGGACCCACACTGCTACACTTCTG 

ATCCCCTTTGGTTTTACTACCCAA 

GAAGAACAGCAGATGGCGGTGATCA 

GCAGAGAGATTGAACTTTGAGGAGG 

GGAATTTCCTATCTTGCAGCATCCTG 

TAAATAAACATTCAAGTCCACCCT 

CCTCAAAGTGCTACCGATAAACCTTT 

CTAATTGTAAGTG CCCTTACTAAG 

AGTGG GTCCCAG ATTGGCTCACACT 

GAGAATGTAAGAACTACAAACAAAA 

CTGTCCAGCGCCAACAGCCTCTATGA 

CGACATCGAGTGCTTCCTTATGGA 

AAATTCTGGTAAGTATGTGCTnTCTG 

TGGGGGTGGGATTTGGAAGGGGG 

ATGGGTGAAGAGAACCGAGCAAAGA 

TCAAAATAAAAAGTGACACAGCAGC 

GCTGTGTC C ATCTTTGTC ACTG AGTG 

AAATCTCTGTTTTCTATTCTCTGA 

ATGTGCTGTCAAAACAAGTTTTTCTGT 

CAAGAAGATGATCAGACCTTGGA 

CAGTGATCAG G GTCCTGCAAGCAGT 

GGGGAAGGGGGCCAAGGTATTGGAG 

TGGACACACGGATCAAGACCAGGAA 

GAATTGAACTTGTCAAGGTGAAGGG 

AACAGACCCCCTCTAGAAATTTTTCA 

GATGCTTCTGGGAGACACCAAAGG 

GTCAGTAGGTGCGGTGTCTAGGGTA 

GTGAATCCTGTAAGTTCAAATTTAT 

AGTTGTGTGGTCAGTAGGTGCGGTG 

TCTAGGGTAGTGAATC CTGTAAGTTC 

AAATTTATG 

TTTAAGTTGTGTGGTCAGTAGGTGCG 
GTGTCTAGGGTAGTGAATCCTGTAAG 
nc AAATTTATG ATTAG G 
GTTTGAGATGGACACACTGGTGTGGA 
TTAAC CTG C CAG G GAGA CAGAG CT 

TTGTGACTCTGAATCCCATGTTCTCA 

AACTACGCTG CCTTCCGAAGTCTG 

TTTAAGTACTAAGTCATCATTTGCCTT 

GAAAGTTTCCTCTGCATTGGGTT 

AACCCAATGCAGAGGAAACTTTCAAG 

GCAAATGATGACTTAGTACTTAAA 

TACCTGGGCATTCTTGTTTCATTCAAT 
TCCACCTGCAATCAAGTCCTACA 
CCATTAAACTTACCTGGGCATTCTTG 
TTTCATTCAATTC CACC TG CAATCAAG 
TCCTACA 

CACCTGCAATCAAGTCCTACAAGCTA 

AAATTAGATGAACTCAACTTTGACAA 

CCATGAG AC CACTGTTAT 

AATGCGTACGTTTCCTGAGAAGTGTC 

TAAAAACACCAAAAAGGGATCCGT 

ACGTTTCCTGAGAAGTGTCTAAAAAC 

ACCAAAAAGGGATCCGTACATTCAAT 

gtttatgc 

caaatcaatgcgtacgtttcctgaga 

AGTGTCTAAAAACACCAAAAAGGGAT 

ccgtacattcaatgttta 

CTCC G GGAG AGGGGACGGTCAATCC 
TGTGGGTGAAGACAGAGGGAAACAC 

GGCTGGGAAACTGTTGGTGGCCAGT 
GGGTAATAAAGACCTTTCAGTATCC 
TGCTAGAGG GGCTTAGAGAACTACAA 
GGCCTGCAGAATTTCCCAGAGAAG 
CTGACTCAGGATGACAGACAGGTGG 
AACTGCCAGTGTAGAGGGAATTCTA 
GTAAAGGCTATACTTGTCTTGTTCAC 
CTTGGG ATG AC G CCGCATGATATG 

CAAGCAGGAAGCACAAACTCCCCCA 
AGCTGACTCATCCTAACTAACAGTC 
TCTTCAACAGACCCC CTCTAG AAATT 
TTTCAGATGCTTCTGGGAGACACC 
GTCCTCCACGCCATTTCCTTTTCCTT 
CAAGCCTAGC CCTTCTCTCATTAT 
GGCCCTTCATGTACATCCATGGTGTG 
CTGGCTTAAAATGTAATTAATCTT 
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71 


cDNA T-cells 


Hs. 179526 


S73591 


72 


cDNA T-cells 


Hs.1799 


J04142 


73 


cDNA T-cells 


Hs.1 80804 


AK0D0271 


74 


cDNA T-ceHs 


Hs.180866 


NMJ100416 


75 


cDNA T-cells 


Hs.1 81165 


AK026650 


76 


cDNA T-cells 


Hs.181357 


NM_002295 


77 


cDNA T-cells 


Hs.1 87660 


NMJJ14504 


78 


cDNAT-cells 


Hs.182740 


NM.001015 


79 


cDNA T-cells 


Hs.1 87660 


NM.014504 


80 


cDNAT-cells 


Hs.1 97345 


NMJ>01469 


81 


cDNA T-cells 


Hs.198253 


M33906 


82 


cDNA T-cells 


Hs.1 97345 


NMJ)01469 


83 


cDNA T-cells 


Hs.196253 


M33906 


84 


cDNA T-cells 


HS.1 987 


NMJX)6139 


85 


cDNA T-cells 


Hs.336769 


NMJX>2074 


86 


cDNA T-ceils 


Hs.211576 


L10717 


87 


cDNA T-cells 


Hs.336769 


NM.002074 


88 


cDNA T-cells 


Hs.2186 


AF1 19850 


89 


CDNA T-cells 


Hs.21907 


NMJ>07067 


90 


cONA T-cells 


Hs.2200 


NM_005041 


91 


cONA T-cells 


Hs.2233 


NM_G00759 


92 


cDNA T-cells 


Hs.2236 


Z29067 


93 


cDNA T-ceHs 


HS.233936 


NM_006471 


94 


cONA T-cells 


Hs.236449 


NMJ)24898 


95 


cDNA T-ceHs 


Hs.238646 


NMJ)03999 


98 


cDNA T-cells 


Hs.238707 


NM.024901 


97 


cDMA T-cells 


Hs.239138 


NMJJ05746 


98 


cDNA T-cells 


Hs.239189 


NM.Q14905 


99 




He OA'S W 




100 


cDNA T-cells 


Hs.241567 


NMJ516838 


101 


cDNA T-cells 


Hs.241570 


NMJJ00594 


102 


cDNA T-cells 


Hs.247885 


NMJ122304 


103 


cDNA T-ceJIs 


Hs.248156 


NMJ)20530 


104 


cDNA T-cells 


Hs.298469 


NM_Q00789 


105 


cONA T-cells 


Hs.336780 


NM_006088 


106 


cDNA T-cells 


Hs.252723 


NMJJ00981 


107 


cDN A T-cefls 


NA 


X53795 


108 


literature 


Hs.25648 


NMJJ01250 


109 


cDNA T-cells 


Hs.258503 


AF160973 



Table 8 

688296 brain-expressed HHCPA78 homotog 
VDUP1 (Gene) 

619799 (lamMa*gt11M-5)MHCclassl antigen- 
like gl 

7020240 cDNA FLJ20264 fis, clone COLF791 2 

/cds=UNKNOWN 
4557879 Interferon gamma receptor 1 (1FNGR1), 

10439548 FU22997 fis, done KAT11962, highly 
slm 

9845501 tamlnin receptor 1 (67kD, ribosomal 
protein SA 

7657495 Major histocompatibility complex, class 
I, E (HLA-E) 

14277698 ribosomal protein S1 1 (RPS11). mRNA 
/cds=(15,4 

7657495 putative Rab5 GDP/GTP exchange 

factor homologu 
4503840 thyroid autoantigen 70kD (Ku antigen) 

(G22P1), 

164194 MHC class H HLA-DQA1 mRNA, 
complete cds /cds=(43,810) 
4503840 thyroid autoantfgen 70kD (Ku antigen) 
(G22P1), 

184194 MHC Class II HLA-DQA1 mRNA, 
complete cds /cds=(43,81Q) 
5453610 CD28 antigen fjp44) (CD28) 

1 1 321 584 guanine nucleotide binding protein (G 
protein) 

307507 T ceN-spectfic tyrosine kinase mRNA, 
complete 

11 321 584 guanine nucleotide binding protein (G 
protein) 

7770136 PRO1608 mRNA, complete cds 

/cds=(1221,2174)/ 
5901 961 histone acetyrtransferase (HBOA), 

mRNA /cds^ 
4826941 Perforin 1 (pore forming protein; PRF1) 

4503078 granulocyte colony-stimulating factor 3 
(CFS3) 

479172 NEK3_SERlNE/THREONINE- 

PROTEIN KINASE NEK3 
5453739 myosin, light polypeptide, regulatory, 
non-s 

1 3376352 cDNA: FU22757 fis, done KAIA0803 

/cds=(92,24 
4557039 oncostatin-M specific receptor beta 

subunit (OSMRB) 
1 3376358 cDNA: FU22457 fis, clone HRC09925 

/cds=(56,14 
5031 976 pre-B-cell colony-enhancing factor 

(PBEF), m 
7662327 glutamlnase (GLS), 

4506846 small inducible cytokine A5 (RANTES) 
(SCYA5), 

8400721 RNA binding motif, single stranded 

Interacting 
1 08351 54 Tumor necrosis factor {TNF 

superfamily, member 2 
13435404 Histamine receptor H2 (HRH2) 

10092620 oncostatinM(OSM), 

4503272 dipeptidyi carboxypeptidase 1 

(angiotensin \ converting enzyme) 
(ACE) 

5174734 tubulin, beta, 2 (TUBB2), mRNA 

4506608 ribosomal protein L1 9 (RPL1 9), mRNA 
/cds=<28,6 

35832 R2 mRNA for an inducible membrane 
protein /cds=(1 56,95 
4507SB0 Tumor necrosis factor receptor 
superfamily, member 5 

5616319 P53 inducible protein 



AAGATGCCCAACCCTGTGATCAGAAC 

CTCCAAATACTGCCATGAGAAACT 

CAGGAGTTTGTGTGTCTTTTATAAAAA 

GTTTGCCCTGGATGTCATATTGG 

CCCTGAGTGACAGTCACGACAGAAC 

AAAACCACAAGACCAGACCACATTT 

CCTTTACATCCAG ATAG GTTACCAGT 

AACGGAACATATCCAGTACTCCTG 

TGCATCGTAAAACCTTCAGAAGGAAA 

GGAGAATGTTTTGTGGACCACTTT 

GGCCACTGAATGGGTAGGAGCAACC 

ACTG ACTGGTCTTAAG CTGTTCTTG 

TGTAGGGTAAATGTGACTGGAATACA 

CCTTTG GAACGGAATTCTTTATC A 

AGGCTGG ACATCG G CCCG CTCCC CA 

CMTGAAATAAAGTTATTTTCTCAT 

TGTAGGGTAAATGTGACTGGAATACA 

CCTTTGGAACGGAATTCTTTATCA 

GTTGCCATGGTGATGGTGTAGCCCTC 

CCACTTTGCTGTTCCTTACTTTAC 

CCACCCACCCCTCAATTAAGGCAACA 

ATGAAGTTAATGGATACCCTCTGC 

GTTGCCATGGTGATGGTGTAGCCCTC 

CCACTTTGCTGTTCCTTACTTTAC 

CCACCCACCCCTCAATTAAGGCAACA 

ATGAAGTTAATGGATACCCTCTGC 

GCTCACCTATTTGGGTTAAGCATGCC 

AATTTAAAGA GACCAAGTGTATGT 

TCCACCTTTTGTATTTAATTTTAAAGT 

CAGTGTACTGCAAGGAAGCTGGA 

CCCTATCCCGCAAAATGGGCTTCCTG 

CCTGGGTTTTTCTCTTCTCACATT 

TCCACCTTTTGTATTTAATTTTAAAGT 

CAGTGTACTGCAAGGAAGCTGGA 

AGATCTTCAAGTGAACATCTCTTGCC 

ATC ACCTAG CTGCCTGC ACCTGCC 

GCTAATTTTAAGC ATGTTC AGTGG CA 

GCTCCCCTCCAGTTTCAGTGTCAC 

CCTGTGATCAGGCTCCCAAGTCTGGT 

TCCCATGAGGTGAGATGCAACCTG 

ACATGGTTTGACTCCCGAACATCACC 

GACGTGTCTCCTGTTTTTCTGGGT 

TCAG AGCTGAAGAAG CGAGCTGG AT 

GG CAAGGCCTGTGCGACAG ATAATG 

TCAGCCATTTTGGGCATATGTATCTTT 

ATAATCAGACTGGAAAC GG G ACT 

ATCCTGGCAACCTTACAATTCCTCTC 

GGCATTTGTCACTTC CATCTCAGC 

AGCTTACTACAGTGAAAGAATGGGAT 

TGGCAAGTAACTT CTGACTTACTG 

ATTATAACATCTTCAACACAGAACACA 

CTTTGTGGTCGAAAGGCTCAGCC 

TGT CAGAGATTGCCTGTGG CTCTAAT 

ATGCACCTCAAGATTTTAAGGAGA 

TGTCTGGCAGGGACT GAATGACCTG 

ATGTCAGATTTAGATTCTTCCTGGG 

GGGAGGAACACTGCACTCTTAAGCTT 

CCGCCGTCTCAACCCCTCACAGGA 

ATGAAGAAGGGTGTGAAGGCTGAAC 

AATCATGGAVl 11 1 CTGATCAATTG 

GCCTCTGCTCCCCAGGGAGTTGTGT 

CTGTAATCGGCCTACTATTCAGTGG 

GGATGCTACTGATG GGAATGATTAAG 

GGAGCTGCTGTTTAGGTGGTGCTG 

TCAGGAACAACATCTACTGCATGGCC 

CAGCTGCTGGACAACTCAGACACG 

CTTACATCAGGTACTTTGTCAGCTTC 

ATCATCCAGTTCCAGTTCCACGAG 

CATCCAGGAGCTGTTCAAGCGCATCT 

CCGAGCAGTTCACG GCCATGTTCC 

ACCTCCCACTTTGTCTGTACATACTG 

GCCTCTGTGATTACATAGATCAGC 

GTCTTTGAGAATATGATGTCAGACAT 

TTTCGGATGGGCTGTTTAGATGTT 

GGTCACCCAGGAGGATGGCAAAGAG 

AGTCGCATCTCAGTGCAGGAGAGAC 

AGACCCTTATCTG GAGGAGGAAG AG 
AAGCAGGAGAGAGAAAGCCACAGCC 



330 



WO 02/057414 

110 cDNAT-cells Hs.265829 NMJX)2204 

111 cDNA T-cells Hs.271387 Y16645 

112 CDNAT-cells Hs.272493 NM_004167 

113 cDNAT-cells Hs.176663 NM_000570 

114 literature Hs. 278443 NMJ3O4O01 

115 cDNAT-cells Hs.62954 J04755 

116 cDNAT-cells Hs.279581 AK000575 

117 cDNAT-cells Hs.279930 V00522 

118 cDNAT-cells Hs.181357 NM_002295 

119 cDNA T-cells Hs.283722 NM_020151 

120 cDNAT-cells Hs.78961 NMJJ14110 

121 cDNA T-ceils Hs.334853 NMJW6013 

122 cDNA T-cells Hs.334853 NM_006013 

123 cDNA T-ceHs Hs.284283 U90552 

124 cDNA T-cells Hs.286212 AK021791 

125 cDNAT-ceHs Hs.287369 NM_020525 
128 cDNA T-cells Hs.287369 NMJ)20525 

127 cDNA T-cells Hs.287369 NM_020525 

128 cDNA T-cefls Hs.288061 NM.001101 

129 cDNAT-cells Hs.315054 NM_032921 

130 cDNAT-cells Hs.289088 NMJ)05348 

131 cDN A T-cells Hs.29052 AK000196 

132 cDNAT-cells Hs.291129 AA837754 

133 cDNA T-cells Hs.292590 D59502 

134 CDNAT-ceHs Hs.292590 D59502 

135 cDNA T-cells Hs.99858 X61923 

136 cDNA T-cells Hs.323463 AL05D141 

137 cDNAT-cells Hs.323463 AL050141 

138 cDNA T-cells Hs.323822 AB046771 

139 cDNA T-cells NA AF347015 

140 cDNA T-cells Hs.30035 U61267 

141 cDNA T-cells Hs.30909 NM_019081 

142 cDNA T-ceHs Hs.3195 NM_002995 

143 cDNA T-cells Hs.322645 AL050376 

144 CDNA T-cells Hs.324481 AL050376 

145 CDNA T-cells Hs.324481 AW968541 

146 cDNA T-cells Hs.324481 AW968541 



Table 8 

4504746 integrin, alpha 3 (antigen CD49C, alpha 
3 subunit of VLA-3 receptor) (JTGA3), 

2916795 for monocyte chemotactic protein-2 
/cds= 

14602450 small inducible cytokine subfamily A 
(Cys-Cys 

10835138 Fc fragment of IgG, low affinity lllb, 

receptor for (CD16) (FCGR3B), 
4557021 Fc fragment of IgG, low affinity lib, 

receptor fof(CD32) (FCGR2B), 
182512 ferritin H processed pseudogene, 
complete cds fcds=UN 
7020763 FLJ20568fis, clone REC00775 
/cds=(6,422) 
32122 encoding major histocompatibility 
complex gene 
9845501 Laminin receptor 1 (67kD, ribosomal 

protein SA) 
9910251 GTT1 protein (GTT1), mRNA 

/cds=(553,1440)/gb 
13699255 PRO2047 protein (PRO2047), mRNA 

/cds=(798,968 
5174430 cDNADKFZp762Bl95 (from clone 

DKFZp762B195) 
5174430 Complement cDNA DKFZp762B 195 

(from clone DKFZp762B195) 
2062705 butyrophilln (BTF5) mRNA, complete 

cds /cds=(359,190 
10433048 cDNA FLJ11729 As, clone 
HEMBA1005394, modera 
10092624 50 interleukin 22 (IL22), mRNA 

/cds=(7l,610)/gb 
10092624 60 interleukin 22 (IL22), mRNA 
/cds=(7l,610)/gb 

10092624 70 interleukin 22 (IL22), mRNA 
/cds=(7l,610)/gb 

5016088 actin, beta (ACTB), 

14249707 hypothetical protein MGC1 5875 

(MGC15875), 
13129149 heat shock 90kD protein 1 , alpha 

(HSPCA). 

70201 22 FLJ201 89 fis, clone COLF0657 
/cds=(1 22,84 

2912953 oe10d02.s1 cDNA 

/c!one=IMAGE: 1 385475 /gb=AA 
960608 HUM041 H1 1 A cDNA, 3* end 

/clone=GEN-041Hl1 /d 
960508 Complement HUM041 H1 1A cDNA. 3* 

end /done=GEN-041H11 /cl 
36646 Ribosomal protein L7a Gene with exons 
/ introns 

4884352 cDNA DKFZp586O031 (from clone 

DKFZp586O0 
4664352 Complement cDN A DKFZp586O031 

(from clone DKFZp58601 
10047166 for KIAA1 551 protein, partial cds 

/cds=(0 

13273284 Mitochondial DNA, chyochrome B gene 

1418285 putative splice factor transformer- 
beta mRN 

1 1464998 KIAA0430 gene product (K1AA0430), 

mRNA/cds=( 
4506852 sapiens small inducible cytokine 

subfamily C, member 1 (lymphotactin) 

(SCYC1), 

4914609 mRNA; cDNA DKFZp586Jl 01 (from 

clone DKFZp586Ji 
4914609 Complement mRNA; cDNA 

DKFZp586J101 (from clone 

DKFZp586J2 
8158382 Complement EST38061 7 cDNA 

/gb=AW968541 unknown coding strand 

8158382 EST380617 cDNA /gb=AW968541 
unknown coding strand 



PCT/US01/47856 



GGCTGTGTCCTAAGGCCCATTTGAGA 
AGCTGAGGCTAGTTCCAAAAACCT 

GTGCTCCTGTAAGTCAAATGTGTGCT 

TTGTACTG CTGTTGTTGAAATTGA 

CAGAGACATAAAGAGAAGATGCCAAG 

GCCCCCTCCTCCACCCACCGCTAA 

ATGG GAGTAATAAGAG CAGTGGCAG 

CAGCATCTCTGAACATTTCTCTGGA 

CCACTAATCCTGATGAGGCTGACAAA 

GTTGGGGCTGAGAACACAATCACC 

TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTT 

CAGAGTAGGCATCTGGGCACCAAGA 

CCTTCCCTCAACAGAGGACACTGAG 

CTTTGCCTAAACCCTATGGCCTCCTG 

TGCATCTGTACTCACCCTGTACCA 

GGCCACTGAATGGGTAGGAGCAACC 

ACTGACTGGTCTTAAGCTGTTCTTG 

TG ATTCTG CACTTGGGGTCTGTCTGT 

ACAGTTACTCATGTCATTGTAATG 

TGTGTAA TAGG C CTTTTCATGCTTTAT 

GTGTAGCTTTTTACCTGTAACCT 

AAG7TATCATGTCCATCCGCACCAAG 

CTGCAGAACAAGGAGCATGTGATT 

AAGTTATCATGTCCATC CGCACCAAG 

CTGCAGAACAAGGAGCATGTGATT 

TGGTGGATGTTAAACCAATATTCCTTT 

CAACTGCTGCCTGCTAGGGAAAA 

TGAACTTGCTGAATGTAAGGCAGGCT 

ACTATGCGTTATAATCTAATCACA 

ATTTGACCAGAGCAAAGCTGAAAAAT 

GAATAACTAACCCCCTTTCCCTGC 

GCAATTG GAGAACTGG ATTTGCTGTT 

TATGTCTCTGAGAAATGCCTGCATTT 

GACCAGAG 

TTTGAC CAGAGCAAAG CTGAAAAATG 

AATAACTAACCCCCTTTCCCTGCTAG 

AAATAACAATTAGATGCC 

CC CTTTTTG TCCC CCAACTTGAGATG 

TATGAAGGCTTTTGGTCTCCCTGG 

ATTAGACCAGACCAGTGTATTTCTAA 

AGAAAATCCTGACATGCACACCCA 

GACCCTACTGCTGATGATACCAGTGC 

TGCTGTAACTGAAGAAATGCCACC 

AC AGG CAAAGTGACAGGG GAAAAGG 

AATTAGTCTAAGAGTAAGGGGATGA 

CTTTCCTCTTGCTGCTGGGGCCTAGG 

TCTT CTTGC TGCTGCTTCCTTTTC 

AGAGTTTTTGTTGGTAGACTGGAGCT 

G G GATGTTGAATCAACCTCAG GC A 

TG CCTGAGG7TGATTCAA CATCCCAG 

CTCCAGTCTACCAACAAAAACTCT 

CTGACGATCAGCTTGGAACAGCCAAA 

C A G AATT AACG C AACTAATAACCT 

TCCTTTTATGCATTGGAGGAAAAACA 

TGTTGGCTTTTCTCTTGAC6TGGG 

CCCAC GTCAAGAGAAAAGCCAACATG 

TTTTTCCTCCAATGCATAAAAGGA 

CTCAGGAAACCCGACAGAAGAAACAT 

GTAACACAGAACTCACGTCCACTA 

ACTCGAGACGTAAATTATGGCTGAAT 

CATCCGCTACCTTCAC GCC AATGG 

TGCTGTTTTCATTCTGCATTTGTGTAG 

TTTG GTG CTTTGTTCCAAGTTAA 

AAAAATGACAAAA GTTATCACCAAAA 

CCC CCTT TCCCATCTTGCACTGTT 

AG CTTTTAATGCTCC AAATGCTGACC 

CATGCAATATTTCCTCATGTGATC 

AAAAGAAATGCAGGTTTATTATCCAG 
CACTGAGAGAGTTAACAAGGACTG 
AGAGAGACTTCTCATTGGCTGTGAAG 
GTAG AGCTTTTG G GG AAATTCCTG 

CAGGAATTTCCCCAAAAGCTCTACCT 
TCACAGCCAATGAGAAGTCTCTCT 

AGAGAGACTTCTCATTGGCTGTGAAG 
GTAG AGCTTTTGGGG AAATTC CTG 
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147 


cDNA T-cells 


Hs.327 


NMJ)01558 


148 


cDNA T-cel!s 


Hs.32970 


NMJJ03037 


149 


literature 


HS. 3 34687 


NM_000569 


150 


cDNA T-cells 


Hs.303649 


M26683 


151 


cDNA T-cells 


HS.10593B 


X53961 


152 


cDNA T-cells 


Hs.36 


D12614 


153 


cDNA T-cells 


Hs.278670 


AB034205 


154 


cDNA T-cells 


Hs.3886 


NM_0Q2267 


155 


cDNA T-cells 


Hs.394 


NM_001124 


156 


literature 


Hs.40034 


NMJ)00885 


157 


cDNA T-cells 


Hs.41724 


NMJX32190 


158 


cDNA T-cells 


Hs.44163 


NM_018838 


159 


cDNA T-cells 


Hs.44926 


X60708 


160 


literature 


Hs.46 


D10202 


161 


cDNA T-cells 


Hs.48433 


NM_014345 


162 


cDNA T-cells 


Hs.50002 


AB000887 


163 


cDNA T-cells 


Hs.50404 


U86358 


164 


cDNA T-cells 


Hs.50964 


NM_001712 


165 


cDNA T-cells 


Hs.301921 


NM_001295 


166 


cDNA T-cells 


Hs.54457 


NMJ)04356 


167 


cDNA T-cells 


Hs.54460 


U46573 


168 


cDNA T-cells 


Hs.54609 


NM_014291 


169 


* 

cDNA T-cells 


Hs.55921 


NM_004446 


170 


cDNA T-cells 


Hs.57987 


NM.022898 


.171 


cDNA T-cells 


Hs.59403 


NM_004863 


172 


cDNA T-cells 


Hs.5985 


NM_020240 


173 


cDNA T-cells 


Hs.6179 


BG9291 14 


174 


cDNA T-cells 


Hs.62192 


J02931 


175 


cDNA T-cells 


Hs.62192 


NMJJ01993 


176 


literature 


Hs.624 


NM_000584 


177 


literature 


Hs.62954 


NMJJ02032 


178 


literature 


Hs.62954 


NM_002032 


179 


literature 


Hs.62954 


NM_002032 


180 


literature 


Hs.652 


NM_000074 


181 


cDNA T-cells 


Hs.66053 


AB051540 


182 


cDNA T-cells 


Hs.66151 


AL1 57438 


183 


cDNA T-cells 


HS.6975 


NMJJ14086 


184 


cDNA T-cells 


HS.701B6 


NM_003169 



Table 8 

4504632 interleukin-10 receptor mRNA, 

complete IL10RA 
4506968 signaling lymphocytic activation 

\ molecule (S 
1 2056966 Fc fragment of IgG, low affinity Ilia, 
receptor for (CD 16) (FCGR3A) 
1 84641 interferon gamma treatment inducible 

mRNA Monocytes 
34415 lactoferrin /cds=(294,2429) Neutrophils 

21 991 1 lymphotoxin (TNF-beta), complete cds 
T-cells, B-cells 

6899845 Acid-inducible phosphoprotein 

4504898 karyopherin alpha 3 Omportin alpha 4) 

(KPNA3) 
4501944 adrenomedullin (ADM), 

6006032 integrin, alpha 4 (antigen CD49D, alpha 
4 subunit of VLA-4 receptor) (ITGA4) 

4504650 interleukin 17 (cytotoxic T-tymphocyte- 

associated serine esterase 8) 
1 0092656 1 3kDa differentiation-associated 
protein (L 

35335 pcHDP7 mRNA for liver dipeptidyl 

peptidase IV /cds= (75 
219975 for platelet-activating factor receptor, 

76571 83 endocrine regulator (HRIHFB2436), 

mRNA /cds= 
2189952 for EBH-ligand chemokine, complete 

cds 

2388626 chemokine fTECK) mRNA, complete 

cds /cds={0,452) /gb 
4502404 carcinoembryonlc antigen-related cell 

adhesion molecule 1 (CEACAM1) 
4502630 chemokine (C-C motif) receptor 1 

(CCR1), 

4757943 CD81 antigen (target of antiproliferative 
antibody 1) 

1280140 eotaxin precursor mRNA, complete cds 

/cds=(53,346)/ 
7657117 glycine C-acetyltransferase (2-amino- 

3-keto 

4758293 glutamyl-prolyl-tRNA synthetase 

(EPRS), mRN 
1 2597634 B-cel) lymphoma/leukaemia 1 1 B 

(BCL11B), mRNA 
4758667 serine palmitoyltransferase, long chain 

base subunit 2 (SPTLC2) 
9910377 non-kinase Cdc42 effector protein 
SPEC2 (LOC56990), 
1 4323637 Does not hit the NM_ numbers two 
splice variants. Direction unknown 

339501 placental tissue factor (two forms) 

mRNA, complete cd 
1 051 6499 coagulation factor III (thromboplastin, 

tissue factor)(F3), mRNA. 
10834977- interleukin 8 (IL8), 

4503794 50 ferritin, heavy polypeptide 1 

(FTH1), mRNA/c 
4503794 60 ferritin, heavy polypeptide 1 

(FTH1), mRNA/c 

4503794 70 ferritin, heavy polypeptide 1 
(FTH1), mRNA/c 

£ 

4557432 tumor necrosis factor (ligand) 

superfamify, member 5, TNFSF5 
12698050 mRNA for KIAA1753 protein, partial 
cds /cds=(0 

7018513 mRNA; cDNA DKFZp434A1 15 (from 

clone DKFZp434A1 
7662589 PR01 073 protein (PR0 1073), 

450731 2 suppressor of Ty (S.cerevisiae) 5 
homolog (SUP 



1 CATCTC AGCC CTGCCTTTCTCTG GAG 

CATTCTGAAAACAGATATTCTGGC 
1 TCATGATAACCTGCAGACCTGATCAA 

GC CTCTGTGCCTC AGTTTCTCTCT 
1 ATGG G G GTAATAAGAG CAGTAGCAG 

CAGCATCTCTGAACATTTCTCTGGA 
1 GAAATTGCTTTTCCTCTTGAACCACA 

GTTCTAC CCCTGGGATGTTTTG AG 
1 AATTCCTCAGGAAGTAAAACCGAAGA 

AG ATGGCC CAGCTCCCCAAGAAAG 
1 AAC ATCC AAG GAG AAAC AGAGACAG 

GCCCAAGAGATG AAG AGTGAG AGG G 

1 TCGTGTGAATCAGACTAAGTGGGATT 

TCATTTTTACAACTCTGCTCTACT 
1 GCATATACAAGTTGGAAGACTAAAGA 

GGTGCAATGTGATCTGAGCCTCCA 
1 TGAGTGTGTTTGTGTGCATGAAAGAG 

AAAGACTGATTACCTCCTGTGTGG 
1 AGCTGTTCCCAAATTTTCTAACGAGT 

GGACCATTATCACTTTAAAGCCCT 

1 ATCAACAGAC CAACATTTTTCTCTTCC 

TCAAGCAACACTCCTAGGGCCTG 
1 TATGACTGATGATCCTCCAACAACAA 

AACCACTTACTGCTCGTAAATTCA 
1 AAAATACTGATGTTCCTAGTGAAAGA 

GGCAGCTTGAAACTGAGATGTGAA 
1 GGAAGACTTTAAACCACCTAGTTCTC 

CCACTGGGGCATCGGTCTAAAGCT 
1 CCCTGTTCCACAAAC CCATATGTATC 

CTTTCCTCAACCTCCTCCTTTCCC 
1 GTGTGTGAGTGTGAGTGTGAG CGAG 

AG GGTGAGTGTGGTCAGAGTAAAG C 
1 TCTGGTCATTCAAGGATCCCCTCCCA 

AG GCTATG CTTTTCTATAACTTTT 
1 GGCAGCTCAGGACCACTCCAATGAC 

CCACCTAACAAGATGAATGAAGTTA 
1 TGTTCTTCATCTAAGCCTTCTG GTTTT 

ATGGGTCAGAGTTCC GACTGCC A 
1 GCCTTCATGCACCTGTCCTTTCTAAC 

ACGTCGCCTTCAACTGTAATCACA 
1 CCCTCTCCTCTCTTCCTCCCTGGAAT 

CTTGTAAAGGTCCTGGCAAAGATG 
1 CTGGGCTGGGACGTGACCTGTGCTG 

AG GG CTGTGAG AATGTGAAACAACA 
1 GGGATGAACGAAAGCCCCCTCTTCAA 

CTCCTCTCACTTTTTAAAG CATTG 
1 ACAATGTTGAGTTCAGCATGTGTCTG 

CCATTTCATTTGTACGCTTGTTCA 
1 TTTCAGTCCCAGAACCTACAGATACC 

CTGCTACTTGCTTCACGTGGATGC 
1 AATTCAGTTAGCTCCATTCAGAACCA 

AATGCAGTCCAAGGGAGGTTATGG 
1 CC CATCTTACAGAAGTTG AGGCCAAG 

GGAGAATGGTAGGCACAGAAGAAA 

1 TGTGTTAAGTGCAGGAGACATTGGTA 

TTCTGGGCACCTTCCTAATATGCT 
1 TGTGTTAAGTGCAGGAGACATTGGTA 

TTCTGGGCAGCTTCCTAATATGCT 
1 AG CTGTGTTGGTAGTG CTGTGTTG AA 

TTACGGAATAATGAGTTAGAACTA 
1 TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTT 
1 TGCATGTTG GGGTTTCCTTTACCTTTT 

CTATAAGTTGTACCAAAACATCCACTT 

AAGTTC 

1 TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTTAAG 

TTCTTTGATTTGTACCA 
1 TCTACCTGCAGTCTCCATTGTTTCCA 

GAGTGAACTTGTAATTATCTTGTT 
1 GTGTGCGTGTGTGTGTGCCTGTCCA 

GTGTATATTGTGTCTTAG CTTCCAT 
1 CTGAAGG G AAG AG AG CCTTGAATAG 

ACTG AAGC GAAGACG GTTCTGCAAG 
1 TTCTCTGCATCTAGGCCATCATACTG 

CC AGG CTGGTTATGACTC AG AAGA 
1 CT TCCT GTACCTCCTCCCCACAGCTT 

GCTTTTGTTGTACCGTCTTTCAAT 
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185 cDNAT-ceHs Hs.70258 N21089 

186 cDNA T-cells Hs.70258 N210B9 

187 cDNAT-cells Hs.70258 AA743863 

188 cDNAT-cells Hs.70258 AA743863 

189 cDNA T-cefls Hs.72918 NMJJ02981 

190 CDNAT-cells Hs.73165 U64198 

191 cDNAT-celfs Hs.737 NMJJ04907 

192 cDNAT-ceils Hs.73742 NM_001002 

193 cDNAT-cells Hs.73792 J03565 

194 cDNA T-cells Hs.73798 NMJJ02415 

195 cDNA T-cells Hs.738 NM_003973 

196 cDNAT-cells Hs.73800 NMJ303005 

197 CDNAT-cells Hs.73817 D90144 

198 cDNAT-cells Hs.73818 NM_006004 

199 CDNAT-cells Hs.73839 NMJJ02935 

200 cDNAT-cells Hs.73917 M13982 

201 cDNAT-cells Hs.74011 NM_002286 

202 cDNAT-ceJIs Hs.74085 X54870 

203 CDNAT-cells Hs.74335 NMJJ07355 

204 cDNAT-cells Hs.74621 NMJ30O311 

205 cDNAT-cells Hs.75249 D31885 

206 cDNA T-cells Hs.75348 NMJJ06263 

207 cDNAT-cells Hs.75545 -X52425 

208 cDNA T-cells . Hs.75596- NMJJ00878 

209 literature Hs.75613 M24795 

210 cDNA T-cells Hs.75678 NMJJ06732 

211 cDNA T-cells Hs.75703 J04130 

212 cDNA T-cells Hs.75703 J04130 

213 cDNA T-cells Hs.75703 J04130 

214 cDNA T-cells Hs.75968 NM_021109 

215 cDNA T-cells Hs76506 NM_002298 

216 cDNA T-cells Hs.76640 NMJ)14059 

217 cONA T-cells Hs.76753 NM_000118 

218 cDNA T-cefls Hs.77039 NMJ101006 

219 literature Hs.77318 L13385 

220 CDNA T-cells Hs.77424 X14356 

221 cDNAT-cells Hs.77502 BC001854 



Table 8 

1 126259 IMAGE265324 Foreskin 3' read 2.0 kb 

1126259 Complement IMAGE:265324 Foreskin 

3' read 2.0 kb 
2783214 IMAGE:1308639 5' read, perfect hit 

2783214 Complement IMAGE:1308639 5* read, 
perfect hit. 

4506832 small Inducible cytokine A1 (1-309, 

homologous to mouse Tca-3) (SCYA1) 

1 685027 IH2 receptor beta2 mRNA, complete 

cds /cds=(640,322 
4758313 immediate early protein (ETR1 01), 

mRNA /cds=( 
4506666 ribosomal protein, large, P0 (RPLP0), 

1 81 919 Epsteln-Barr virus complement receptor 
type Il(cr2) 
45051 84 macrophage migration inhibitory factor 
(MIF) 

4506600 ribosomal protein L14 (RPL14), mRNA 
/cds=(17,6 

6031 196 selectin P (granule membrane protein 

140kD, antigen CD62) (SELP) 
219905 LD78 alpha precursor, complete cds /c 

51 74744 ubiquinol-cytochrome c reductase 

hinge prote 
4506550 ribonuclease, RNase A family, 3 

(eosinophil cationic protein) (RNASE3) 

186334 interieukin 4 (IL-4) mRNA 

1 1 693297 lymphocyte-activation gene 3 (LAG3), 

35062 NKG2-Dgene/cds=(338,988) 
/gb=X54870/gF3 

6680308 heat shock 90kD protein 1 , beta 

(HSPCB), mRNA/ 
4506112 prion protein (p27-30) (Creutzfeld- 

Jakob dis 

505097 ADP-ribosylatlon factor-like 6 interacting 
protein 

5453989 proteasome (prosome, macropain) 
activator subunit 1 (PA28 alpha) 
(PSME1), 
33833 interieukin 4 receptor 

4504664 interieukin 2 receptor, beta (IL2RB), 

178670 CD36 antigen mRNA 

5803016 FBJ murine osteosarcoma viral 

oncogene homolo 
178017 50 activation (Act-2) mRNA, complete 

cds Axis={1 08,386) 
178017 60 activation (Act-2) mRNA, complete 

cds /cds=(108,386) 

178017 70 activation (Act-2) mRNA, complete 
cds /cds=(108,386) 

1 1 056060 thymosin, beta 4, X chromosome 
(TMSB4X), mRNA 

7382490 lymphocyte cytosolic protein 1 (L- 
plastin) (L 

7662650 RGC32 protein (RGC32), mRNA 

/cds=<146,499) /g 
4557554 endoglln (Osler-Rendu-Weber 

syndrome 1) (ENG), 
4506722 ribosomal protein S3A(RPS3A), 

mRNA /cds=(36,8 
349823 Miller-Dieker lissencephaly protein 

(US1) 

31331 high affinity Fc receptor (FcRI) 
/cds=(36,116 
12804818 , methionine adenosyltransferase II, 
alpha, c 
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AACCTGCACAAGCATGTAATAAAAGA 

G CACACTTAAAAACATTCTG ACCA 

TGGTCAGAATGTTTTTAAGTGTGCTC 

TTTTATTACATGCTTGTGCAGGTT 

CCTTCTGAAGGTGTATAGATACAGCT 

TGTCTTGAAATGTCTTTCTCCACA 

TGTGGAGAAAGACATTTCAAGACAAG 

CTGTATCTATACACCTTCAGAAGG 

TGCTAGGTCACAGAGGATCTGCTTGG 

TCTTGATAAGCTATGTTGTTGCAC 

CTAGAGGACCATTCATGCAATGACTA 

TTTCTAAAGCACCTGCTACACAGC 

GGGAGTTTCTGAGGGTCTGCTTTGTT 

TACCTTTCGTGCGGTGGATTCTTT 

TCGGAGGAGTCGGACGAGGATATGG 

GATTTGGTCTCTTTGACTAATCACC 

TT CCTTC CTCGGTGGTGTTAATCATTT 

C GTTTTTACCCTTTAC CTTCG GA 

GTCTACATCAACTATTACGACATGAA 

CGCGGC CAATGTGGGCTGGAACAA 

CAGAAGG GTCAAAAAGCTCCAGCCC 

AGAAAG CACCTG CTCCAAAGGCATC 

GACCTTCCTGCCACCAGTCACTGTCC 

CTCAAATGACCCAAAGACCAATAT 

GAGATGGGGAGGGCTACCACAGAGT 

TATCCACTTTACAACGGAGACACAG 

ATGGGTTTGGCTTGAGGCTGGTAGCT 

TCTATGTAATTCGCAATGATTCCA 

CATCCCTCCATGTACTCTGGGTATCA 

GCAACTGTCCTCATCAGTCTCCAT 

AC CTTACAGGAG ATCATCAAAACTTT 
GAACAGCCTCACAGAG CAG AAGAC 
GAGA AGACAGTGGCGACCAAGACGA 
TTTTCTGCCTTAGAGCAAGGGATTC 
CAGGGGATCAGTGAAGGAAGAGAAG 
GCCAGCAGATCAGTGAGAGTG C AAC 

CCCATTCCCTCTCTACTCTTGACAGC 
AGGATTGGATGTTGTGTATTGTGG 
ACTTAATATGTGG GAAACCCTTTTGC 
GTGGTCCTTAG GCTTACAATGTGC 
AAAATACAAGGGCTGTTGGTGAGAGC 
AGACT TGAG GTGATGATAGTTGGC 
CCAGATTTTCCCCAAACTTGCTTCTG 
TTGAGATTTTTCCCTCACCTTGCC 

ACCT TGGG TTGAGTAATGCTCGTCTG 

TGTGTTTTAGTTTCATCACCTGTT 

AAACTCCCCTTTCTTGAGGTTGTCTG 

AGTCTTGG GTCTATGCCTTGAAAA 

CTC AGTG TTGGTGTGGTGATGTTTGT 

TGCTTTTATGATTTCATATTGTGC 

CTGTATCTTTGACAATTCTGGGTGCG 

AGTGTGAGAGTGTGAGCAGGGCTT 

GATAAGTGTCCTATGGGGATGGTCCA 

TTTAGCCAAAGGATAAGTGTCCTATG 
GGGATGGTCCACTGTCACTGTTTCTC 
TGCTGTTG 

ATTTATATTAGTTTAGC C AAA G GATAA 

GTGTC CTATGGGGATGGTC CACTGTC 

ACTGTTTCTCTGCTGTT 

G AAGGAAGAAGTGG GGTG GAAGAAG 

TGGGGTGGGACGACAGTGAAATCTA 

CCATCAATGAGGTATCTTCTTTAGTG 

GTGGTATGTAATGGAACTTAGCCA 

AAAGAC GTGCACTCAACCTTCTACCA 

GGCCACTCTCAGGCTCACCTTAAA 

CCAAGCTGCTTGTCCTGGGCCTGCC 

CCTGTGTATTCACCACCAATAAATC 

CACTGGGGACGAGACAGGTGCTAAA 

GTTGAACGAGCTGATGGATATGAAC 

CGTTGCTGAAGTGGTAATTGAGGAAA 

ACAGTTCCCCAGATTGTTAAGAGT 

CTC CCC GTGAG CACTGCGTACAAACA 

TC C AAAAGTTC AA C AAC AC CAG AA 

AGTGCCTTTCAGGATCTATTTTTGGA 

GGTTTATTACGTATGTCTGGTTCT 
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222 cDNAT-cells 

223 cDNA T-cells 

224 cONA T-ceils 

225 cDNA T-cells 

226 literature 

227 cDNAT-cells 

228 cDNA T-cells 

229 cDNA T-cells 

230 literature 
231 : cONA T-cells 

232 cDNA T-cells 

233 cDNA T-cells 

234 cDNA T-cells 

235 cDNA T-cells 

236 cDNA T-cells 

237 cDNAT-cells 

238 cDNA T-cells 

239 cDNAT-cells 

240 cDNA T-cells 

241 cDNA T-cells 

242 cDNA T-cells 

243 cDNA T-cells 

244 cDNAT-cells 

245 cDNA T-cells 

246 cDNA T-cells 

247 literature 

248 literature 

249 cDNA T-cells 

250 cDNA T-cells 

251 literature 

252 cDNAT-cells 

253 cDNA T-cells 

254 cDNA T-cells 

255 cDNA T-cells 

256 cDNA T-cells 

257 literature 

258 literature 

259 cDNA T-cells 

260 cDNA T-cells 



Hs.77729 


NMJJ02543 


4505500 


Hs.77729 


AB010710 


2828355 


Hs.78146 


M28526 


189775 


Hs.78225 


NMJ)00700 


4502100 


Hs.785 


NM_000419 


6006009 


Hs.78713 


NMJ302635 


4505774 


Hs.78864 


M31932 


182473 


Hs.789 


X54489 


34625 


Hs.78996 


BC000491 


12653440 


Hs.79008 


NMJ)12245 


6912675 


Hs.79022 


U10550 


762886 


Hs.79110 


NM_005381 


4885510 


Hs.79197 


NM_004233 


4757945 


Hs.79630 


S75217 


241773 


Hs.80358 


NMJX)4653 


4759149 


Hs.80420 


U84487 


1888522 


Hs.80617 


NM_001020 


14591912 


Hs.80642 


L78440 


1479978 


Hs.81226 


X60992 


29817 


Hs.8128 


NMJ)14338 


13489111 


Hs.81564 


NM_002619 


4505732 


Hs.81665 


X06182 


34084 


Hs.82132 


NMJ502460 


4505286 


Hs.82132 


UM_002460 


4505286 


Hs.82132 


NM.002460 


4505286 


Hs.82359 


X63717 


28741 


Hs.82401 


NM_001781 


4502680 


Hs.279841 


NM_006296 


5454163 


Hs.82829 


M25393 


190740 


Hs.82848 


NM_000655 


5713320 


Hs.83077 


D49950 


1405318 


Hs.83086 


L38935 


1008845 


Hs.83583 


NMJW5731 


5031598 


Hs.83731 


NMJ)01772 


4502654 


Hs.838 


NM_005191 


4885122 


Hs.83968 


NMJ50O211 


4557885 


Hs.84 


D11086 


303611 


Hs.845 


U31120 


1045451 


HS.85258 


M12824 


339426 



Table 8 

oxidised low density lipoprotein (lectin- 
like 

lectin-like oxidized LDL receptor 

platelet endothelial cell adhesion 
molecule (PECAM-1) 
annexin A1 (ANXA1), mRNA 
/cds=(74,1H4)/gb=N 
Integrin, alpha 2b (platelet glycoprotein 
lib 

solute carrier family 25 (mitochondrial 
cam 

IgG tow affinity Fc fragment receptor 
(FcRlla) mRNA, c 

melanoma growth stimulatory activity 
(MGSA) 

proliferating cell nuclear antigen 

SKI-INTERACTING PROTEIN 
(SNW1), mRNA/cds=(2 
Gem GTPase (gem) mRNA, complete 
cds /cds=(213,1103)/ 

nucleolin (NCL), 

CD83 antigen (activated B 
lymphocytes, immuno 
mb-1=lgM-alpha 

SMC (mouse) homolog, Y 
chromosome (SMCY), mRNA 
CX3C chemokine precursor, mRNA, 
alternatively splice 

ribosomal protein S16 (RPS16), mRNA 
/cds=(37,4 

STAT4 mRNA, complete cds 

/cds=(81,2327)/gb=L 

CD6 mRNA for T cell glycoprotein CD6 

/cds=(120,152 

phosphatidylserine decarboxylase 
(PiSD), 

platelet factor 4 (PF4), mRNA. 

c-kit proto-oncogene mRNA 
/cds=(21 ,2951 ) /gb=X06 1 82 
50 interferon regulatory factor 4 
(IRF4), mRNA/ 

60 interferon regulatory factor 4 
(IRF4), mRNA / 

70 interferon regulatory factor 4 
(IRF4), mRNA/ 

APO-1 cell surface antigen 
/cds=(220,122 

CD69 antigen (p60, early T-cel! ) 
Activated B & T cells. 

vaccinia related kinase 2 (VRK2), 
mRNA/cds=(l 

protein tyrosine phosphatase (PTPase) 
mRNA, complete 
selectin L (lymphocyte adhesion 
molecule 1) ( 

for interferon-gamma inducing 
activated macrophages 

GT212 mRNA /cds=UNKNOWN 
/gb=L38935 /gi=1 00884 

actin related protein 2/3 complex, 
subunit2( 

CD33 antigen (gp67) (CD33), mRNA. 

CD80 antigen (CD28 antigen ligand 1, 
B7-1antlg 

integrin, beta 2 (antigen CD18 (p95), 
macrophage antigen 1 (mac-1) 
interleukin 2 receptor gamma chain 

interleukin-13 (IL-13) precursor gene, 
activated T cells 

T-cell differentiation antigen Leu-2/T8 
mRNA 



AGAACAAACTAAG CC AGGTATGC AAA 

TATCGCTGAATAGAAACAGATGGA 

AG AACAAACTAAG CC AGGTATGCAAA 

TATCGCTGAATAGAAACAGATGGA 

GCAATTCCTCAGGCTAAGCTGCCGGT 

TCTTAAATCCATCCTGCTAAGTTA 

TCCTGGTGGCTCTTTGTGGAGGAAAC 

TAAACATTCCCTTGATGGTCTCAA 

CTTTGGGTTGGAGCTGTTCCATTGGG 

TCCTCTTGGTGTCGTTTCCCTCCC 

AGAAAAAGCTTGGGTTAACTCAGTAG 

TTAGATCAAAGCAAATGTGGACTG 

ACAG ATGTAG CAACATGAG AAACG CT 

TATGTTACAGGTTACATGAGAGCA 

TGTTTAATGGTAGTTTTACAGTGTTTC 

TGGCTTAGAACAAAGGGGCTTAA 

TGCCAGCATATACTGAAGTCTTTTCT 

GTCACCAAATTTGTACCTCTAAGT 

GCTGCATATGAGTAAAGTTACCCCAA 

CCACAGTGAGGAGGAAGATGTTCA 

AAACCTCCAGTACTTTGGTTGACCCT 

TGTATGTCACAGCTCTGCTCTATT 

ACCTGATCAATGACAGAGCCTTCTGA 

GGACATTCCAAGACAGTATACAGT 

GCCCTTCCCTTCTTGGTTTCCAAAGG 

CATTTATTGCTGAGTTATATGTTC 

CTGATTGTAGCAGCCTCGTTAGTGTC 

ACCCCCTCCTCCCTGATCTGTCAG 

ACCAAAAAGAATAGGGAAAAACAAGA 

ATTTCATGACTCTACCTGTGGTCT 

GACTTTTCCAACCCTCATCACCAACG 

TCTGTGCCATTTTGTATTTTACTA 

GCTCGCTACCAGAAATCCTACCGATA 

AGCCCATCGTGACTCAAAACTCAC 

ACCTGAGTCCCACAACAATTGAAACT 

G CAATGAAGTCTCCTTATTCTGCT 

AATTGATGAGGATGCTC CTG GG AGG 

GATGCGTGACTATGTGGTGTTGCAC 

TGAAATATGGGAAAGTTG CTGCTATT 

GATTCAGGGTCTGTCTTGGAGGCA 

CAACTGATAGCCACGCTGAAGAATGG 

AAGGAAAATTTGCTTGGACCTGCA 

TGTGTAAATACATAAGCGGCGTAAGT 

TTAAAGGATGTTGGTGTTCCACGT 

AACCCTCCTCCAATGGAAATTCCCGT 

GTTGCTTCAAACTGAGACAGATGG 

CCTCCAATGGAAA7TCCCGTGTTGCT 

TCAAACTGAGACAGATGGGACTTAAC 

AGGCAATG 

CCAACCCTCCTCCAATGGAAATTCCC 

GTGTTGCTTCAAACTGAGACAGATGG 

G ACTTAAC AGGC AATGG G 

AATCATCATCTGGATTTAGG AATTG C 

TCTTGTCATACCCCCAAGTTTCTA 

GCAAGACATAGAATAGTGTTGGAAAA 

TGTGCAATATGTGATGTGGCAAAT 

TCTCCATCTTGGTATAAATACACTTCC 

ACAGTC AGCACG GGGATC ACAGA 

TCTCCTTACTGG GATAGTCAGGTAAA 

CAGTTGGTCAAGACTTTGTAAAGA 

ACCC ATGATGAG CTCCTCTTC CTG GC 

TTCTTACTGAAAGGTTACCCTGTA 

TGACATCATATTCTTTCAGAGAAGTG 

TCCCAGGACATGATAATAAGATGC 

ATCAGAAACCGAAGATTAACTACACA 

GCTCCAG AAG ACTCAG AC CTC AAA 

CAGGTTCTTAAGGGATTCTCCGTTTT 

GGTTCCATTTrGTACACGTTTGGA 

CTAGAAGATCCACATCCTCTACAGGT 

CGGGGACCAAAGGCTGATTCTTGG 

CTTCTTTTGCC ATGTTTCCATTCTG CC 

ATCTTGAATTGTCTTGTCAGCCA 

CATGGAGACTTGAGGAGGGCTTGAG 

GTTGGTG AG GTTAGGTG C GTGTTTC 

CCCATGTAAGCACCCCTTCATTTGGC 

ATTCCCCACTTGAGAATTACCCTT 

CTTGGGCCAGACTGTCAGGGTTCAA 

GGAGGGCATCAGGAGCAGACGGAGA 

CCTCCGCTCAACTAGCAGATACAGG 
GATGAGGCAGACCTGACTCTCTTAA 
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261 cDNA T-cells 

262 literature 

263 cDNA T-cells 

264 cDNA T-cells 

265 cDNA T-cells 

266 cDNA T-cells 

267 cONA T-cells 

268 literature 

269 cDNA T-cells 

270 cDNA T-cells 

271 cDNAT-cells 

272 literature 

273 literature 



Hs.85266 

Hs.856 

Hs.87149 

Hs.87409 

Hs.88474 

Hs. 68820 

NA 

Hs.89137 
Hs.89414 
Hs.89476 
Hs.89575 

Hs.89679 
Hs.89679 



X51841 

NM_000619 

M35999 

X14787 

M59979 

NMJJ16649 

AQ336195 

X13916 

AF147204 

M16336 

MB9957 

NM_000586 
NM.000586 



Table 8 

3391 o mRNA for integrin beta(4)subunit 

10835170 interferon, gamma (IFNG), mRNA T- 
cells, NK cells 
183532 platelet glycoprotein Ilia (GPIIla) mRNA, 

complete c 
37464 thrombospondin /cds=(1 1 1 ,3623) 

/gb=Xl47B7 
1 89886 prostaglandin endoperoxide synthase 

7705402 HDCMC28P protein (HDCMC28P), 

4143104 cDNA clone IMAGE:4143104 blood 3' 
read 

34338 LDL-receptor related protein 

6002763 chemokine receptor CXCR4-Lo 

(CXCR4) mRNA, alt 
1 80093 T-cell surface antigen CD2 (T1 1 ) 

mRNA, complete cds, c 
1 7931 1 immunoglobulin superfamily member B 

cell receptor co 

10835148 50 interfeukin 2 (IL2), 
10835148 60 interteukin 2 (IL2), 



274 literature Hs.89679 NM_000586 10835148 70 interteukin 2 (IL2), 



275 cDNA T-cells 

276 cDNA T-cells 

277 cDNA T-cells 

278 cDNA T-cells 

279 literature 

280 cDNAT-cells 

281 cDNA T-cells 

282 cDNA T-cells 

283 cDNA T-cells 

284 cDNA T-cells 

285 literature 

286 cDNA T-cells 

287 literature 

288 literature 

289 literature 

290 literature 

291 literature 

292 literature 

293 literature 

294 literature 

295 literature 

296 literature 



Hs.89751 

Hs.89887 

Hs.93304 

Hs.93649 

Hs.93913 

Hs.960 

Hs.96023 

Hs.96487 

Hs.9663 

Hs.96731 

Hs.99863 

Hs.99899 

Hs.169476 

Hs.169476 



NMJJ21950 

D38081 

U24577 

NM_003367 

X04430 

NM_000590 

M28170 

BF222826 

NMJ)13374 

AB014555 

NMJJ01972 

NMJ101252 

NM_0D2046 

NM 002046 



Hs.169476 NM_002046 



Hs.169476 
Hs.169476 



NM_002046 
NM 002046 



Hs.169476 NM 002046 



Hs.1 82937 
Hs.1 82937 

Hs.1 82937 

Hs.1 82937 



NMJ>21130 
NMJJ21130 

NM_021130 

NM_021130 



11386186 CD20 antigen 
533325 thromboxane A2 receptor 

1 314245 LDL-phospholipase A2 mRNA, 
complete cds /cds=(216,15 

4507846 upstream transcription factor 2, c-fos 
Intera 

32673 IFN-beta2amRNAforinterferon-beta- 
2, T-cells, macrophages 
10834979 interteukin 9 (IL9), 

862622 cell surface protein CD1 9 (CD1 9) gene. 
Most B cells 
1 1 1 30003 ESTs, Highly similar to S08228 
ribosomaJ protein S2, cytosolic 
70 1 9486 programmed cell death 6-interacting 

protein (PDCD6IP), 
3327123 mRNA for KIAA1375 protein, partial 

cds /cds=(0 
4503548 elastase 2, neutrophil (ELA2), 

4507604 tumor necrosis factor (ligand) 

superfamily, member 7(TNFSF7) 

7669491 50 Glyceraldehyde-3-phosphate 
dehydrogenase 

7669491 60G!ycer3!deftyds-3-phosphaie 
dehydrogenase 

7669491 70 Glyceraidehyde-3-phosphate 
dehydrogenase 

7669491 50 Complement Glyceraldehyde-3- 

phosphate dehydrogenase 
7669491 60 Complemnt Glyceraldehyde-3- 

phosphate dehydrogenase 

7669491 70 Complement Glyceraldehyde-3- 
phosphate dehydrogenase 

1 0863926 50 peptidylprolyi isomerase A 

(cyclophilin A), clone 
10863926 60 peptidylprolyi isomerase A 

(cyclophilin A), clone 

1 0863926 70 peptidylprolyi isomerase A 
(cyclophilin A), done 

1 0863926 50 complement peptidylprolyi 

isomerase A (cyclophilin A), clone 



PCT/US01/47856 



C AGCG GAACC CTTAGCACCCAC ATG 

GACCAACAGTTCTTCCAAACTTGAC 

ATGCCTGGTGCTTCCAAATATTGTTG 

ACAACTGTGACTGTACCCAAATGG 

CCTCTCTCCAAACCCGTTTTCCAACA 

TTTGTTAATAGTTAC GTCTCTCCT 

T CATTT GTTGTGTGACTGAGTAAAGA 

A GGATCAAGCGGAAAGAGT 

TGAGG ATGTAG AG AGAACAG GTGGG 

CTGTATTCACGCCATTG GTTGGAAG 

G AAATTAAATGG GTTCC AGGTCTTAA 

AGAAAGTGCAGAAGAGATGGTCAA 

AACCACTATCATCTACGGCACAAACT 

TGCA AAAG CTGTCCACACCATTTT 

CCC GTTTTG GGGACGTGAACGTTTTA 

ATAATTTTTGCTGAATTCTTTACA 

TCAGTTTTCAGGAGTGGGTTGATTTC 

AGCACCTACAGTGTACAGTCTTGT 

AG CCTATCTGCTTAAGAGACTCTGGA 

GTTTCTTATGTGCCCTGGTGGACA 

GAGTAGAAGGACAACAGGGCAGCAA 

CTTGGAGGGAGTTCTCTGGGGATGG 

GTTCTG GAACTAAAGG GATCTGAAAC 
AACATTCATGTGTGAATATGCAGA 
TGGAACTAAAG GGATCTGAAACAACA 
TTCATGTGTGAATATGCAGATGAGAC 
AGCAACCA 

CAGGGACTTAATCAGCAATATCAACG 

TAATAGTTCTGGAACTAAAGGGATCT 

GAAACAACATTCATGTGT 

ACCCATTCCATTTATCnTCTACAGG 

GCTGACATTGTGGCACATTCTTAG 

TGAACCTCCAACAGGGAAGGCTCTGT 

CCAGAAAGGATTGAATGTGAAACG 

TGAAGGAGATGATGAGAATCTTATTC 

CAGGGACCAACATTAACACAACCA 

CTCTCTGGAGGTACTGAGACAGGGT 

GCTGATGGGAAGGAGGGGAGCCTTT 

CTCTTCGGCAAATGTAGCATGGGCAC 

CTCAGATTGTTGTTGTTAATGGGC 

TTCCAGAAAGAAAAGATGAGAGGGAT 

G A G AG GC AAGATATGAAG ATGAAA 

GGCCAGCCTGGACCCAATCATGAGG 

AAGATGCAGACTCTTATGAGAACAT 

AATGTTTG CCCAGAATAAAGAAAATA 

AGCTTTGCACACACTCTCAATTCT 

GGGAAAGAAATACCAAC CCTGCAATA 

AGTGTACTAAACTCTACGCTCTGG 

CACCAGCGCCTTGGCTTTGTGTTAGC 

ATTTCCTCCTGAAGTGTTCTGTTG 

ACATC GTGATTCTCCAG CTCAACGGG 

TCGGCCACCATCAACGCCAACGTG 

AGCTAC GTATCCATCGTGATG GCATC 

TACATGGTACACATCCAGGTGACG 

CCACACTGAATCTCCCCTCCTCACAG 

TTGCC ATGTAGAC CCCTTGAAGAG 

CAG i CCCCCACCACACTGAATCTCCC 

CTCCTCACAGTTGCCATGTAGACCCC 

TTGAAGAG 

CCATGTAGACCCCTTGAAGAGGGGA 
GGGGCCTAGGGAGCCGCACCTTGTC 
ATGTACCATCAATAAAGTAC 
CTCTTCAAGGGGTCTACATGGCAACT 
GTGAGGAGGGGAGATTC AGTGTG G 
CTCTTCAAGGGGTCTACATGGCAACT 
GTGAGGAGGGGA GATTCAGTGTG GT 
GGGGGACTG 

GTACT7TATTGATG GTACATG ACAAG 
GTGCGGCTCCCTAGGCCCCTCCCCT 
CTTCAAGGGGTCTACATGG 
TTTCCTTGTTCC CTCCCATGCCTAGC 
TGGATTGCAGAGTTAAGTTTATGA 
TTTCCTTGTTCC CTCCCATGCCTAGC 
TGGATTGCAGAGTTAAGTTTATGATT 
ATGAAATA 

GTTCCATGTTTTCCTTGTTCCCTCCC 
ATGCCTAGCTG GATTGC AGAGTTAAG 
TTTATGATTATGAAATAA 
TCATAAACTTAACTCTGCAATCCAGC 
TAG GCATGGG AG GGAACAAGGAAA 
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297 


literature 


Hs. 182937 


NM_021130 


298 


literature 


Hs.182937 


NM_021130 


299 


literature 


Hs.288883 


NM_005877 


300 


literature 


Hs.12084 


NMJJ03321 


301 


literature 


Hs.75887 


NM_004371 


302 


literature 


Hs. 182278 


NM_001743 


303 


literature 


Hs.2795 


NM_005566 


304 


literature 


Hs.1708 


NM_005998 


305 


Hid cuuic 




n ivi__uu >jH 


306 


literature 


Hs.2271 


NM_001955 


307 


literature 


NA 


X56062 


308 


literature 


NA 


X14212 


309 


literature 


NA 


U91966 


310 


literature 


NA 


AF1 59801 


311 


literature 


NA 


AF1 59803 


312 


literature 


NA 


AF191028 


313 


literature 


NA 


AF1 68390 


314 


literature 


NA 


AF198054 


315 


literature 


NA 


AF247559 


316 


literature 


NA 


X58149 


317 


literature 


H*288061 


NM_001101 


318 


literature 


Hs.77356 


XMJJ02788 


319 


literature 


Hs.77356 


XMJX)2768 


320 


literature 


Hs:77356 


XM 002788 


321 


literature 


Hs.77356 


XM_0027B8 


322 


literature 


Hs.77356 


XMJ)02788 


323 


literature 


Hs.77356 


XM_002788 


324 


'Tabel 3A 


NA 




325 


Tabel 3A 


NA 




326 


Tabel 3A 


NA 




327 


Tabel 3A 


NA 




328 


Tabel 3A 


NA 




329 


Tabel 3A 


NA 




330 


Tabel 3A 


NA 




331 


Tabel 3A 


NA 
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Tabel 3A 


NA 





Table 8 

10863926 60 complement peptidylprolyl 

isomerase A (cyclophilin A), clone 

10863926 70 complement peptidylprolyl 

isomerase A (cyclophilin A), clone 

5032086 mRNA for splicing factor (SF3A1) 
(120kO) 

4507732 Tu translation elongation factor, 

mitochondrial (TUFM) 
6996002 coatomer protein complex, subunit 

alpha (COPA) 
4502548 calmodulin 2 (phosphorylase kinase, 

delta) (CALM2), 
5031 856 mRNA for lactate dehydrogenase-A 

(LDH-A, ECU. 1.27) 
5174726 chaperonin containing TCP1 , subunit 3 

(gamma) (CCT3), 
4507148 superoxide dismutase (SOD-1) mRNA, 

complete cds 
4503460 Arabldopsisendothelin-1 (EDN1) 

16206 Arabidopsis CAB photosystem 1 

chlorophyll a/b-binding protein (500 bp) 

16470 Arabidopsis RCA RUBISCO adivase 
(513) 

1928871 Arabidopsis RBCL ribulose-1 ,5- 

biophosphate carboxylase/oxygenase 
large subunit 

8571 922 Arabidopsis lipid tmasfer protein 4 (527) 

8571 926 Arabidopsis lipid transfer protein 6 (477) 

6708182 Arabidopsis papain-type cysteine 

endopepetldase (507) 
6137137 Arabidopsis root cap 1 (533) 

6649235 Arabidopsis NAC1 (457) 

7839390 Arabidopsis triosphosphate isomerase 
(498) 

1 6440 Arabidopsis PRKase gene for ribulose-5- 
phosphate kinase (497) 
5016088 actin, beta (ACTB), 

4507456 50 Transferrin receptor 

4507456 60 Transferrin receptor 



4507456 70 Transferrin receptor 



4507456 50 Complement Transferrin receptor 
4507456 60 Complement Transferrin receptor 



4507456 70 Complement Transferrin receptor 



36E9 

36E9 

47D11 

47D11 

53G7 

53G7 

62C9 

62C9 

62G9 



-1 TATTTCATAATCATAAACTTAACTCTG 

CAATCCAGCTAG G C ATGGGAGGGAA 

CAAGGAAA 
-1 TTATTT C ATAATC ATAAA CTT AA CTCT 

GCAATCCAGCTAGGCATGGGAGGGA 

ACAAGGAAAACATGGAAC 
1 GTCATCCACCTGGCCCTCAAGGAGA 

GAGGCGGGAGGAAGAAGTAGACAAG 

1 TGACTGAGGAGGAGAAGAATATCAAA 

TGGG GTTGAGTGTGCAGATCTCTG 
1 TGGTTTTCCAAAATGCACACTGCGGG 

TTATTGATTTGTTCTTTACAACTA 
1 ACTGTCAGCATGTTGTTGTTGAAGTG 

TGGAGTTGTAACTCTGCGTG GACT 
1 TGAGTCACATCCTGGGATCCAGTGTA 

TAAATCCAATATCATGTCTTGTGC 
1 GTTCTGCTACTGCGAATTGATGACAT 

CGTTTCAGGC C ACAAAAAG AAAG G 
1 ACATTCCCTTGGATGTAGTCTGAGGC 

CCCTTAACTCATCTGTTATCCTGC 
1 ACTG GCTTCC ATC AGTG GTAACTGCT 

TTGGTCTCTTCTTTCATCTGGGGA 
1 CCATTGGAGAACTTG G CAACTC ACTT 

GGCGGATCCATGGCACAACAACAT 

1 TTTTCTCCTTTGTGTAATTGTGGATTG 
GATCTTGTCCTCTTTTGTTCCCT 

1 TATTCTTTCGTGTCAGGGCTTGAACC 
AAGTATCCCCGCTTCTTCTACCCC 

1 CATCAAGTGAAGTGGGGAATAACGAC 

ATCATTTG CCTGAAG AGTATGGTT 
1 AATGAGGGCATTGGTTTGCTAGTTGC 

TAATTGATCAGTGATGTATTGTCA 
1 TG GAATC AACAAGATGGCTTCTTTCC 

CCAC CAAAACTAAGTGATCATCAG 
1 TG GACCGTAATGAATG AATGTACACG 

CCATAAACGCCCTTTGTTCAAGCA 
1 CCTC ACTCTTGTACCCACG GTAGATT 

CATGTAAAATACCACTTATGACGC 
1 GGTTAGC GAC CTTGTTGTTGTTGTTG 

TGTTCTTACATCTTCTTCTTGAAC 
1 GGCG AAAAGG ACG GTCTTGCTTGTTT 

GTAATTTGTGTGGAGATAAAAAGA 
1 CCC Mill GTCCCCCAACTTGAGATG 

TATGAAG GCTTTTGGTCTC CCTGG 
1 TGAAATATCAGACTAGTGACAAGCTC 

CTGGTCTTGAGATGTCTTCTCGTT 
1 GGTTGAGTTACTTCCTATCAAGCCAG 

TACCGTGCTAACAGGCTCAATATTCC 

TGAATGAA 
1 GTTGAGTTACTTCCTATCAAGCCAGT 

ACCGTGCTAACAGGCTCAATATTCCT 

GAATGAAATATCAGACTA 
-1 AACGAGAAGACATCTCAAGACCAGGA 

GCTTGTCACTAGTCTGATATTTCA 
-1 TTCATTCAGGAATATTGAGCCTGTTA 

GCACGGTACTGGCTTGATAG GAAGTA 

ACTCAACC 
-1 TAGTCTGATATTTCATTCAGGAATATT 

GAGCCTGTTAGCACGGTACTGGCTT 

GATAGGAAGTAACTCAAC 
1 TTTCAAGACAGAAAGTGACGCAGAGA 

ACCTCCCCGGCCCAGTCTCGACGC 
-1 GCGTCGAGACTGG GCCG G GGAGGTT 

CTCTGCGTCACTTTCTGTCTTGAAA 
1 CCTAGAC ACCTGCATCAGTC AAG GTC 

ATGGATATTGGGAAGACAGACAGC 
-1 GCTGTCTGTCTTCCCAATATCCATGA 

CCTTG ACTGATGCAG GTGTCTAGG 
1 AAATAAGAAGAGGAAAGAGAGAGGC 

CTGCCCTAACCCACTGTTGTGCTGA 
-1 TCAGCACAAC AGTG GGTTAGGGC AG 

GCCTCTCTCTTTCCTCTTCTTATTT 
1 CTCATGCCTGCAGTGCTGCTCATGTT 

GCCCCCTTGGAATTACTTGTTCAA 
-1 TTGAACAAGTAATTCCAAGGGGGCAA 

CATGAGCAGCACTGCAGGCATGAG 
1 CC AATTTCTATAATTATTGAACAG CTT 

TTCGTGGGGCCAGCACAAAGTCT 
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333 Tabe)3A 

334 TabeJ3A 

335 Tabel3A 

336 Tabel3A 

337 Tabel3A 
33B Tabel 3A 

339 Tabel3A 

340 Tabel3A 

341 Tabe!3A 

342 Tabel3A 

343 Tabel3A 

344 Tabel3A 

345 Tabel3A 

346 Tabel3A 

347 TabelSA 

348 TabeI3A 

349 Tabel3A 

350 TabeI3A 

351 Tabel3A 

352 Tabel3A 

353 Tabel3A 

354 Tabel3A 

355 Tabel3A 

356 Tabel3A 

357 Tabe)3A 

358 Tabel3A 

359 Tabel3A 

360 Tabel3A 

361 Tabei 3A 

362 TabeUA 

363 Tabel3A 

364 Tabe!3A 

365 Tabel3A 

366 Tabel 3A 

367 Tabel 3A 

368 Tabel 3A 

369 Tabe!3A 

370 Tabel3A 

371 Tabel 3A 

372 Tabel 3A 



NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 



62G9 

65B1 

65B1 

65D10 

65D10 

100D7 

100D7 

107H8 

107H8 

129F10 

129F10 

137B5 

137B5 

139G6 

139G6 

142E4 

142E4 

142E9 

142E9 

142F9 

142F9 

331A3 

331A3 

138G5 

138G5 

145C5 

145C5 

184H1 

184H1 

45B9 

45B9 

112B5 
, 112B5 
117H9 
117H9 
515H10 
515H10 
103C4 
103C4 
116E10 
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AGACTTTGTGCTGGCCCCACGAAAAG 

CTGTTCAATAATTATAGAAATTGG 

TGGCTACAAATAGAGTAGAGAACAGA 

CTCCAGTCCTCAAAGACTTTCAGT 

ACTGAAAGTCTTTGAGGACTGGAGTC 

TGTTCTCTACTCTATTTGTAGCCA 

AGTTAAGATGGAAGAATATAGAGACC 

TTCTGAAGAGCACTGTAGCTTGGA 

TCCAAGCTACAGTGCTCTTCAGAAGG 

TCTCTATATTCTTCCATCTTAACT 

CACTCCTATGGCATGTGGAAGCAGGT 

CTGA GCAGTGTGCATAGAAGAAAA 

TTTTCTTCTATGCACACTGCTCAGAC 

CTGCTTCCACATGCCATAGGAGTG 

GCTCTCCGTTGACAATGGCCAAAGAA 

TAGAAGCTCTAGACCTTCCTTATT 

AATAAGGAAGGTCTAGAGCTTCTATT 

CTTTGGCCATTGTCAACGGAGAGC 

GGCAAAACGCACCTGGCACAACAGA 

AC GAATAATACAGAAGCTGGATGAC 

GTCATCCAGCTTCTGTATTATTCGTTC 

TGTTGTGCCAGGTGCGTTTTGCC 

TAGC C ATTTCTTCCTGATTGTGCCTA 

GTATATCCCAGACAGTTTGTTTCT 

AGAAACAAACTGTCTGGGATATACTA 

GGCACAATCAGGAAGAAATGGCTA 

GGTTGGAATGGTGATCGGGATGCAG 

TGAGATACTCTTGTGAGAGGGCAAA 

TTTG CCCTCTCACAAGAGTATCTCAC 

TGCATCCCGATCACCATTCCAACC 

GCCATGAGATTCAACAGTCAACATCA 

GTCTGATAAGCTACCCGACAAAGT 

ACTTTGTCGGGTAGCTTATCAGACTG 

ATGTTGACTGTTGAATCTCATGGC 

AAGAGGACAAGTTTGAGAGGCAACA 

CTTAAACACTAGGGCTACTGTGGCA 

TGCCACAGTAGCCCTAGTGTTTAAGT 

GTTGCCTCTCAAACTTGTC CTCTT 

ATTTGCTTTAAATTGAGTTTCCTTGCC 

ATTGCACACTCCTATCTTTCTGA 

TCAGAAAGATAGGAGTGTGCAATGGC 

AAGGAAACTCAATTTAAAGCAAAT 

AAAAGTCACTACCAGGCTGGCAGGG 

AATG G GGCAATCTATTCATACTGAT 

ATCAGTATGAATAGATTGCCCCATTC 

CCTGCCAGCCTGGTAGTGACTTTT 

ATATTGATTTGGATACGGTGAATAAG 

CTGGACAAGATGTTGAGGAGAGGG 

CCCTCTCCTCAACATCTTGTCCAGCT 

TATTCACCGTATCCAAATCAATAT 

AATGTGCAAG GTG AAATGCTTTTGGA 

TAAACGTAAGCCTATTTTCTGACG 

CGTCAGAAAATAGGCTTACGTTTATC 

CAAAAGCATTTCACCTTG CACATT 

TTCATCTCTAAGGCACACTTGCTACC . 

CCTCTTTGCTGACCCCAGATTGTG 

CACAATCTGG GGTCAGCAAAGAGGG 

GTAGCAAGTGTGCCTTAGAGATGAA 

TTCTGG CAAGCTCTTGTCATGGTGTT 

CGACACTTCCTTCTGTCTTCTTGG 

CCAAGAAGACAGAAGGAAGTGTCGA 

ACACCATGACAAGAGCTTGCCAGAA 

GGTCAATGTAGCCAATTATTTGTTTCA 

ACAGTTGCAGAACAGATATTTCA 

TGAAATATCTGTTCTGCAACTGTTGA 

AACAAATAATTGG CTACATTGACC 

TGAAAAGACAGCTAATTTGGTCCAAC 

AAACATGACTG GGTCTAGGGCACC 

GGTGCCCTAGACCCAGTCATGTTTGT 

TGG ACCAMTTAG CTGTCTTTTCA 

TGGATCATTGCCCAAAGTTGCACGCA 

CTGACTCCTTACCTGTGAGGAATG 

CATTCCTCACAGGTAAGGAGTCAGTG 

CGTGCAACTTTGGGCAATGATCCA 

TTAAAACATTAAAAGATTGACTCCACT 

TTGTGCCAAGCTCTGCGGGTAGG 

CCTACCCGCA GAGCT TGGCACAAAG 

TGGAGTCMTCTTTTAATGTTTTAA 

TGAATTTGGAGTCCCTG GCACATAAA 

TCTAC CTTCAAATCAG AGGTCCTT 
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373 TabeJSA 

374 Tabel3A 

375 Tabe!3A 

376 Tabe!3A 

377 Tabel3A 

378 Tabe!3A 

379 Tabe!3A 
330 Tabel3A 

381 Tabel3A 

382 Tabel3A 

383 Tabel3A 

384 Tabel3A 

385 db mining 
388 Table 3A 

387 db mining 

388 Table 3A 

389 Table 3A 

390 Table 3A 

391 Table 3A 

392 Table 3A 

393 Table 3A 

394 Table 3A 

395 Table 3A 

396 Table 3A 

397 Table 3A 

398 Table 3A 

399 Table 3A 

400 Table 3A 

401 Table 3A 

402 Table 3A - 

403 Table 3A 

404 Table 3A 

405 Table 3A 
408 Table 3A 



NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 

Hs.1 95219 W63776 
Hs.183454 AK027789 



Hs.69171 

Hs.131828 

Hs.181297 



NMJ>06256 
R67468 
M010282 



Hs.235883 AA020845 



Hs.330145 
Hs.189468 

Hs.205675 
HS.1 3659 



AA044450 
AA069335 

AA111921 
AA115345 



Hs.11661 AA122297 

Hs. 183454 AA149Q78 

Hs.1 24601 AA203497 

Hs.73798 AA210786 

NA AA214691 

NA AA243144 

Hs.1 351 87 AA250809 

Hs.1 00651 AA251184 

NA AA252909 

Hs.1 94480 AA258979 

Hs.5241 AA280051 

NA AA282774 



Table 8 

116E10 

196D7 

196D7 

S24A9 

524A9 

485A6 

485A6 
465D5 
485D5 
479G6 
479G6 
482A5 

1 371 377 hypothetical protein FLJ14486 

(FU14486), mRNA/Cds=(80,1615) 
14042727 cDNA FL J 14883 fis, clone 

PLACE1O03596, moderately similar to 
OLIGOSACCHARYL TRANSFERASE 
STT3 SUBUNiT/cdS=<2,562) 

5453973 protein kinase C-like 2 (PRKCL2), 

mRNA/cds={9,2e63) 
840108 EST390979 cDNA 

1471308 tc35a11.x1 cDNA, 3' end 

/clone=lMAGE:2066588 /done_end=3' 

1484616 602628774F1 CONA, 5' end 

/c»one=IMAGE:4753483 /c}one_end=5' 

1522307 RST29149CONA 

1 576904 trn30a06.x1 cDNA, 3* end 

/clone=IMAGE:21 58066 fclonej5nd=3* 

1664016 EST389824 cDNA 

1670525 mRNA; cDNA DKFZp586F2423 (from 

clone DKFZp586F2423) 

/cds=UNKNOWN 
1678553 thyroid hormone receptor-associated 

protein, 240 MDa subunit (TRAP240), 

mRNA ;cds=(77.660l) 
1 719368 CDNA FLJ1 4833 fis, clone 

PLACE1 003596, moderately similar to 

OLIGOSACCHARYL TRANSFERASE 

STT3 SUBUNIT /cds=(2,862) 

1799265 zx58g.05.rl cDNA. 5' end 

/cione=IMAGE:446744 /ctone_end=5 , 

1 809440 macrophage migration inhibitory factor 
(glycosylatjon-inhibHing factor) (MIF), 
mRNA /cds={97,444) 

1 81 4479 Express cDNA library cDNA 5' 

1874139 cDNA clone IMAGE:685113 5' 

1885832 2S06aO8.rt cDNA, 5' end 

1 888149 golgi SNAP receptor complex member 
2 (GOSR2), mRNA /cds=(0,638) 

1885512 CDNA done IMAGE:669292 5' 

1894268 EST389427 CDNA 

1921589 fatty acid binding protein 1, liver 

(FABP1), mRNA/cds=(42,425) 
1925825 cONAcloneIP/tAGE:713136 5 , 



-1 AAGGACCTCTGATTTGAAGGTAGATT 

TATGTGCCAG G GA CTC CAAATTCA 
1 TGGGTCAGAGACGAAAAGGGCTATTA 

TTAGGTCAMCATTACAGAAATCA 
-1 TGATTTCTGTAATGTTTGACCTAATAA 

TAGCCCTTTTCGTCTCTGACCCA 
1 CTGATTTAACAGGTGGTTCTGCGGGC 

GTCCAGGTCAACATCTTTTTGTCC 
-1 GGACAAAAAGATGTTGACCTGGACG 

CCCGCAG AAC CACCTGTTAAATCAG 
1 GTCACTTTAGCGAGCGGGAAAACAAT 

GGCGGAAAGGGAAAACCTGGAAAG 

-1 CTTT CCAGGTTTTCCCTTTCC GCCAT 

TGTTTTCCCGCTCGCTAAAGTGAC 
1 TAATTAATAGAGCTCACTTAAGATTGC 

CCATCAAGAAACAGGAG GGTGGT 
-1 ACCACCCTCCTGTTTCTTGATGGGCA 

ATCTTAAGTGAGCTCTATTAATTA 
1 AGTCCTGCTGAATCATTGGTTTATAG 

AAGACTATCTGGAGGGCCTGATAG 
-1 CTATCAGGCCCTCCAGATAGTCTTCT 

ATAAACCAATGATTCAGCAGGACT 
1 ATGTGATTCCATGATAATCAAATAGT 

GAATACATTATAAAGTCAGCAACT 
1 ATATATGGGGGCTGGGCCTCGGGAC 

TCTC GCTCTAATAAAGGACTGTAGG 
1 TTTTGAC C CAG ATGATGGTTCCTTTA 

CAGAACAATAAAATGGCTGAACAT 



1 TGAGCACTGGAAACAGTTTCATGGAG 
TTTAAGTTGAGTGAACATCGGCCA 

1 ATGC&TTTAGTTTTTGGCACCGTAGT 
TTAAGGGTGGGATTGCCAGTTTTT 

1 GGTTGTGTCTCTGGTTTCCCCTTTTC 
CCCGTGGTTTTAATTTTTAAGAAC 

1 GGAGGACACCCCTGTGTGTTGCTGC 
TGCCTT CCGTGCTGTCTACTGTATC 

1 GC ATCAGAGAGAATATG G AAGGACAT 
CGACCCTAACTTCATCCAGTGAGG 

1 ACCATAGCAGACAGGGTCAGATGGA 
ATATTAGCGGTTTAGGTGAAGAACC 

1 AGACAGAAGACAAGGCCAAATGGGT 
GTCTCTGGAATGATAGACTTAGAAA 

1 ATCCACATTCTTACCTTTGGTAGTCA 
GGTTTG GCTACTTTGCAGCTCGCC 

1 ATAGCAGTGGATTACCAACACCTTGA 
CTTCTTGTACAGTGCTAACATCTT 

1 TAGTAAAAGTGAAAGAGAAAGGGTTT 
TTCCTGCCACAGGATATAACTTTT 



1 AAAGCGGTCGTTTCCCCACAAGGTGT 
CC AACTTTGC GGTACTCACACTTA 

1 CTAGGCCCGCCCACCCCAACCTTCT 
G GTGGGGAGAAATAAACG GTTTAGA 

1 TGCACTAAACAGTTGCCCCAAAAGAC 

ATATCTTGTTTTAAGGCCCAGACC 
1 TTGGATGAAGCTGAAAAGACACTAAG 

ACCTTCTGTGCCTCAGATCCCTGA 
1 GTGTGGCCTAAGGAACACCTCTTGTG 

GGGAGTAAGAGCCAGCCCTTCTCC 
1 AAGGATGAAGGACTGATGGAGGGCA 

GAGGAACTGGAGGCAGCAGGCACAA 

1 AG ATGTCTGTATAAAC AACCTTTGG G 

TAG CAGGTGGTCAGTTAGGCA GGA 
1 TGCTTGTCTTTTAAACACCTTCACAGA 

TATCATTTGCAC CTTGCCAAAGG 
1 GGGTAGGCAGCTTGCACCCAGTTCT 

CCmATCTCMCTTATTTTCCTGG 
1 CC GGTGTCCCTG AGTGAGGGCAAAG 

TTGTAATAACACTTGTTCTCTCCTT 
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407 Table 3A 

408 Table 3A 

409 Table 3A 

410 Table 3A 

411 Table 3A 

412 Table 3A 

413 Table 3A 

414 Table 3A 

415 Table 3A 
418 Table 3A 

417 Table 3A 

418 Table 3A 

419 Table 3A 

420 Table 3A 

421 Table 3A 

422 Table 3A 

423 Table 3A 

424 Table 3A 

425 Table 3A 

426 Table 3A 

427 Table 3A 

428 Table 3A 

429 TaWe3A 

430 Table 3A 

431 Table 3A 

432 Table 3A 

433 Table 3A 

434 Table 3A 

435 Table 3A 

436 Table 3A 

437 Table 3A 

438 Table 3A 

439 Table 3A 



Hs.89072 AA283061 

Hs.291448 AA290921 

Hs.211866 AA290993 

Hs.323950 AA307854 

Hs.100293 AA312681 



Hs.217493 
Hs.85844 



AA314369 
AA322158 



Hs.260238 AA332553 



Hs.323463 
NA 

Hs.27973 
Hs.343557 



AA360634 
AA377352 
AA397592 
AA401648 



Hs.1 86674 AA402069 

Hs.301985 AA412438 

Hs.9691 AA418765 

Hs.24143 AA428506 

Hs.303214 AA427653 



Hs.89519 

Hs.1 12071 

Hs.8832 

Hs.286148 

Hs.265452 

NA 

Hs. 82772 
Hs.292451 
Hs.1 3809 
HS. 83733 
Hs.190154 



AA429783 
AA442585 
AA454038 
AA454987 
AA455707 
AA457757 
AA460a76 
AA461604 
AA476568 
AA479163 
AA490796 



Hs.1 19960 AA498483 

Hs.75470 AB00O115 

Hs.50002 AB000887 

Hs.76730 AB002299 

Hs.7911 AB002321 



Table 8 

1 926050 hypothetical protein MGC461 8 

(MGC4618), mRNA/cds={107,1621) 
1938772 EST388168 cDNA 



1938989 wh99f02.x1 cDNA, 3' end 

/clone=IMAGE:2388891 /clone_end=3* 

1 960203 zinc finger protein 6 (CMPX1 ) (ZNF6). 

mRNA/cds=(1265,3361) 
1965030 0-finked N-acetylghjcosamine 

(GlcNAc) transferase (UDP-N- 

acetylg)ucosamtne:porypeptide-N- 

acetylglucosarninyl transferase) (OGT). 

mRNA /cds=(2039,4B01) 
1 986898 annexin A2 (ANXA2), mRNA 

/cds=(49,1068) 
1 974484 neurotrophic tyrosine kinase, receptor, 

type 1 (NTRK1), mRNA/cds=(0,2390) 

1 984808 hypothetical protein FLJ1 0842 

(FU10842), mRNA/cds=<39,1307) 

201 2954 mRNA for KIAA1693 protein, partial 

cds/cds=(0.2707) 
2029681 EST89924 Small intestine II cDNA 5' 

end 

205071 2 KIAA0874 protein (KIAA0874), mRNA 

/cds=(0.6188) 
2056830 601 500320F1 cDNA. 5' end 

/done=lMAGE3902237 /ctone_end=5* 

2056860 qf56f06.x1 cONA, 3' end 

/don e=IMAGE: 1754051 /ctone_end=3* 

2071 008 602435787F1 cDNA, 5' end 

/done=JMAGE:4553684 /clone_end=5 , 

2080568 cDNA: FU23249 fis, clone COL041 96 

/cds=UNKNOWN 
21 08769 WiskotWUdrich syndrome protein 

interacting protein (WASPIP), mRNA 

/cds=(108,1619) 
21 1 1 519 7o45b01 xl cDNA, 3' end 

/done=tMAGE;35769l2 /done_end=3' 

21 12974 KIAA1048 protein (KIAA1046), mRNA 

/cds=(577,1782) 
2154463 zv57f09.r1 cDNA, 5' end 

/cfone=IMAGE:757769 /done_end=5' 
21 67705 zx48b04.r1 cDNA, 5' end 

/done-lMAGE;795439 /done end=5' 
2177763 stromal antigen 1 (STAG1), mRNA 

/cds=(400,4176) 
21 78483 aa22d09.rl cDNA, 5' end 

/done=IMAGE:814001 /done_end=5* 
21 80477 fetal retina 937202 cDNA done 

IMAGE:838756 5' 
21 85996 collagen, type X!, alpha 1 (COL1 1 A1), 

mRNA /cdS={1 61 ,5581) 
2185468 zx51d08.rlcDNA,5'end 

/done=!MAGE:795759 /done end=5* 
2204779 mRNA for KIAA1 525 protein ."partial 

cds/cds^O.2922) 
10433041 cDNA FU11724 fis, done 

HEMBA1 005331 /cds=UNKNOWN 
2219969 td07e03.x1 cDNA, 3' end 

/done=IMAGE2074972 /done_end=3' 

2229804 mRNA; cDNA DKFZp727G051 (from 

done DKFZp727G05i); partial cds 

/cds={0,1423) 
2664034 hypothetical protein, expressed In 

osteoblast (GS3686), mRNA 

/Cds=(241,1482) 
21 89952 small Indudble cytokine subfamily A 

(Cys-Cys), member 19 (SCYA19), 

mRNA /cds=K1 38,434) 
2224542 mRNA for KIAA0301 gene, partial cds 

/cds=(0,6144) 
2224588 mRNA for KIAA0323 gene, partial cds 

/cds={0,2175) 



ACGGCGTTCTGAAATTTAGCACACTG 
G GAAGTC C ACATGGTTC ATCTGAA 
AATGAGATCACAGATGGTGACACTGA 
GCGGAAGGATGCAGTACCTCGGAG 

TCCTTG C AAAACATTTGGCTAGTGGT 
GTTCAGAGAAATACCAAAACGTGT 

G GC AAAGGGG AAGG ATGATGCCATG 
TAGATCCTGTTTGACA 1 1 I I IA TGG 
ACTGTTAACCAAATTTTGAGCAAGGA 
GTCTCAAAG GTAATTCTGAACCAG 



ACTAGCAGATTGAATCGATATTCATTA 
AGTTAGGAATGGTTGGTGGTCCT 
AATTGTGCTTTGTATCAGTCAGTGCT 
G GAGAAATCTTGAATAGCTTATGT 

AGGAAACCAAGCCCTCACAGGAAAG 
AAAGCCTGAATCAAGAAAACAAAGT 

ACTGAGCAGGACAACTGACCTGTCTC 

CTTCACATAGTCCATATCACCACA 

GCGTAAAACGCCAGGGCCATCTTCTT 

ACTTAAGCCACATCCTGAACCAGG 

AGCGACAAGAAGGAATCTGGTGAATT 

TTAGTCATCCCAGC Mil I AGTCT 

GCTGGGGCTGAGAGAGGGTCTGGGT 

TATCTCCTTCTGATCTTCAAAACAA 

TCATGGACACAAACTTTGGAGTATAA 
GCGACATCCCTTAAGCAACAGGCT 

ATTCAAGTCAGGGCCTCTCTGCCCTT 
TTCC CTCCAGAAAC AAAAC CAAGA 

TGTTTGTACCACTAGCATTCTTATGTC 
TGTACTTGAACGTGTAGTTAGCA 
AATATAGCTCCACTAAAGGACCATAG 
GGAAGAGCCAGCCTTGCCTTTTCT 

GACAGTCCATTAAGTTGATTTCCAGT 
GGTGAAGGGTCAGACACGCCTCCC 

CCTGGGTTGCCTTGTAATGAAAAGGG 

AGATC GAGCCATTGTACC ACCTTA 

GTTCACTGTTTAACAGCCAGAAGCCA 

GAGCCTGCGTACTAGAAGTGGATG 

TTGTCAAGTGGATCTGCCCCAAAGTT 

TG CTTTGAG G AAAC G G G CCTCCCT 

CTTGTATGGAAAACAGATGCTGACAG 

AATTGTAGACTACCATGCCACACA 

AAATCTAAGACAC CCAAACCC CTCTT 

TGTCCCTAAGTAGCCCTAGCCTGG 

AGCTGTTTAATTGAATTGGAATCGTT 

CCACTTG GAACCCAAGTTTGGAAA 

TTTTTCTACGTTATCTCATCTCCTTGT 

TTTCAGTGTGCTTCAATAATGCA 

CTCCCATCTG CACAC CTG GATCAAGG 

TAGCCTCTCTGCACAAGGGCAGGT 

TGTTTTTGCTTCCTCAGAAACTTTTTA 

TTGCATCTGCCATCCTTCATTGG 

ACAGCCAACTGGAAAGATATAAAAGT 

TTG GGTCTGTCTCCTCTCCTTCAG 

ACTCCTG CTTTAGAGAGAAGCCACC A 

TGAAAAGTCCTCATCATCAGG GGA 

TC CGTACTGTATGTGATATAGTGCCA 
TTTTCAGTAACTGCTGTACACACA 

ACTTG C CATTACTTTTCCTTCCCACTC 
TCTCCAACATCACATTCACTTTA 

GTGAGTGTGAGCGAGAGGGTGAGTG 
TGGTCAGAGTAAAGCTGCTCCACCC 

TAATATGCTGGCTTTG CAGCAGAATG 
AAAAGGATGAGTTGGTGTAGCCTT 
TTCCTTCCCTGGAGGAACTCTTTGGT 
TGCAG GGCTAAACTTAGAGGCTGC 
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456 Table 3A Hs.92381 AB007956 

457 Tabfe3A Hs.306193 AB011087 
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AB011184 
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Hs.20141 


AB011160 
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H3.12099Q 


AB011421 
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H5.180383 


AB013382 
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Tabte 3A 


Hs.323712 


AB014515 
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Table 3A 


Hs.11238 


AB014522 
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Table 3A 


Hs.1 2259 


AB01453Q 
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Table 3A 


Hs.31921 


AB014548 


472 


Table 3A 


Hs.8118 


AB014550 
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Table 3A 


Hs.96731 


AB014555 
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Table 3A 


HS.65450 


AB014558 



Table 8 

2224590 mRNA for KIAA0325 gene, partial cds 

/Cds=(0,6265) 
222461 2 KIAA0338 gene product (KIAA0336), 

mRNA/cds=(253,50Q4) 
2224674 mRNA for KIAA0367 gene, partial cds 

/cds=(0,2150) 
2224676 mRNA for KIAA0368 gene, partial cds 

/cds=(0,4327) . 
2224630 mRNA for KIAA0370 gene, partial cds 

/cds={0,2406) 
2224682 myotubularin related protein 3 

(MTMR3), mRNA/cds={247,3843) 
6634024 mRNA for KIAA0379 protein, partial 

cds/cds=(0,3i80) 
2224712 mRNA for KIAA03B6 gene, complete 

cds /cds=(1 77,3383) 
6634028 mRNA for KIAA0399 protein, partial 

Cd5/CdS=<0,2961) 
2662082 602971 981 F1 cDNA, 5* end 

/clone=lMAGE:51 1 1324 /c!one_end=5' 

2887430 musclebllnd (Drosophila)-like (MBNL), 

mRNAfcds=(1414,252e) 
2662164 KIAA0442 mRNA, partial Cds 

/cds=(0,3519) 
6634034 mRNA for X1AA0446 protein, partial 

Cdsteds=(3480,4586) 
6683704 mRNA for KIAA0447 protein, partial 

cds/cds*(233,1633) 
3413879 mRNA for KIAA0459 protein, partial 

cds/cds-(0,461) 
341 3899 KIAA0469 gene product (KIAA0469), 

mRNA /CdS=(1 84, 1 803) 
3413930 mRNA, chromosome 1 specific 

transcript K1AA0487 /cd ^UNKNOWN 

9558752 hypothetical protein (LQFBS-1 ), mRNA 

/cds=(0.743) 
3043575 serine palmitoyltransferase, long chain 

base subunlt 2 (SPTLC2), mRNA 

/cds=(188,1876) 
3043583 mRNA for K1AA0530 protein, partial 

cds /cds=(0, 4692) 
3043595 mRNA for KIAA0536 protein, partial 

cds;cds=(0,3087) 
6635200 mRNA for K1AA0542 protein, partial 

Cds /CdS=(390,4028) 
3043707 mRNA for K1AA0592 protein, partial 

cds /cds={0,4061) 
3043717 mRNA for K1AA0597 protein, partial 

cds/cds=(0,2915) 
3043743 DNA sequence from clone RP11- 

251 J8 on chromosome 13 Contains 

ESTs, STSs, GSSs and a CpG Island. 

Contains two novel genes with two 

isoforme each and the KIAA0610 gene 

with two fcoforms/cds=(61,206l) 

3834353 serine/threonine Kinase 1 7a (apoptosis- 

inducing) (STK17A), mRNA 

/cds=(1 17,1 361) 
3834355 serine/threonine kinase 17b (apoptosis- 

inducing) (5TK17B), mRNA 

/cds=(261,1379) 
3869139 dual specificity phosphatase 6 

(DUSP6), transcript variant f , mRNA 

/Cds*(351,1496) 
3327043 KIAA061 5 fjene product (KIAA0615), 

mRNAfcdS=(237,2927) 
3327057 mRNA for KIAA0622 protein, partial 

cds /cds=(0,3869) 
3327073 mRNA for KIAA0630 protein, partial 

cds /cds={0, 1473) 
3327109 mRNA for KIAA0648 protein, partial 

cds /cds=(0,2557) 
3327113 mRNA for KIAA0650 protein, partial 

cds/cds=(0,2648) 
3327123 mRNA for KIAA0655 protein, partial 

cds/cds=(0,3253) 
33271 29 reticulon 4a mRNA, complete cds 

/Cds=<141,37l9) 



TCTGACGGTTGGGAGTGGTGGAAATT 

GGAAGGATACCAGGAGGTATTTGG 

TGATTACAAAAGGCGTATTCTTTCAT 

GGTTTCTGCAATGAGAGGAAGTGT 

TCATGCATTGGATTGCTCAGAATAAA 

GTGTCTGTTAGACTTCGTTTTGGT 

TGACGT TAACA CCAGGAATCTCCATG 

TTTATTATTTTTCGTGGAAACTCC 

TTGCAAAGACTCACGTTTTTGTTGTTT 

TCTCATCATTCCATTGTGATACT 

AGCTGTACATATAACCCTTTTCTCCTA 

AAGAGGAGTCAGTCAGTGCTCCT 

AGTTCAGGAGATCTCTAAGTGTAGCT 

GTAAATTTTGGGGTTAATTTGGCT 

TGTTTGGTTGAG GGGTGCTTTTAGTT 

GTGTGGCATTTGTATTCATTGATC 

TCAGCCTGAGTGAGTTCAGCCTGTAA 

AAAGGATGTTAAGCTGTGGGTAAA 

AGGGGAAAAGAGG GG AGAAAAACA G 

GAGTGATGTCATTTCTTTTT CATGT 

ACTTTCTG CTT GTAGTTG CTTAAAATT 

ATGTATTTTGTCTTGGGCTGCAA 

AAGCAACTGAATCTTCAGCATGTTCT 

CATCGGCGGAGCCTTCTTGTGTAA 

TGATTGGAGCACTGAGGAACAAGGG 

AATGAAAAGGCAGACTCTCTGAACG 

TTGTCCAAACGAAGCAGCCGTGGTA 

GTAGCTGTCTATGATTCTTGCTCAG 

TG GTGCAATAGAAGCTGC AAAGATGT 

G CCACTTTATCTATGAAATGGAGT 

GG CTTCC ATGTCCAGAATCCTGCTTA 

AGGT TTTAGGGTACCTTCAGTACT 

TTTTGGCCAGCTTTTCTAGATAAGGT 

TGTATTGCTACTGCAACTAACAAA 

CACACATCCTGGTACCCTTGGTCTTC 
AAAGGCCATTTCCAGCAGACCCTC 
AAACATGTCTTTTTCTCGCCTCAACTT 
TATCCACATGAAATGTGTGCCCA 

TAAGCATAAAACCTGACACGTTAAAA 
TCCCTGCCCTTTGGTGAGCCCACT 
AACTTGCATTTTAGCAGTGCATGTTT 
CTAATTGACTTACTG G GAAAC TGA 
AG GCCTC AGGCCACCTCCAGGAACA 
GAACACAGTTTTAAGTTTG A I Mil 
TGAGTCTTAGCAATATGGGAGCAGGT 
TTTCACTGAATTCTGAGGGTGCCT 
GTTGTCCTGGCACACAAGGAGGCGA 
GG CTATGC GTTCGAGGCC AACCTAG 
TGGGAACACATAGAACTGATGGAGG 
CTTTTCCTAAGGCCAAGGATAATGT 



1 GGATTGAACAGTTCAGTTGTATCTAT 
GCCCCACAGTGACCAGTAAAGTCC 

1 CGATGACTCATTACCCAATCCCCATG 
AACTTGTTTCAGATTTGCTCTGTT 

1 GTCGCAAAGGG GATAATCTGGGAAA 
GACACCAAATCATGGGCTCACTTTA 

1 ACTCAAGCTCACACCTGTACCTGATG 

GGAATGAACATAATGTGAAGAAAC 
1 CACCAAAATAGTTATGTTGGCACTGT 

GTTCACACGC ATG GTCCC CACACC 
1 GTGCGCTTTCTTTTACAACAAGCCTC 

TAGAAACAGATAGTTTCTGAGAAT 
1 GTGTGTATAATGTAAAGTAGTTTTG C 

ATATTCTTGTGCTGCACATGGGCT 
1 AGGAATCCTTTTCTACATTTGAGCAA 

ATACTGAGGTTCATGTTGTACCAA 
1 C GCCTTGGCTTTGTGTTAGCATTTCC 

TCCTG AAGT GTTCTGTTGGCAATA 
1 AGAGATTTTCTATTGCTGGGAAGGTG 

TGTTTCTCCCACAATTTGTTTGTG 
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AB020663 
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AB020669 
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Hs.18166 


AB020677 
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Hs.75415 


AB021288 


501 


Table 3A 


Hs.215857 


AB022663 
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Hs.104305 


AB023143 
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Hs.1 54296 


AB023149 
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Hs.4014 


AB023163 
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Hs.75478 


AB023173 


506 


Table 3A 
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Table 3A 
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Table 8 

33271 33 mRNA for KIAA0660 protein, complete 

cds /cds=(1 20,1 568) 
33271 51 KIAA0669 gene product (KIAA0669), 

mRNA /cds=(1 01 6,3358) 
3327171 meningioma expressed antigen 5 

(hyaluronldase) (MGEA5), mRNA 

/cds=(395,3145) 
332721 5 mRNA for KIAA0701 protein, partial 

cds /cds=(D, 1892) 
1 1 067366 PRO0457 protein (PRO0457), mRNA 

/Cds=(985,1431) 
3953530 activating transcription factor 6 (ATF6), 

mRNA /cds={42,2054) 
3721 881 sterol-C5-desaturase (fungal ERG3, 

delta~5-desaturase)-Iike (SC5DL), 

mRNA/cds={48,947) 
4514625 collagen, type X, alpha 1 (Schmid 

metaphyseal chondrodysplasia) 

(COL10A1), mRNA/cds=(0,2042) 
4033626 gene for CC chemokine LEC, complete 

cds 

3882230 SEC24 (S. cerevisiae) related gene 

family, member D (SEC24D), mRNA 

/cds=(200,3298) 
3882244 mRNA for KIAA0762 protein, partial 

cds /cds=(0, 1874) 
3882284 mRNA for KIAA0782 protein, partial 

cds/cds=<0 f 3540) 
3882312 mRNA for KIAA0796 protein, partial 

cds/cds=(0,3243) 
3882330 mRNA for KIAA0805 protein, partial 

cds/cds=(0,3985) 
6518494 Pancreas-specific TSA305 mRNA , 

complete cds /cds=(4 5,2429) 
3985929 breast carcinoma amplified sequence 2 

(BCAS2), mRNA /cds=(48,725) 
42401 31 CAAX box protein TIMAP mRNA, 

complete cds /cds=(52, 1755) 
42401 36 mRNA for KIAA0824 protein, partial 

cds/cds=(0,4936) 
1 41 3321 8 mRNA for KIAA0833 protein, partial 

cds/cds=(0,5017) 
42401 62 mRNA for KIAA0837 protein, partial 

cds/cds=(0,2237) 
42401 88 NS1 -binding protein-like protein 

mRNA, complete cds /cds=(555,2483) 

4240200 mRNA for K1AA0856 protein, partial 

cds/cds=(0,3212) 
424021 2 suppressor of clear, C. elegans, 

homolog of (SHOC2), mRNA 

/cds=(277,2025) 
66351 36 mRNA for KIAA0870 protein, partial 

cds/cds=(0,3061) 
4240236 KIAA0874 protein (K1AA0874), mRNA 

/cds=(0,6188) 
4038732 cDNA: FLJ2281 0 Ms, clone KAIA2933, 

highly similar to AB021288 mRNA for 

beta 2-microglobulin /cds=UNKNOWN 

501 9617 HFB30 mRNA, complete cds 

/cds=(236,1660) 
4589483 death effector filament-forming Ced-4- 

like apoptosis protein (DEFCAP), 

transcript variant B, mRNA 

/cds=(522,4811) 
4589507 mRNA for KIAA0932 protein, partial 

cds /cds=(0,2782) 
4589535 mRNA for KIAA0946 protein, partial 

cds/cds=(0,2005) 
4589555 mRNA for KIAA0956 protein, partial 

cds/cds=(0,2020) 
4589573 mRNA for KIAA0965 protein, partial 

cds /cds=(0, 1392) 
141 33226 KIAA0970 protein (K1AA0970), mRNA 

/cds=(334,2667) 
4589605 mRNA for KIAA0981 protein, partial 

cds/cds=(0,1737) 
4589609 mRNA for KIAA0983 protein, complete 

cds/cds={55.2106) 



PCT/US01/47856 



TGCAACCAAATTGGCTTTACCATCTT 

GGCTTTAGTAGGTATAGAAGACAA 

TGTCAAATAAAAGAGAACGAACAGGT 

AGTTTGGTGGAGCTGAG CTAGTGT 

TCCTGTAGAAAACGAACTGTAAAAGA 

CCATGCAAGAGGCAAAATAAAACT 

ACAGTAGCTTTGTAGTGGGTTTTCTG 

TGCTGTGCTTTTTAATTTCATGTA 

GATTCCTGTCATGAAGGAAAGCAAGA 

CAGCTC ACAGACC AGC GG C ATCTG 

TTTTCTGTACCTTTCTAAACCTCTCTT 

CCCTCTGTGATGGTTTTGTGTTT 

AAATCTTATTCCTCCTCTTCTCCCCTC 

ACTTTTCCCTACTTCCTCTGCAA 

TGGAATC AG ACATCTTCCAGATG GTT 
TGGACCCTGTCCATGTGTAGGTCA 

AATTTAGCACCTCAGGAATAACTTATT 
GGTTTAGGTCAGTTCTTGGCGGG 
AACCATGTAACTCCATTGAACATTTTT 
CAACTTAAGGTCTGCATAGCAGA 

AAACCAGGTTAATGGCTAAGAATGGG 

TAAC ATGACTCTTGTTG GATTGTT 

CTCTTGG CTGAGCTTCTACAGGGCTG 

AGAGCTGCGCTTTGGGGACTTCAG 

TTTCCTTTGGGGCATGATGTTTTAAC 

CTTTGCTTTAGAAGCACAAGCTGT 

ATAGAATGAGCTTGGTTAAGCACCTC 

TCCTTTGCCCTTCACCCTGACTCC 

TTGAGTAGAACTCTGATTTTC CCTAG 

AGGCCAAATTCTTTTTATCTGGGT 

TTCTAAACACATTCTTGATCACCAAAC 

AACTTCAGAAAGACAGTGACTGT 

TGGAGTTG CTTCCAGCTGCCAAGGC 

CTGTGACAGAATTCGCTGTTAAGAG 

AATGATGCAAAGTTTTATTCTTGAACT 

TGGACACTGATG CCATCAAACAA 

GGCCAGTAAATTCCATG \ I 1 1 I GGCT 

ATATCTCATCCAAACTGAGCAGTT 

TTCCCATTGTCCTCCTACTCAACTAAA 

ATTCATAGTTGGCTTTAAGCCCA 

GCATGTCCTAATGCTTGCTG CTGATT 

TAAACACATTAAAGGTACTTTGCA 

ACAATGGCATAAAAGTAACTTTCTCT 
GAAGATGTGATGTTCAGGCTGTGA 
AATGGAAG GCAGGTG AA6ATATAAAA 
CCCTAGAATGCTTAAATGTGCTGT 

TTAATGCCAGTCCTCATGTAACCTCA 
GGTATCTTCAGCTTGTG GAGAATA 
TGGAGTATATGCCTGAAAAGGTTTTG 
GATTCAGAAAGAAAAAGGATGGTT 
AAAGTAAGGCATG GTTGTGGTTAATC 
TGGTTTATTTTTGTTCCACAAGTT 



GGTGTGTGTGTCCAGAGTGAGCAAG 
GATTATGTTTTTGGATTGTCAAAGA 
AACCATTTGCCTCTGGCTGTGTCACA 
GGGTGAGCCCCAAAATTGGGGTTC 



GAAAGTG GAGAG GACCTAACATATGT 

CTCTACCTAGAAAGGATG GTTTCA 

ACCAACTATAAACCCAGTTCTAAAGT 

TGTGTATGATGGTGAACCTTTGGG 

GGACCTGAGACACTGTGGCTGTCTAA 

TGTAATCCTTTAAAAATTCTCTGC 

TTTG GTGTTC AGTTACTGAGTTTCAAA 

AATGTTTTGGTG GCATGAGGACA 

CCTGTTTAAGAAAGTGAAATGTTATG 

GTCTCC CCTCTTCC AATGAGCTTA 

ACGGACCAGGCCATTCATTATTCCTC 

AAGT GTTA ATATACTGACTTATGC 

ACAGTTTTGTCAAAAAGTGTATCTTGA 

CCCCACCATCAGTACTCCATTCT 
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Table 8 

141 33228 601 500320F1 cDNA, 5* end 

/clone=IMAGE:3902237 /done_end=5' 

4589669 mRNA for KIAA1010 protein, partial 

cds/cds=(0,3949) 
4579908 mRNA for heat shock protein apg-2, 

complete cds fcds={27 8,2800) 

5931603 microvascular endothelial 

differentiation gene 1 (MDG1), mRNA 

/Ods=(202,873) 
5689405 KIAA1035 protein (KIAA1035), mRNA 

/cds=(88,3648) 
568941 6 mRNA for KIAA1 040 protein, partial 

cds/cds=(0,1636) 
5889428 KIAA1 048 protein (KIAA1 046), mRNA 

/cds=(577,1782) 
6589446 mRNA for KIAA1 055 protein, partial 

cds /cds=(0,2607) 
5B89450 mRNA for KIAA1 057 protein, partial 

cdsfcds=<0,2934) 
5B89452 mRNA for KIAA1058 protein, partial 

cds /cds=(0,4604) 
5689462 ubiquitin carboxyt-terminal esterase L1 

(ublqultln thlolesterase) (UCHL1), 

mRNA /cds=(31 ,689) 
5689470 mRNA for KIAA1 067 protein, partial 

cds/cds=<0,2072) 
5689488 mRNA for KIAA1 076 protein, partial 

cds/cds=(0,2415) 
5889496 mRNA for KIAA1 080 protein, partial 

cds /cds=(0,1554) 
5689502 mRNA for KIAA1 083 protein, complete 

cds /cds=(221. 1975) 
5689520 mRNA for KIAA1 092 protein, partial 

cds /cds=(0,3464) 
141 33234 mRNA for KIAA1 093 protein, partial 

cds/cds=(1 79,5362) 
5689544 KIAA1 1 04 protein (KIAA1 1 04), mRNA 

/Cds=(494,2281) 
5889552 mRNA for KIAA1 1 08 protein, partial 

cds/cds=(0,2291) 
6714542 YEAF1 mRNA for YY1 and E4TF1 

associated factor 1, complete cds . 

/CdS=(198,B78) 
7684246 solute carrier family 21 (organic anion 

transporter), member 11 (SLC21A11), 

mRNA /cds=(1 93.2325) 
6539431 SEEK1 protein (SEEK1), mRNA 

fcds={274,732) 
6539433 SPR1 protein (SPR1), mRNA 

/cds=(31 5.725) 
6683491 BPTF mRNA for bromodornain PHD 

finger transcription factor, complete cds 

/cds=(471.B816) 
6883493 bromodornain adjacent to zinc finger 

domain, 1A (BAZ1A), mRNA 

/cds=(1 15,51 39) 
6329727 601 655926R1 cDNA, 3» end 

/ctone=lMAGE:3B55679 /clone.end^ 

6329754 mRNA for KIAA1 1 26 protein, partial 

cds/cds=(0,1857) 
6330026 mRNA for KIAA1 146 protein, partial 

cds/cds=(0.815) 
6330032 mRNA for KIAA1 147 protein, partial 

cds /cds«(0,569) 
6330050 EST374106 cDNA . 

6382017 mRNA for KIAA1151 protein, partial 

cds /cds=(0,689) 
11287894 602013369F1 cDNA.S'end 

/clone=!MAGE:4149209Vclone_end=5 , 

6382021 mRNA for KIAA1208 protein, partial 

cds /cds=(24,2015) 
6330568 cofactor required for Sp1 transcriptional 

activation, subunlt 3 (130kD) (CRSP3), 

mRNA /cds=(1 19,4225) 

6330823 mRNA for KIAA1 224 protein, partial 
cds/cds=(0,1908) 



1 TTTGGTTCATCCGTGTG CTGTTCTTTT 
G G GTTCTG AGAGGGTTTTGCCAT 

1 GGCAGTAATGCAAGAGTCCTTTTGTG 
AAGAGTGTTTCTATGTAGAGATGT 

1 AAATGCAGAGCAGAATGGACCAGTG 
GATGGACAAGGAGACAACCCAGGCC 

1 AGTGTTCCTGCTGCCAGTTCTTTCCT 
CTTTAGG CGTGGTTGAGAAAAAGC 

1 CAGTCTCTGCCACTTGTGCTAGTTTT 

TGTGTGGTGTTTAGAAACATGGGC 
1 TTCCACTTAGGTTTGG CATTTTGGC A 

G ATAAG CTAATCTTGTATAAAGCA 
1 GTAAATGCCCTACATGGTGTGATGCT 

GCATTATATATAAAACTGTGTGCA 
1 AG CTCCTGTGCTGACCTTCAAGTTAC 

GTTTTGGAACTGTAATACTAAAGG 
1 ACACTAG G G AAGAACCTTAATTCTAA 

ATTTGGTTCATGTGTGGCAAAGTT 
1 TAACTGGAATCACTGCCCTG CTGTAA 

TTAAACATTCTGTACCACATCTGT 
1 CCC CCAGTGCTTTGTAGTCTCTCCTA 

TGTCATAATAAAGCTACATTTTCT 

1 G AC AGACTTG GACACAAAACC GATC C 

ATAGAAGGGCTTC CCAAACCTTGT 
1 CCATATGTAACTTGTTTTGAAGAGAA 

GTGTTTC CGTTGTGTGTCTTGATG 
1 GTATCATCTGCCAAGACCAGGGCCT 

GCTTCACCACAGCCACAATAAAGTC 
1 AATG AAC CATTTACAGTTCGGTTTTG 

GACTCTGAGTCAAAGGATTTTCCT 
1 GCCGAGTCAGCACATGGGTAGAGAT 

GATGTAAAAGCAGCCAATCTGGAAA 
1 ACCTTCTGGGAGGAGGGTCGGATTC 

AATCTGAACTTAGAACTTTCAACTC 
1 GCACCATGTAGAATTTTCACTTTGTA 

CTGGCAGGCTCGTTTTACCTCATT 
1 TCTCCAGTCCTGATTACTGTACACAG 

TAGCTTTAGATGGCGTGGACGTGA 
1 TTCCTGTTACTGGCATGTGCACGACT 

ATGTTATTAGAAGCCACTTTATCA 

1 GCCAGCTTGGAGGATGGACATTTCTG 
GATACACATACACATACAAAACAG 

1 TCAGCTCCTTGATCTAAGCCTCCCAG 
AGAGACCCCTAGAATGTTTCCCTC 

1 CCG GCGGCAGGAACTATCAGTAG AC 
AGCTG CTGCTTCCATG AAAC GGAAA 

1 TGTTGCCTTGAATATAACAGTACAATT 
TGTCAATTACTCTGC AC CAGGCT 

1 AAAAGTAACACCCTCCCTTTTTCCTG 
ACAGTTCTTTCAGCTTTACAGAAC 

1 AATGAAATGTAGTTG GGTTCTTCCTG 
TAATGCGCTATTATGTCTTGGGCT 

1 AACCTCCTTGTGTCTGTTTCTCTGTTC 

CTCTGTGGCTGACTCAATAAACT 
1 GTGGGAGGGTGAGATGTGAAGATGT 

GG G ATGAACCTGG AATGAACGAATT 
1 GG CCTAAAGAAAGCTGGG GTTAATCC 

TGAAGCTAAAAGTAAATGTTTCTT 
1 TCCCATCCTTTCCATCAAGACCTTCA 

TTAGCTTATGATATTTGCTGCCGA 
1 GGAGGTCTCTTCCAGATTGCTCTTCT . 

GCCGAATTATTTGTAT CTATTCCG 
1 GCAC ACCTCGTCAGAG G ACCATAAC 

CGTGTGGGGACAATAACCGCAGGGG 

1 ACAATGGATTTGTGAAGAGCAGATTC 
CATGAGTAACTCTGACAGGTATTT 

1 TGAG AG ACATTGTTAATTTTG GG G G A 
ATTGG CATTG CGAAAG ACTTGAAA 



1 TGCTAGACATTTCTATACTCTGTTGTA 
ACACTGAG GTATCTCATTTGCCC 
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Hs.267690 

Hs.9873 

Hs. 146668 

Hs.301721 

Hs.40193 

Hs.43141 

Hs.42179 

Hs.63128 

Hs.278670 

Hs.76507 

Hs.184 



AB033054 
AB033076 
AB033079 
AB033081 
AB033085 
AB033093 
AB033112 
AB033118 
AB034205 
AB034747 
AB036432 



Table 8 

6330689 mRNA for KIAA1 228 protein, partial 

cds/cds=(0,2l76) 
1 41 33246 mRNA for KIAA1 250 protein, partial 

cds/cds=(139,5472) 
6382025 mRNA for KIAA1 253 protein, partial 

cds/cds=(0,1418) 
6330899 mRNA for KIAA1255 protein, partial 

cds /cds=(0,2866) 
6330932 mRNA for KIAA1259 protein 



6331205 
6331368 
6331442 
6899845 
12862475 
6691625 



Hs. 194369 

Hs.125037 

Hs.22941 

Hs.258730 

Hs.29716 

Hs.9663 

Hs.24684 

Hs.6685 

Hs.334878 

Hs.301434 

Hs.301434 

Hs.15370 

Hs.274396 

Hs. 14991 8 

Hs.284205 

Hs.6682 



AB036737 

AB037752 

AB037784 

AB037790 

AB037791 

AB037796 

AB037797 

AB037801 

NMJJ32837 

AB037808 

AB037808 

AB037828 

AB037844 

AB037901 

AB040120 

AB040875 



7243042 
7243106 
7243118 
7243120 
7243130 
7243132 
7243140 
14249549 
7243154 
7243154 
7243194 
7243226 
10567163 
12657580 
13516845 



Hs. 109694 

Hs.210958 

Hs.20237 

Hs.35089 

Hs.201500 

Hs.93836 

Hs.89135 

Hs.85762 

Hs. 18259 



AB040884 
AB040919 
AB040922 
AB040929 
AB040942 
A8040959 
AB040961 
AB040974 
AB044661 



Hs. 142838 AB044971 
Hs. 140720 AB045118 



70591 gn 
7959232 
7959238 
7959252 
7959278 
7959318 
7959322 
7959348 
11094140 

13699901 

13365650 



mRNA for KIAA1267 protein, partial 
cds/cds=(94,3411) 
mRNA for KIAA1286 protein, partial 
cds /cds={1 97,3841) 
mRNA for KIAA1292 protein, partial 
cds /cds={0, 1788) 

acid-inducible phosphoprotein (OA48- 
18), mRNA/cds={275,445) 
LPS-induced TNF-alpha factor (PIG7), 
mRNA/cds=(233,919) 
advanced glycosylation end product- 
specific receptor (AGER), mRNA 
/cds=(0,1214) 

mRNA for RERE, complete cds 
/Cds=(636,5336) 
hypothetical protein FLJ20548 
(FU20548), mRNA/cds=(167,1432) 
mRNA for K1AA1363 protein, partial 
cds /cds=(0, 1293) 
mRNA for KIAA1369 protein, partial 
cds /cds=(0, 1963) 
mRNA for KIAA1370 protein, partial 
cds /cds=(49,3372) 
mRNA for KIAA1375 protein, partial 
cds /cds=(0, 1640) 
mRNA for KIAA1376 protein, partial 
cds/cds=(143,1456) 
mRNA for KIAA1380 protein, partial 
cds/cds=(0,3798) 
hypothetical protein FLJ14775 
(FLJ14775), mRNA /cds=(171 ,533) 
mRNA for KIAA1387 protein, partial 
cds7cds={0,2852) 
mRNA for K1AA1387 protein, partial 
cds/cds=(0,2852) 
mRNA for KIAA1407 protein, partial 
cds /cds=(0,2235) 
mRNA for KIAA1423 protein, partial 
cds /cds=(0, 1851) 
GASC-1 mRNA, complete cds 
/cds=(1 50,3320) 
up-regulated by BCG-CWS 
(LOC64116), mRNA /cds=(477,1 859) 
solute carrier family 7, (cationlc amino 
acid transporter, y+ system) member 11 
(SLC7A11), mRNA/cds=(235,1740) 

mRNA for KIAA145 i protein, partial 
cds /cds=(0, 1467) 
mRNA for KIAA1486 protein, partial 
cds /cds=(1 1,2044) 
mRNA for KIAA1489 protein, partial 
cds/cds=(16ig,3l54) 
mRNA for KIAA1496 protein, partial 
cds /cds={0,2763) 
mRNA for KIAA1509 protein, partial 
cds /cds=(0,3982) 
mRNA for KIAA1526 protein, partial 
cds /cds=(0,2892) 
mRNA for KIAA1528 protein, partial 
cds /cds=(4,2226) 
mRNA for KIAA1541 protein, partial 
cds/cds=(908,2341) 
XPA binding protein 1; putative 
ATP(GTP)-bj n ding protein (NTPBP) 
mRNA /cds=(24,1 148) 
nucleolar protein interacting with the 
FHA domain of pKi-67 (NIFK), mRNA 
/cds=(54,935) 

FRAT2 mRNA, complete cds 
/cds=(1 29,830) 



PCT7US01/47856 



GTGGGGGATGGGGGTTAAAAAGTAG 

AGAACCTCCTTTCTGTTCAACTAAT 

CAGGTGAGTAGTTGCCGCGTAATATC 

ATTGGAGTACATTCTTTATACTGT 

CCCCAACCTTATTCTGTGTGTAGACA 

TTGTATTCCACAATTTTGAATGGC 

CGAATGGCTTAAACTAATTTGCTATG 

ATCCTCTAACACCGAAATTTCCCA 

A GAGG GAATCAGAAAAATGCCAAGC 

CTTTTCTCTTTGAATGTGCTATTTT 

CACCCTTCTCTGTTAACCTTGTGCCT 

GTCTCCTGTATGATCACATCACCA 

TGTGTCTCTGTCGCGTCTGCTGTGAA 

GCACATGATGCTCTATTTATTGTA 

TGAGAGTAAGCACATGACAGCGTCTG 

CTTGCGTTGTGTCTGTTTTATGTT 

TCGTGTGAATCAGACTAAGTGGGATT 

TCATTTTTACAACTCTGCTCTACT 

TGCAACG AATATG GATACCACATAGT 

ACTTTG GTGTTACCTGCTTTTGAA 

AGAACTGAATCAGTCGGAGGAACCT 

GAGG CAGGCG AGAGTAGTACTGGAG 

TTGCCATGAGATAACACAGTGTAAAC 

AGTAGACACCCAGAAATCGTGACT 

GCTGTTAGGCTAAGAGGGTGCAGGG 

CTAGACACGAAGCTTAAACTATTCA 

CCAGTGTGGAGGTAG CAAAGCATCTA 

TCTATTCTGAATCATGTTTGGAAA 

GCCAGTATGCCACAGAATGTCCTAAA 

CCCTTGCTGCCTCTTATCAAAACC 

TTTGTACTGTTGAAACCACTTCATTG 

GACATGTTGCAATAGCAAAACCCC 

AGGGGGAACATTGTAAAGAAACAAAA 

AGGTCCAGATGAATGTATGCTAGA 

GGTGCTGAATATGTCCTTGTAGGCTC 

TGTTTTAAGAAA ACAA TATGTGGG 

ACATTGGCTTGCTTTTGTTAAAGTGC 

AAGTGTTACATATGGCTTTGTACA 

TTGGTAGTGTCAGCGGGCACCTTTTA 

CACCTTCTAGTAGCTCAAGCTAGT 

TCCTGGAATCGTTTAATCTAAAGCAG 

TTTCCCCTGTTTTGGAGATTTTGT 

TCCTGGAATCGTTTAATCTAAAGCAG 

TTTCCCCTGTTTTGGAGATTTTGT 

TGAGAAAGTCCTGTGCAGTCCTGAGA 

TGATT ACTC TTATTTGGTGTG CTG 

TCGTCTTTTGCGAATGGCTTAATTCT 

GACACTACCTTTCTGGGAAATGTT 

TTTGATTGTGTCTGATGG GAACTGAG 

TTGTTG G CCTTTGTGAAATG AAAT 

TTGACAAAGCCCAACAATGATCTCAG 

GAATTACATTTTCCAACAGACCAA 

ACCTGTCACG CTTCTAGTTG CTTCAA 

CCATTTTATAACCATTTTTGTACA 



TCCTTAAGGTG CACAGTAAATGTACA 

GATAGTTATAGGCCACTGTTTTGT 

AGCTCATATGMCACTGCTCTGAACT 

CCTCTGACTTAGCATTCAACTTAA 

CATGACAAACATTACTAGCATGTTCA 

ACTGCACCATGTTCTGGCACTGTA 

ACCTCTTTCCTAC CAATTTCACATTTT 

GCAGAAACTTGTTCACATTTCCA 

GGGTTGTGTATTAAATAGCCATTCAT 

TCTGGAACTCAAGGACAGGACTGT 

GCCTTGCAGGTGACCAGCAGTGTCA 

TTGTATTTATATACAGAGCTTATGA 

CTG GACGGGCGTGG GTTCTGGGTCA 

GCTTCTTTTACCTCAATTTTGTTTG 

AAAGTCTGAG GTGTGG AAC AGTTATT 

TAAGCATTAGTCAACCCTGGTCCT " 

TGGG C AAGACATG ATTAATG AATCAG 

AATCCTGTTTCATTG GTGACTTGG 

CCTGTGTAAAAGAAGAAATACAAGAG 
ACTCAAACACCTACACATTCACGG 

TGGCTTGTTCATCCTCCAGATGTAGC 
TATTGATGTACACTTCGCAACGGA 
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584 


Table 3A 


Hs.127270 


AB046765 


585 


Table 3A 


Hs.65641 


AB046766 


586 


Table 3A 


Hs.323822 


AB046771 


587 


Table 3A 


Hs.323822 


AB048771 


588 


Table 3A 


Hs.17767 


AB046774 


589 


Table 3A 


Hs.44054 


AB046785 


590 


Table 3A 


HS.16864Q 


AB046801 


591 


Table 3A 


MS. 129750 


AB046805 


592 


Table 3A 


Hs. 18587 


AB046808 


593 


Table 3A 


Hs.11123 


AB046813 


594 


Table 3A 


Hs.343582 


AB046825 


595 


Table 3A 


Hs.222746 


AB046830 


596 


Table 3A 


Hs.6639 


AB046844 


597 


Table 3A 


Hs.288140 


AB046857 


598 


Table 3A 


Hs.44566 


AB046861 


599 


Table 3A 


Hs.82113 


AB049113 


600 


Table 3A 


Hs.323463 


AB051480 


601 


Table 3A 


Hs.19597 


AB051481 


602 


TaWe3A 


Hs.20281 


AB051487 


603 


Table 3A 


Hs.7076 


AB051492 


604 


Table 3A 


Hs.25127 


AB051512 


605 


Table 3A 


Hs.66053 


AB051540 


606 


Table 3A 


Hs.7187 


AB051544 


607 


Table 3A 


Hs.248367 


AB058677 


608 


Table 3A 


Hs.227400 


AF000145 


609 


Table 3A 


HS.8180 


AF000652 


610 


Table 3A 


Hs.147916 


AF000982 


611 


Table 3A 


HS.139S0 


Ar00u993 


612 


Table 3A 


Hs. 159523 


ArOuloZZ 


613 


Table 3A 


Hs.58435 


AF001862 


614 


Table 3A 


Hs.76918 


AF002020 


615 


Table 3A 


Hs.18792 


AF003938 


616 


Table 3A 


Hs.337778 


AF004230 


617 


Table 3A 


Hs.183805 


AF005213 


618 


Table 3A 


Hs.42915 


AF006082 



13568433 UDP-G!cNAc:betaGal beta-1>N- 

acetylglucosaminyltransferase 5 

(B3GNT5), mRNA/cds=(129,1265) 
1 00471 54 mRNA for KIAA1 545 protein, partial 

Cds/cds=(0,2445) 
10047156 hypothetical protein FLJ20073 

(FLJ20073), mRNA /cds=(16,1908) 
10047166 mRNA for KIAA1551 protein, partial 

cds/cds=(0,3750) 
1 00471 66 mRNA for KIAA1 551 protein, partial 

cds/cds=(0,3750) 
1 00471 72 mRNA for KIAA1 554 protein, partial 

cds /cds=(0,3963) 
1 00471 94 nlnein (GSK3B interacting protein) 

(N!N), mRNA/cds={202,6345) 
10047236 mRNA for KIAA1 581 protein, partial 

cds/cds=(0,1639) 
1 0047244 mRNA for KIAA1 585 protein, partial 

cds/cds=(27,1814) 
10047250 Homo sapiens, done MGC: 15071 

IMAGE:4110510, mRNA, complete cds 

/Cds= (977,221 2) 
10047260 mRNA for KIAA1 593 protein, partial 

cds/cds=(477,3338) 
10047284 RC6-HT0592-27030D-011-D11 cDNA 

10047294 mRNA for KIAA1610 protein, partial 

cds/cds=(0,1456) 
10047324 mRNA for KIAA1624 protein, partial 

cds/cds=(0,1800) 
10047350 mRNA for KIAA1637 protein, partial 

cds/cds=(0,1441) 
10047358 KIAA1641 protein (KIAA1641), mRNA 

/cds=(40,453) 
1 0257384 dUTP pyrophosphatase (DUT), mRNA 

/cds=(29 ( 523) 
12697930 mRNA for KIAA1693 protein, partial 

cds/cds={0,2707) 
1 2697932 mRNA for KIAA1694 protein, partial 

cds/cds=(0,2274) 
1269794$ mRNA for KIAA1700 protein, partial 

cds /cds=(1 08,21 80) 
12697954 mRNA for KIAA1705 protein, partial 

Cds /Cds=(1 71 3,3209) 
12697994 mRNA for KIAA1725 protein, partial 

cds/cds=(0,3129) 
12698050 mRNA for KIAA1753 protein, partial 

cds/cds=(0,2457) 
12698058 mRNA for KIAA1757 protein, partial 

cds/cds=(347,4576) 
14017778 MEGF1 1 protein (MEGF11), mRNA 

/cds=(159,306B) 
3095031 mitogen-activated protein kinase 

kinase kinase kinase 3 (MAP4K3), 

mRNA/cds=(360,3014) 
2795862 syndecan binding protein (syntenln) 

(SDCBP), mRNA/cds=(148,1044) 
2580549 DEAD/H (Asp-Glu-Ala-Asp/His) box 

polypeptide 3 (DDX3), transcript variant 

2, mRNA/cds=(856,2844) 
2580571 ubiquitously transcribed 

tetratricopeptide repeat gene, X 

chromosome (UTX), mRNA 

/cds=(26,4231) 
3930162 class-IMHC-restrictedTcell 

associated molecule (CRTAWI), mRNA 

/cds=(0,1181) 
2232149 FYN-binding protein (FYB-120/130) 

(FYB), mRNA/cds=(30,2381) 
2276462 Niemann-Pick disease, type C1 

(NPC1), mRNA /cds={1 23,3959) 
2897941 thioredoxin-like, 32kD (TXNL), mRNA 

/cds=(205,1074) 
23431 08 hypothetical protein FL J1 1 066 

(FLJ11068), mRNA /cds=(163,1 188) 
2843115 ankyrin 1, erythrocytic (ANK1), 

transcript variant 3, mRNA 

/cds=(84,5726) 
2282029 ARP2 (actin-related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 



AACTATCAGCTTGGATGGTCACTTGA 
ATAG AAG ATG GTTATACACAGTGT 

CCACGGTGGACCCTGTTTGTTTTAAA 

TATTCTGTTCCCATGTCAATCAGT 

TTGTGTAG GAAACTTTTGC AGTTTG A 

CACTAAGATAACTTCTGTGTG CAT 

ACTCAAATCAGTTAGCTTCAAACAAA 

AACGAAAGTTAGACCAAGGGAACG 

ACTCAAATCAGTTAGCTTCAAACAAA 

AACGAAAGTTAGACCAAGGGAACG 

TTGTGTGCTGTGCTTCAAAGCCTTAA 

CTGTCAAATCTTG CATTATCTTGT 

ACATTATCATGGCATGACTTAAGGGA 

AC ATTGGTTTGTG AAG G AAAAACA 

TGTGTGACTTTCATGCTTCTGGGGTT 

G G AG CTTAAAGATC C AAACTGAGA 

TGCTGGTATTCTCACTGCCACATTTTT 

GGAAACCTGTATTACACCTTAAA 

TTGAGTGTCTGCAGCAGCCCTGGACT 

TCCAGA CTTCTATCA CATGAGAAA 

TG GTGCTG ATGCTTAGTTGTCTC ATG 

CCATTAAATTGTAAAAGTGAGTTG 

GG AGGTC AGTTGATTTC CCC AGGTAC 

ATTCATGGTGTGACAGACACATGG 

AGATCCTTTCAGTCCCTAGACCTCCA 

TTCACTCTGTTTCTCTTCTGCTGG 

GATCCGATCATGGTGATGTACGGGG 

TGAATTCTCTTGCCGTGTTGCAAAT 

ATGGTTTCAAAATTCAAGGTCCCCAA 

ATGGCAGCATTTTATGTTCTGACC 

CAAGTATGTATGCAACTTTGCACACC 

AACAACTGTTAATCTGTAGCTAGT 

TGGTGATTCTCC AG GCCATTTAATAC 

CCTGCAATGTAATTGTCCCTCTGT 

TTCTGCCTCAATGTTTACTGTGCCTTT 

GTTTTTGCTAGTTTGTGTTGTTG 

ACTACTGTCACGTAGCTGTGTACAAA 

GAGATGTGAAATACTTTCAGGCAA 

TGTTGAACGGTTAAACTGTGCATTTC 

TCATTTTGATGTGTCATGTATGTT 

AATGGTCAAGGTTCAGCATATTCTAT 

ATGAAGATCACAAG GTG GTATCGT 

TGTGAACTTGTGCG CAAATGTG CAG A 

TTCAATGTTCTTGTTACAGATTGA 

CCCCTTGGGCTCAGCACGAAAGGGC 

TTTCAATGAATTAAGTGAAAACTTT 

AATGAGTTGTGTTGAAGCCTCCGTCT 

CCCATCCTTGCCTGTAGCCCGTAG 

AGCCTAAACATGTATACTGTGCATTTT 

ATGGGTGACTTTGAAAGATCTGT 

ACC AGGTTTTAGCAAAATG CAC ACTT 

TTGGCTCTTTTTGGTATATGTTCT 

CCTGACTCCTCCTTGCAAACAAAATG 
ATAGTTGACACTTTATCCTGATTT 
TTGTATTGGCATAATCAGTGACTTGT 
ACATTCAGCAATAGCATTTGAGCA 

TTGTTAAGTTG CAATTACTG C AATGA 
CAGACCAATAAACAATTGCTGCCA 



ACAGCAAACTTTGGCATTTATGTGGA 
GCATTTCTCATTGTTG GAATCTGA 

TGGTCATTCTGCTGTGTTC ATTAG GT 
GCCAATGTGAAGTCTGGATTTTAA 
GGCATGAAATGAGGGACAAAGAAAG 
CATCTCGTAGGTGTGTCTACTG G GT 
AATCTTGACACATGCAATTGTAAATAA 
AAGTCACCACTTTTGCCAAGCTT 
TG ATGC CTTCATCTGTTCAGTC ATCT 
CCAAAAACAGTAAAAATAAC C ACT 
GG CC AAGCTG AATGCCATG AATATCA 
GTGAG ACG CGTTATAAGG AATCCT 

CCTGCCAGTGTCAGAAAATCCTATTT 
ATGAATCCTGTCGGTATTCCTTGG 
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Table 3A 


Hs.225977 


AF012108 
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Hs.334874 


AF0 12872 
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Hs.1 99291 


AF015041 
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Hs.51233 


AF016266 
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HS.76807 


AF016270 
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Hs.104624 


AF016495 
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Hs.10958 
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Table 3A 


Hs.108809 


AF026292 
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Table 3A 


Hs.168103 


AF026402 
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Table 3A 


Hs.9573 


AF027302 




I SDie OA 


nS.looIoZ 


Ar031167 
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Table 3A 


Hs.170133 


AF032885 


838 


Table 3A 


Hs.74276 


AF034607 


639 


Table 3A 


Hs.1 06890 


AF035306 
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Table 3A 


HS.1 84697 


AF035307 


641 


Table 3A 


Hs.278589 


AF035737 


642 


Table 3A 


Hs.8257 


AF035947 


643 


Table 3A 


Hs.6900 


AF037204 


644 


Table 3A 


HS.1 55489 


AF037448 


645 


Table 3A 


Hs.1 2311 


AF038202 


646 


Table 3A 


Hs.76807 


AF038564 


647 


Table 3A 


Hs.303627 


AF039575 


648 


Table 3A 


Hs.29417 


AF039942 


649 


Table 3A 


Hs.8185 


AF042284 


650 


db mining 


Hs.298727 


AF042838 


651 


Table 3A 


Hs.82280 


AF045229 
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Table 3A 


Hs.62112 


AF046001 



Table 8 

2282037 actin related protein 2/3 complex, 

subunit 3 (21 kD) (ARPC3), mRNA 

/cds=(25,561) 
2282041 actin related protein 2/3 complex, 

subunit 5 (16 kD) (ARPC5), mRNA 

/cds«(24,479) 
2645428 chromodomain helicase DNA binding 

protein 1 (CHD1), mRNA 

/cds=(163.5292) 
2245670 spectrin SH3 domain binding protein 1 

(SSH3BP1), mRNA /cds«(81,1607) 
2852635 cDNA FL J1 0257 fts, clone 

HEMBB1000887 /cds=UNKNOWN 
2266928 RNA polymerase I subunit (RPA40), 

mRNA /cds=(22, 1050) 
2331249 nuclear receptor coactivator 3 

(NCOA3), mRNA/cds=(183,4421) 
2326226 phosphatidylinosito! 4-kinase 230 

(pi4K230) mRNA, complete cds 

/cds=(0,6134) 
41 02706 NUMB-R protein (NUMB-R) mRNA, 

complete cds 7cds=(209,2038) 
2529562 TRAIL receptor 2 mRNA, complete cds 

/cds=(1 17,1439) 
2655005 major histocompatibility complex, class 

II, DR alpha (HLA-DRA), mRNA 

/cds=(26,790) 
5560598 aquapcrin 9 (AQP9), mRNA 

/Cds=(286,1173) 
2460317 RNA-binding protein regulatory subunit 

(DJ-1), mRNA/cds=(20,589) 
41 02966 pre-mRNA splicing SR protein rA4 

mRNA, partial cds /cds=(0,3473) 
2559009 chaperonin containing TCP1 , subunit 7 

(eta) (CCT7), mRNA/cds=(68,1699) 
2655201 prp28, U5 sn RNP 1 00 kd protein (U5- 

100K), mRNA /cds=(39,2501) 
2522533 ATP-binding cassette, sub-family F 

(GCN20), member 1 (ABCF1), mRNA 

/cds=(94,2517) 
27391 59 interleukin 1 5 (IL1 5), mRNA^ 

/cds=(31 6,804) m 
2895491 forkheadboxOIA 

(rhabdomyosarcoma) (FOX01A), 

mRNA /cds=(385,2352) 
4426566 chloride intracellular channel 1 

(CL1C1), mRNA/cds=(236,961) 

2661067 clone 23771 mRNA sequence 
/cds=UNKNOWN 

2661 068 done 23785 mRNA sequence 
/cds=UNKNOWN 

2827179 general transcription factor II, i (GTF2I), 

transcript variant 1, mRNA 

/cds=(370,3366) 
9695283 cytokine-inducible inhibitor of signalling 

type 1 b mRNA, complete cds 

/cds=(31 31,3925) 
2906012 ring finger protein 1 3 (RNF13), mRNA 

/cds=(1 51,1296) 
3037012 NS1 -associated protein 1 (NSAP1), 

mRNA /cds=<204, 1892) 
2795923 done 23570 mRNA sequence 

/cds=UN KNOWN 
2708328 major histocompatibility complex, class 

II, DR alpha (HLA-DRA), mRNA 

/cds=(26,790) 
2773157 heterogeneous nuclear 

ribonucleoprotein D (AU-rich element 

RNA-binding protein 1, 37kD) 

(HNRPD), transcript variant 1, mRNA 

/cds=(285,1352) 
4730928 HCF-binding transcription factor 

Zhangfei (ZF), mRNA/cds=(457,1275) 
5256829 CGI-44 protein; sulfide dehydrogenase 

like (yeast) (CGI-44), mRNA 

/cds=(76,1428) 
281 5887 MEK kinase 1 (MEKK1) mRNA, partial 

cds/cds=(0,4487) 
2906029 regulator of G-protein signalling 10 

(RGS10), mRNA/cds=(43,546) 
2895869 zinc finger protein 207 (ZNF207), 

mRNA/cds=(202,1638) 



1 TCAAG AATTTG GGTG GGAGAAAAGAA 
AGTGGGTTATCAAGG GTG ATTTG A 

1 CAAACTGG TGCAGA AATTCTATAAAC 
TCTTTGCTGTTTTTGATACCTGCT 

1 GCTACTTGTTTACATTGTACACTGCG 
ACCACCTTGCCGCTTTTCATCACA 

1 ACTGGATGCTACAGACTTATAACAGC 

ATAGTGAATGGTAAGACTAGTGCA 
1 CCTCCCCTATGCCTCAGCCCCATCTC 

TGCTCCTGTTTGAATTTTGTTATT 
1 CCAGTGTGACTAGG GATCCTGAGTTT 

TCTG GG ACAATTCCAG CTTTAATC 
1 TGACCCTTCTTTAAGTTATGTGTGTG 

GGGAGAAATAGAATGGTGCTCTTA 
1 GTGTGAGTCCTCTGTTTGCACTG G AC 

ATATTCCCTACCTGTCTTATTTCA 

1 AGGG GAA GGGGT GCCTGG CG GGTAC 
TTTTCTATCTTTTATTTCCAGATTT 

1 TCATGCTTCTGC CCTGTCAAAGGTCC . 
CTATTTGAAATGTGTTATAATACA 

1 AGCTAGCAGATCGTAGCTAGTTTGTA 
TTGTCTTGTCAATTGTACAGACTT 

1 AGCCCAGAATTCCCAAAGGCATTAGG 

TTTCCCAACTGCTTTGTGCTGATA 
1 GTGTCTATACATTTCTAAGCCTTGTTT 

GCAGAATAAAC AG G GCATTTAGC 
1 TAGAGGTGTACAGATGCTATATTATA . 

TCCGCTCCCGGTGTACTGCAGCCC 
1 TTTTACAAGGAAGGGGTAGTAATTGG 

CCCACTCTCTTCTTACTGGAGGCT 
1 ACACGGTGAACTGGCTGTGTCCATCT 

TTGTCACTGAGTGAAATCTCTGTT 
1 TGAG GACTTGG GGCAGGAAAGGAAT 

GCTGCTGAACTTGAATTTCCCTTTA 

1 TCAGACCTTGGATCAGATGAACTCTT 
AGAAATGAAGGCAGAAAAATGTCA 

1 CCACGTTCTTGTTCCGATACTCTGAG 
AAGTGCCTGATGTTGATGTACTTA 

1 GCCTGGGTCAGATTTTTATTGTGGGG 

TG GGATGAGTAGGACAACATATTT 
1 GGGTGCCCACCTGCATGTGAAGGGG 

AGGCAGTTCTCAATTTATTTCAATA 
1 CAGTCACTGGGTCTATATTAAACAGC 

AACCAGAGCAACAAATGGCAAACA 
1 TGACATGGTAGCAGAAATAGGCCCTT 

TTATGTGTTGCTTCTATTTTACCT 

1 AGCAAAGAACAGTTTGGTGGTCTTTT 
CTCTTCCACTGATTT7TCTGTAAT 

1 AGCCCTGCTAAACTATGTACAGAGGA 

AACTGTTCAAGTATTGGATTTGAA 
1 TGTCAACGATGTTTCCAGTAGTGTTT 

AGA TTTGG TGTCTTCAAAGGTAGT 
1 GGCTTTTTGCCCATCAAGAATAAAAA 

G AAATAAAACCAAAGGGTTAC C G G 
1 TGCCTGTTG CACATCTTGTAAAATTG 

GACAATGGCTCTTTAGAGAGTTAT 

1 TGCGGCTAGTTCAGAGAGATTTTTAG 
AGCTGTGGTGGACTTCATAGATGA 



1 AATGGAAGGATTAGTATGGCCTATTT 
TTAAAGCTGCTTTGTTAGGTTCCT 

1 CCATGTGGGCTACTCATGATGGGCTT 
GATTCTTTGGGAATAATAAAATGA 

1 AACGAGGCCAGTGGGGAACCCTTAC 
CTAAGTATGTGATTGACAAATCATG 

1 CCTCTCAGGACGTGCCGGGTTTATCA 
TTGCTTTGTTATTTGTAAGGACTG 

1 CCACTGCCTGAAAGGTTTGTACAGAT 
GCATG CCACAGTAG ATGTCCACAT 
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Hs.60785 AF047442 3335139 
Hs.40323 AF047472 



Hs.241520 AF047002 2896145 transcriptional coactivator ALY mRNA, 
partial cds /cds=(D,7rj1) 

Hs.132904 AF047033 5051627 sodium bicarbonate cotransporter 3 
(SLC4A7) mRNA, complete cds 
/cds=(71,3715) 

SEC22, vesicle trafficking protein (S. 
cerevlsiae)-like 1 (SEC22L1), mRNA 
/cds=(1 19,766) 
2921872 BUB3 (budding uninhibited by 

benzimidazoles 3, yeast) homolog 
(BUB3), mRNA /cds=(70,1056) 
Hs.26584 AF051782 2947237 diaphanous 1 (HDIA1) mRNA, 

complete cds fcds=(0,3746) 
Hs.313 AF052124 3360431 secreted phosphoprotein 1 

(osteopontin, bone sialoprotein I, early T- 
lymphocyte activation 1) (SPP1), mRNA 
/cds=(87,989) 

Hs.227949 AF052155 3360466 SEC13 (S. cerevlsiae)-like 1 

(SEC13L1), mRNA/cdS=(60,1028) 

Hs.1 15770 AF053712 3057145 tumor necrosis factor (ligand) 

superfamily, member 11 (TNFSF11), 
transcript variant 1 , mRNA 
/cds=(156,1109) 

Hs.178710 AF054174 3341991 clathrin, heavy polypeptide (He) 
(CLTC), mRNA/cds=(172.5199) 

Hs.233952 AF054165 4092057 proteasome (prosome, macropain) 

subunlt, alpha type. 7 (PSMA7), mRNA 
/cds=<24,770) 

Hs.158164 AF054187 4092059 transporter 1 , ATP-b!ndlng cassette, 
sub-family B (MDR/TAP) (TAP1), 
mRNA/cds=(30,2456) 

Hs.334826 AF054284 4033734 splicing factor 3b, subunit 1, 155kD 
(SF3B1), mRNA/cds=(0,3914) 

Hs.1313i AF055581 3845720 lymphocyte adaptor protein (LNK), 
mRNA/cds=(357,2084) 

Hs.278501 AF056322 3252910 SPG-100 (SP100) gene, partial cds; 

and high mobility group 1-Rke protein L3 
(HMG1L3) retropseudogene sequence 
/cds=(0 ( 617) 

Hs.6856 AF056717 3046994 ash2 (absent, small, or homeotic, 
Drosophila, homolog)-tike (ASH2L), 
mRNA/cds=(4,1890) 
4335936 ubiquitirvconjugating enzyme E2L 6 

(UBE2L6). mRNA/CdS=(47,508) 
4335940 leucine aminopeptldase (LOC5105B), 

mRNA /cds«(1 66, 1745) 
6933863 protein kinase, lysine deficient 1 

(PRKWNK1), mRNA /cds=(0,7148) 
120D2013 antigen identified by monoclonal 

antibody MRC OX-2 (MOX2), mRNA 
/cds=(57,866) 
4071 360 MY047 protein (MY047), mRNA 

/cds=(84,479) 
3283355 tumor necrosis factor (ligand) 

superfamily, member 14 (TNFSF14), 
mRNA/cds=(48,770) 
Hs.83530 AF064839 4206051 map 3p21; 3.15 cR from WI-9324 
repeat region, complete sequence 
/cds=UNKNOWN 
AF067008 3873220 dyskeratosis congenita 1 , dyskerin 

(DKC1), mRNA/cds={92,1636) 
AF067519 3850317 PITSLRE protein kinase beta SV1 

isoform (CDC2L2) mRNA, complete cds 
/cds={79,2412) 

Hs.307357 AF067529 3850337 PfTSLRE protein kinase beta SV1 

isoform (CDC2L2) mRNA, complete cds 
/cds={79,2412) 

Hs.268763 AF068235 4321975 Breakpoint cluster region protein, 
uterine leiomyoma, 1; barrier to 
autolntegration factor (BCRP1). mRNA 
/cds={507,776) 

Hs.341182 AF068836 3192908 602417256F1 cDNA, 5' end 

/clone=IMAGE:4536829 /clone_end=5' 



Hs.169895 
Hs.182579 
Hs.1 84692 
HS79015 

Hs.11000 
Hs.129708 



HS.4747 
Hs.307357 



AF061736 
AF061738 
AF061944 
AF063591 

AF063605 
AF064090 



TTTTG GGATAAATTTTACTGGTTGCTG 
TTGTGGAGAAGGTGGCGTTTCCA 
TGAAGTATAAGCCTCTACTGGGTCTA 
TATTGTGAATCATCCTGCCTTTCA 

CTCGTCTATTGGCCCCTGTAGAAAGT 
TAACCTTTGTTGTTTTCCTTTTAT 

TCCCCTTCTGTCCCCTAGTAAGCCCA 
GTTGCTGTATCTGAACAGTTTGAG 

AAAC CTATTTCCCTTGCCTCATAG GC 
TTCTG GGATGTCATCACCTCCAGT 
G AATTTG GTG GTGTC AATT G CTTATTT 
GTTTTCCCACGGTTGTCCAGCAA 



CTATTITGGGTCATTTTTATGTACCTT 
TGGGTTCAGGCATTATTTGGGGG 
TAATTGTTGAACAGGTGTTTTTCCACA 
AGTGCCGCAAATTGTACCTTTTT 



CC C CCTCAGAAGAATCATGAATTTGC 
AACAGACCTMTTTTTGGTTACTT 
G G C CTTTC CATTCC ATTTATTCACACT 
GAGTGTCCTACAATAAACTTCCG 

TGGTGTCTCAAAGGAGTAACTGCAGC 
TTGGTTTGAAATTTGTACTGTTTC 

TGCCAGTAGTGACCAAGAACACAGTG 

ATTATATACACTATACTGGAGGGA 

AGGACACATCTGACATCCTGTGTTTG 

GTTAAAATATACAGCACATTGTGA 

TGG GGGTTGTAAATTGGCATGGAAAT 

TTAAAGCAGGTTCTTGTTAGTGCA 



TGTGAAAGAAACTTGCTTGCAG CTTT 
AACAAAATGAGAAACTTCCCAAAT 

GTATATATCCTC CAGCATTCAGTCCA 
GGGGGAGCCACG GAAAC C ATGTTC 
TGTGATGCTAGGAACATGAGCAAACT 
GAAAATTACTATGCACTTGTCAGA 
AACCCAGTATATCTGTGTTATCTGAT 
GGGACGGTTGACAGTGGTCAGGGA 
ATC CAGTGGCCTAGGAATTAAAGTGT 
TGTTGTTTTTG CTG TTAAATTG GA 

GCATTGGCAGCATTGTGTCTTTGACC 
TTGTATACTAGCTTGACATAGTGC 
TTTCATGGTGTGAAGGAAGGAGCGT 
GGTGCATTGGACATGG GTCTGACAC 

AG ACTGCACAACCAAGAAGTT ACTCA 
AAGCTCTGTGGGAGCCCCTGCCTG 

CAGTGCTCACCTAAATCCATCTGACT 
ACTTGTTCCTGTGCCCTCTTGTTT 
GTGACGACGACCTGAAGGAGACGGG 
CTTCCACCTTACCACCACGAACCAG 

AACAGGATAAAGCTCGCCGGGAATG 
G GAAAGACAGAAG AGAAGGGAAATG 

CCTCACCCCCACCCTCACTTTCAATC 
CGTTTGATACCATTTGGCTCCTTT 



ATGGAAAGATGTGGTCTGAGATGGGT 
GCTG C AAAGATCATAATAAAGTCA 
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681 Table 3A 

682 Table 3A 
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HS. 92384 AF070523 

Hs. 151 903 AF070525 

Hs.26118 AF070582 

Hs.108823 AF070635 



3764088 vitamin A responsive; cytoskeleton 1 
related (JWA), mRNA/cds=(89,G55) 

3387880 done 24706 mRNA sequence 1 
/cds=UNKNOWN 

hypothetical protein MGC1 3033 1 
(MGC13033), mRNA/CdS=(200.304) 
mRNA for KIAA1 823 protein, partial 1 
cds/cds=(52,1185) 



3387954 



3283905 



CCATGACTTCACAGACATGGTCTAGA 

ATCTGTACCCTTACCCACATATGA 

CTGTGAATGTTTGCAGTCTCCTACCG 

TCTCAACTACAGCTGCAGTTGCTA 

CAGCCTGAATTGCCTCTGGGAAGAG 

GGGTGGGAATGACTTTTCAATGTAC 

AATGGCCTAGAATTTGTG GTAGTTGC 

CAAAGAGGTTCTCCTAGGTGGTCT 



346 



WO 02/057414 



Table 8 



684 Table 3A 

685 Table 3A 

686 Table 3A 

687 Tabte3A 

688 Table 3A 

689 Table 3A 

690 Table 3A 

691 Table 3A 

692 Table 3A 

693 Table 3A 

694 Table 3A 

695 db mining 

696 Table 3A 

697 Table 3A 

698 Table 3A 

699 Table 3A 

700 Table 3A 

701 Table 3A 

702 Table 3A 

703 Table 3A 

704 Table 3A 

705 Table 3A 

706 Table 3A 

707 Table 3A 

708 Table ZA 

709 Table 3A 

710 Table 3A 

711 Tabfe3A 

712 Table 3A 



Hs.108112 AF070640 3283913 



Hs.76691 AF070673 

Hs.223615 AF070674 

Hs.112255 AF071076 

Hs.76095 AF071596 

Hs.18571 AF072860 



Hs.79877 
Hs.143648 

Hs.151411 

Hs.550 

Hs.4311 

Hs.169376 

Hs.107979 

Hs.36794 

Hs.8765 

Hs.168913 

Hs.327546 
Hs.211810 



AF072928 
AF073310 

AF075587 
AF076465 
AF079566 
AF080S77 
AF081282 
AF082569 
AF083255 
AF083420 

AF084555 
AF090693 



Hs.5437 AF090891 



Hs.1 92705 AF090927 6690220 



Hs.201675 AF091263 

Hs.241558 AF099149 

Hs.306357 AF103458 

Hs.184601 AF104032 

Hs.294603 AF104398 

Hs.7043 AF104921 

Hs.4876 AF105366 

Hs.167460 AF107405 

Hs.79335 AF1 09733 



Homo sapiens, histone fold protein 
CHRAC17; DNA polymerase epsilon 
p17 subunit, clone MGC:2725 
IMAGE2822216, mRNA, complete cds 
/cds~(80,523) 
3978241 stannln mRNA, complete cds 

;cds=(17S,441) 
3978243 RC2-BNQ074-1 50400-01 8-c08 cDNA 

4545098 nucleoporin 98kD (NUP98), mRNA 

/cds={124,5262> 
3851 531 immediate early response 3 (IER3), 

mRNA /cds=(1 1,481) 
3290197 protein kinase, interferon-inducible 

double stranded RNA dependent 

activator (PRKRA), mRNA 

/cds=(96,1037) 
391 621 5 myotubularin related protein 6 mRNA, 

partial cds /cds=(0,1 398) 
4511988 insulin receptor substrate-2 <IRS2) 

mRNA, complete cds /cds=(51 6,4532) 

3319325 KIAA0916 protein (K1AA0916), mRNA 
/cds=(146,14D71) 
phosducm (PDC), transcript variant 
PhLOP2, mRNA ycds=(5,358) 
SUMCM activating enzyme subunit 2 
(UBA2), mRNA/cds-<25,1947) 
RAG2 mRNA, partial cds /cds=(0,324) 

small membrane protein 1 (SMP1), 
mRNA /cds-(99,572) 
cyclin D-type binding-protein 1 
(CCNDBP1), mRNA /cds=(87, 1 172) 
RNA helicase-retated protein 
(RNAHP), mRNA/cdS=<17,2146) 
serine/threonine kinase 24 (Ste20, 
yeast homolog) (STK24), mRNA 
/cds=(78 % 1373) 

hypothetical protein MGC10786 
(MGC10786), mRNA/cds=(36,169) 
apoptosis-related RNA binding protein 
(NAPOR-3) mRNA, complete cds 
/cds=(67,1593) 

Taxi (T-cell leukemia virus type I) 
binding protein 1 (TAX1BP1), mRNA 
/cds={83,2326) 

PRO0457 protein (PRO0457), mRNA 
/cds-{985,1431) 



5430704 
4574148 
3551671 
4336324 
4206702 
3435311 
5326765 

5813858 
4249665 

6690159 



4140646 RNA binding motif protein 5 (RBM5), 

mRNA /cds=(148,2595) 
3930775 ariadne (Drosophifa) homolog 2 
(AR1H2), mRNA /cds=(144,1fi25) 
isolate donor N clone N168K 
immunoglobulin kappa light chain 
variable region mRNA, partial cds 
/cds=(0.303) 

L-type amino acid transporter subunit 
LAT1 mRNA, complete cds 
/cds=(66,1589) 
601657573R1 cDNA, 3' end 
/clone=lMAGE:3875611 /clone^end^' 



4378245 



4426639 



4063708 



9409793 



5108522 



5531903 
4568529 



713 Table 3A Hs.274472 AF113008 6642739 



succlnate-CoA llgase, GDP-forming, 
alpha subunit (SUCLG1), mRNA 
/cds=(31,1032) 
solute carrier family 12 
(potassium/chloride transporters), 
member 6 (SLC12A6), mRNA 
/cds=(51,3350) 

pre-mRNA splicing factor (SFRS3) 
mRNA, complete cds /cds=(95,589) 
SWl/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily d, member 1 (SMARCD1), 
mRNA /cds=(265,1 572) 
high-mobility group (nonhistone 
chromosomal) protein 1 (HMG1), 
mRNA/cds=(52,699) 



PCT/US01/47856 



1 CAGTGAAAAGTTTGTGAGTGAAGAAT 
GCTGAGAAGATTGTAATGCTTTGT 



TTGTCTCAAAGCTACCAAGTTTGTGC 

AATAAGTGGAAGGGATGTCATCCT 

ACATCGAAGGTGTGCATATATGTTGA 

ATG ACATTTTAG GGACATGGTGTT 

GGCTATCTCAGGCAATATGGCCAGCA 

CCTGGGTCTTTATGCATGAAGATA 

GCTGTCACGGAGCG ACT GTCGAGAT 

CGCCTAGTATGTTCTGTGAACACAA 

AGCTGCTGACTTGACTGTCATCCTGT 

TCTTGTTAGCCATTGTGAATAAGA 



CTCACAGGTGGACTGAGAAATCAGTT 
ACATCTTAAGTGACCTACAGGGTA 
GTGCATTGTATTTAGTCTGTATTGATC 
ATGGATGCCCTCCTTAATAGCCA 

CCTGTACAATTGCATCACGGGTGGG 

GATAAAAAGAGGAATATTCTGGTTT 

AAACAGAGCTGTCTTCAGCAACATTA 

TTAGTAGACAAAGAGGATGTGGAT 

ACTCAAGTTTTCAGTTTGTACCGCCT 

GGTATGTCTGTGTAAGAAGCCAAT 

TGACTCCTGCCAAGAAATCCTTTCTT 

AG AA G GTTGTTTG ATTA GTTTTGC 

TTGTATTATCTGCTTTGCTGATGTAGA 

CAAGAGTTAACTGAGTAGCATGC 

AAAGATTGTTGGTTAGGCCAGATTGA 

CACCTATTTATAAACCATATGCGT 

TGGTAACTGTTCCAG G A7TGCTCCAG 

GTTTGAGATGGTATTGCTAAATTT 

TGCACCTTGTAGTGGATTCTGCATAT 

CATCTTTCCCACCTAAAAATGTCT 

CACTAGCACTTGTGATGCAATAGAAC 
ACTTCGCCTGTACTGAAAGGGCCA 
ACGCAGGCTTTCCTATTTCTACAACT 
GATTGTACTTATGCATTTTGTACC 

CAGGAGCTACTTTGAGTTTGGTGTTA 
CTAGGATCAGGGTCAGTCTTTGGC 

TAGAGAGAGGCCCGTGGCCTGAGGT 
AGTGCAGAGGAGGATAGTAGAGCAG 

TTTTG GAAGATTTTC AG TC TAGTTG C 

CAAATCTGGCTCCTTTACAAAAGA 

AAGTTAATTGAGGCAATGTCATCTGC 

TCAAAGTTGAGTGGTTTATTCACA 

TTGCAGTGTATTACTGTCAGCAGTAT 

GGTAGCTCACCGTGGACGTTCGGC 



TATTCTGTGTTAATGG CTAACCTGTTA 
CACTGGGCTGGGTTG GGTAG GGT 

AAACTGAATGAGAGAAAATTGTATAA 
CCATCCTGCTGTTCCTTTAGTGCA 

TGACACTGGTCTTGCAGTACAACTGG 
AAGCCAAAACAAGGTGGAAGATGT 

GGTCAAGTATATTTGGACCTATTATC 
CTCGGCAAGCCAAGATGCAAACAT 



AGTTCACAATATGGTTCAAATGTAAC 
AGTGCAGAATTGAATATGGAGGCA 
TTGCATCTTTCCAGGAGAG CCTCACA 
TTCTTCTTCCAGGTTGTATCACCC 



GTGAGTCAGGAG CAGGAGCGTGCGG 
ACCAAAAATCCTCAGCCCTTACGAC 
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Hs.83583 


NM_005731 
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Hs.225939 
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Hs.184011 
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728 


Table 3A 


HS.1 11334 
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Hs.15259 


AF127139 
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Hs.304177 


AF1 30085 
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Hs.279789 


AF1 30094 
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Hs.6456 


AF130110 
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Hs.333555 


AF131753 
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Hs.64001 


AF131762 
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Hs.8148 


AF131856 
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Hs.301824 


AF132197 
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Hs.79933 


AF135162 
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Hs.160417 


AF137030 


742 
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Hs.70337 


AF1 38903 
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Hs.65450 
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db mining 


Hs.274509 


AF151103 
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Table 3A 


Hs.279918 


AF151875 



1 575566 ribosomal protein L5 pseudogene 

mRNA, complete cds /cds=UNKNOWN 

11640573 cDNA FLJ 14235 fis, clone 

NT2RP4000167 /cds=(82,2172) 
6855600 clone FLB2803 PRO0684 mRNA, 

complete cds /cds=(1 108,2364) 
6855600 clone FLB2803 PRO0684 mRNA, 

complete cds /cds=(1 108,2364) 
6855636 interleukin enhancer binding factor 2, 

45kD (ILF2), mRNA /cds=(39,1 259) 
795971 5 PRO0890 mRNA, complete cds 

/cds=(1 020,1265) 
8924006 hypothetical protein PRO1068 

(PRO1068), mRNA/cds=(1442,1750) 
7959856 tRNA isopentenylpyrophosphate 

transferase (IPT), mRNA 

/cds=(60,1040) 
7959862 PRO2013 mRNA, complete cds 

/cds=(1 35,380) 
5031 598 actin related protein 2/3 complex, 

subunit 2 (34 kD) (ARPC2), mRNA 

/cds=(84,986) 
4680228 DNb-5 mRNA, partial cds 

/cds=(0,1601) 
7670074 sialyltransferase 9 (CMP- 

NeuAc:lactosylceramide aIpha-2,3- 

sialyltransferase; GM3 synthase) 

(SIAT9), mRNA/cds={277,1365) 
6563255 pyrophosphatase (inorganic) (PP), 

nuclear gene encoding mitochondrial 

protein, mRNA /cds=(77,946) 
77701 36 Homo sapiens, eukaryotic translation 

elongation factor 1 gamma, clone 

MGC:4501 IMAGE:2964623, mRNA, 

complete cds /cds=(2278,3231) 
7770230 PRO2760 mRNA, complete cds 

/cds=UNKNOWN 

12698331 C/EBP-induced protein (LOC81558), 
mRNA/cds=(30,1391) 

5669089 mucosa associated lymphoid tissue 
lymphoma translocation gene 1 
(MALT1), mRNA /cds=(1 64,2638) 

7158285 unknown mRNA /cds=(0, 1261) 

6724085 BCL2-associated athanogene 3 
(BAG3), mRNA /cds=(306,2033) 
11493474 clone FLB8503 PR02286 mRNA, 

complete cds /cds=UNKNOWN 
11493492 histone deacetylase 3 (HDAC3), mRNA 

/cds=(55,1341) 
11493523 clone FLB6303 PR01633 mRNA, 

complete cds /cds=(2546,3097) 
4406571 cytoplasmic protein mRNA, complete 

Cds/Cds=(236,3181) 
4406584 clone 2521 8 mRNA sequence 

/cds=UNKNOWN 
4406702 selenoprotein T (LOC51 71 4), mRNA 

/Cds=(1 38,629) 
11493539. hypothetical protein PROI 331 

(PR01331), mRNA/cds=(422,616) 
7259481 cyclin I (CCNI), mRNA /cds=(0,1 133) 

6649056 transmembrane protein 2 (TMEM2), 

mRNA /cds=(1 48,4299) 
7767238 nectin-like protein 2 (NECL2) mRNA, 

complete cds /cds=(3,1331) 
10039550 reticulon 4a mRNA, complete cds 

/cds=(141,3719) 
71 0681 9 hypothetical protein (LOC51 245), 

mRNA/cds=(0,359) 

71 06829 hepatocellular carcinoma-associated 

antigen 59 (LOC51759), mRNA 

/cds=(27,896) 
5758 136 T-cell receptor aberrantly rearranged 

gamma-chain mRNA from cell line HPB- 

MLT /cds=UNKNOWN 
4929702 hypothetical protein (HSPC1 11), 

mRNA /cds=(62,598) 



TCACCTTATGCAATGTGAATTATCACT 
ACAGAACTCCATCTTACTCCAGA 

TTTGATGTAATATAACCTAACGTTGTG 

CTGGTACCTGTTTTACCATGTGT 

CTCCATCCCTGGCCCCCTCCCTGGAT 

GACATTAAAGAAGGGTTGAGCTGG 

CTCCATCCCTGGCCCCCTCCCTGGAT 

GACATTAAAGAAGGGTTGAGCTGG 

G GCTTAGCTG CC AGTCTC CC ATTTGT 

G AC CTATG CCATCCATCTATAATG 

GGCCCCAATGCCAACTCTTAAGTCTT 

TTGTAATTCTGG CTTTCTCTAATA 

TGTCAGGTTTGGGTCTTGGGTTCAAG 

TGTATATATTCCTGTAAGTTTCTT 

TG CATCGTAAAACCTTCAG AAGGAAA 

G GAG AATGTTTTGTG G ACCACTTT 

TTGACATTCTGCGAAAGCAACAAGCA 
AACTGAAGACCAACTCCTATGAGA 
C GCCTCTTCAGGTTCTTAAGGGATTC 
TCCGTTTTGGTTCCATTTTGTACA 

CCTTGTTGGACAGGGGGACAGGCTG 
CCTACTGGAATGTAAATATGTGATA 
TTTCTGAATGCCTACCTGGCGGTGTA 
TACCAGGCAGTGTCCCAGTTTAAA 



TGTGCAAGGGGAGCACATATTGGAT 
GTATATGTTACCATATGTTAGGAAA 

TCAAGTGAACATCTCTTGCCATCACC 
TAGCTG CCTGCACCTGCC CTTC AG 



CCGAGGAGAAGCGCGAGGGCTACGA 
GCGTCTCCTGAAG ATGCAAAAC CAG 

GCAGCTGTTTGAAGTTTGTATATTTTC 
C GTACTGCAG AGCTTACACAAAA 
GCCTGTGAAATAGTACTGCACTTACA 
TAAAGTGAGACATTGTGAAAAGGC 

GCTCTGATTGTACAAGAATTAC CTGT 

GCTA GTCAA GTTGTTG 1 1 1 1 ICCT 

CTGTCTTTTGTAGCTCTGGACTGGAG 

GGGTAGATGGGGAGTCAATTACCC 

GGTACAACCTTCAACTATTTCTTCCAT 

GCGGACCCCCTCCTGCCAAAAGA 

GCAATTCTCCCTGCGTCATGGATTTC 

AAGGTCTTTTAATCACCTTCGGTT 

CCTTCGCTTTAACATAGGTCTAATTTA 

7TTGCC GTGCCATTTTCCATACA 

TGGTTGGAAGTGGGTGGGGTTATGA 

AATTGTAGATGTTTTTAGAAAAACT 

ACCTTCCTCCAGGAAAAGCCATTCAA 

GCCTGATTATTTTTCTAAGTAACT 

CTGTATAGCTTTCCCCAC CTCCCAC A 

AAATCACCCAGTTAATGTGTGTGT 

GGGGTACCTGTGTTGAGTTGATAAAC 

ATTTCCATCTTCATTAAAACTGCT 

TGTC C AC CTTTGCAGCCTGTTTCTGT 

C ATGTAGTTTCAACAAGTG CTACC 

ATGCTACCTCAAAGTGCTACCGATAA 

ACCTTTCTAATTGTAAGTGCCCTT 

AG CACCC ATTCCG ACCATAGTATAAT 

CATATCAAAGGGTGAGAATCATTT 

TGTGGTTTAAGCTGTACTGAACTAAA 

TCTGTG GAATGC ATTGTGAACTGT 

ATTACGAAGATGAACCAGTAAACGAG 

GACATGGAGTGACTATCGGGGCGG 

TCCTC C AGCTGAC AGAAAAATCCAGG 
ATG AG ATCAGAAG G ATACTG GTGT 

TTTACACGCCCTGAAGCAGTCTTCTT 
TGCTAGTTGAATTATGTGGTGTGT 

GTTCACGGAAAAGCCAGAACCTGCT 
GTTTTCAGGGTGGGTGATGTAAATA 
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Hs.31323 


AF153419 
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Hs.296323 


AF 153609 
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Table 3A 


Hs.22350 


AF157116 
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Table 3A 


HS.5548 


AF1 57323 


752 


Table 3A 


Hs.19807 


AF161339 


753 


Table 3A 


Hs.259683 


AF161364 


754 


Table 3A 


Hs.1 80145 


AF161415 


755 


Table 3A 


Hs.339814 


AF161430 


756 


Table 3A 


Hs.284295 


AF161451 


757 


Table 3A 


Hs.284295 


AF161455 


758 


Table 3A 


HS.284162 


AF1 65521 


769 


Table 3A 


HS.2B3740 


AF173296 


760 


Table 3A 


NA 


AF173954 


761 


Table 3A 


Hs.81001 


AF174605 
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Table 3A 


Hs. 288836 


AF1 76706 


763 


Table 3A 


HS.250619 


AF182420 


764 


Table 3A 


Hs.279789 


AF1 87554 


765 


Table 3A 


Hs.49163 


AF189011 


766 


Table 3A 


Hs 1 08778 

I lo. 1 \I\J r ru 


AF1 89723 


767 


Table 3A 


Hs.1 02506 


AF193339 


768 


Table 3A 


Hs.1 79573 


AF193556 


769 


Table 3A 


Hs.1 26550 


AF195514 


770 


Table 3A 


Hs.56542 


AF195530 


771 


Table 3A 


Hs.44143 


AF197569 


772 


Table 3A 


Hs.1 60999 


AF198614 


773 


Table 3A 


Hs.26367 


AF202092 


774 


Table 3A 


Ms.l 32382 


AF204231 


775 


Table 3A 


Hs.1 97298 


AF205218 


776 


Table 3A 


Hs.1 55530 


AF208043 


777 


literature 


Hs.1 85708 


AF208502 


778 


Table 3A 


Hs.5862 


AF208844 


779 


Table 3A 


Hs.8291 1 


AF208850 


780 


Table 3A 


Hs.1 2830 


AF208855 


781 


Table 3A 


Hs.295231 


AF212224 


782 


Table 3A 


Hs.284162 


AF212226 


783 


Table 3A 


Hs.68644 


AF212233 


784 


Table 3A 


Hs.332404 


AF212241 



Table 8 

1 31 33509 IkappaBkinase complex-associated 

protein (IKBKAP) mRNA, complete cds 

/cds=(3 10,4308) 
5231 142 serum/glucocorticoid regulated kinase 

(SGK), mRNA /cds=<42, 1 337) 
8571911 cDNA: FU23595 lis, clone LNG15262 

/cds=UNKNOWN 
7588696 p45SKP2-like protein mRNA, complete 

cds/cds=(37,2061) 
6841091 rho-gtpase activating protein 

ARHGAP9 (ARHGAP9), mRNA 

/cds=(406,2658) 
6841 141 HSPC101 mRNA, partial cds 

/Cds=<0,556) 
6B41243 HSPC297 mRNA, partial cds 

/cds=(0,438) 
6841273 nt85d12.s1 cDNA 

/clone=IMAGE:1 205303 
6841315 HSPC333 mRNA, partial cds 

7cds=(0,443) 
6B41 323 HSPC333 mRNA, partial cds 

/cds=(0,443) 
9294748 60S ribosomal protein L30 isolog 

(LOC51187), mRNA/cds=(143,634) 
962251 6 DC6 protein (DC6), mRNA 

/cds=(161,466) 
6002958 Cloning vector pGEM-URA3 

61 64752 F-box protein Fbx25 (FBX25) mRNA, 

partial cds /cds=(0,61 8) 
6573265 hypothetical protein FU12673 

(FU12673), mRNA/cds=(2,1687) 
10197639 phorbolin-Bke protein MDS019 

(MDS019), mRNA /cds=(231,1385) 
6B53225 histone deacetylase 3 (HDAC3), mRNA 

/cds=(55,134l) 
8886721 ribonuclease HI (RN3) mRNA, 

complete cds /cds=(245,4369) 
6826913 calcium transport ATPase ATP2C1 

(ATP2C1 A) mRNA, complete cd3 

/cds=(202,2913) 
7341 090 eukaryotic translation initiation factor 2- 

alpha kinase 3 (EIF2AK3), mRNA 

/cds=(72,3419) 
6907041 collagen, type I, alpha 2 (COL1A2), 

mRNA /cds=(1 39,4239) 
1 1 225484 VPS4-2 ATPase (VPS42) mRNA, 

complete cds /cds=(201 ,1 535) 
973901 6 Homo sapiens, X-prolyl 

aminopeptidase (aminopeptidase P) 1, 

soluble, clone MGC:1 5561 

IMAGE:31398B8, mRNA, complete cds 

/Cds=(140,20l1) 
1 1 385353 BAF1 80 (BAF1 80) mRNA complete 

cds/cds=(96,4844) 
7582270 AV648418cDMA,3 , end ■ 

;clone=GLCBJC04 /clone^erx^ 
11493699 PC3-96 protein (PC3-96), mRNA 

/cds«(1 19,586) 
G800G1 0 OD-kDa Golgi protein (GM88) mRNA, 

complete cds /cds=(342,2237) 
12003206 NS1 -binding protein-like protein 

mRNA. complete cds /cds=(555,2483) 

6644296 lFI16b (IFI16b) mRNA, complete cds 

/Cds=(264,23l2) 
6630993 early B-cell transcription factor (EBF) 

mRNA, partial cds /cds=(0,1761) 
7582275 hypothetical protein (BM-002). mRNA 

/cds=(39,296) 
7582287 BM-008 mRNA, complete cds 

/cds=(341,844) 
7582297 hypothetical protein (LOC51 320). 

mRNA /cds=(67,459) 
9437514 CLK4 mRNA, complete cds 

/cds=(1 53,1 514) 
13445483 60S ribosomal protein L30 isolog 

(LOC51 1 B7), mRNA /cds=(1 43,634) 
131 82746 microsomal signal peptidase subunit 

mRNA, complete cds /cds=(57,635) 
13182760 CDA02 protein (CDA02), mRNA 

/cds=(2,183l) 



1 AGTGCTCTTGCTTTGGATAACTGTAA 
AGGGACCCATGCTGATAGACTGGA 

1 TGCCCCAGTTGTCAGTCAGAGCCGTT 

GGTGTTTTTCATTGTTTAAAATGT 
1 AAACCAATGGACAAACTTCTTG CTTC 

AAGGAACAAACTCTTAGGTTGGCA 
1 AAACATC ATGAGAGTG G AGG CCTGC 

CACCCAGAMGGCACATACTAGTGC 
1 AGTGGATTAACCCCTGCTTCTCTTCT 

TGTTCCCTGTTATCATTCCTCCCC 

1 GTCTGCTTATTCGTGTCTCTTACTAG 

GTTCAATTTCTTGGAGGCCGTGAT 
1 TGGC CTG ACTGAC ATGCAGTTCC ATA 

AATG CAGATGTTTGTCTCATTACC 
1 GCCAGACTTGAAAGAGGGCTCCAGA 

AAAAGTAGATG C GTATCTGTACAAA 
1 CGTCTTAATGTTCACCGTCCACAGCT 

TTGGAATAAACCATCCTGGGAAGT 
1 TTAATGTTCACCGTCCACAGCTTTGG 

AATAAACCATCCTGGGAAGTTGCT 
1 TCTAG CCCAG CATTGATCTAGAAGCA 

GAGGAATCCCAGCGCCTTTTAAAA 
1 TTGCTCAGCATG CCAGCCTTTAAG AT 

TGAATTAGATTGTGTTGTTGTGGT 
1 AAAAGGTATAG AAATGCTGGTTG GAA 

TGCTTATTTGAAAAAGACTGGCCA 
1 CTGCTTCACGCCTGTGTCTCCGCAGC 

ACTTCATCGACCTCTTCAAGTTTT 
1 AGAGCAGCTTGTGTATGTAAACGCTT 

CAGTGAACTTGCTAATGATCCAAT 
1 TCAAACCTACTAATCCAGCGACAATT 

TGAATCGGTTTTGTAGGTAGAGGA 
1 TCAACCTCCGTCATGTTTTAGAAACC 

TTTTATCTTTTCCTTCCTCATGCT 
1 TTTCCATCTGTGTCCCAGATTGTGAC 

CCTAGACTTTCAATTGACAAGTAA 
1 CATGTCGTTAGATGGAACATGGAAGC 

CATTGTCTAATCAACTCTATCATT 

1 ATGTAATCCTGTAG GTTGGTACTTCC 
CCCAAACTGATTATAGGTAACAGT 

1 TGAATGATCAGAACTGACATTTAATTC 
ATGTTTGTCTCGCCATGCTTCTT 

1 TTTGCACATTTTACATATGCTATGTGG 
TTGCCTTTGGGTTTTCTGTACAG 

1 TGGTCATGTTCCAGGTGCTAGTACAT 
CATTCATGATCACCTTAATGCTCA 



1 AGCATAAAGAGTTGTGG ATC AGTAG C 

CATTTTAGTTACTGGGGGTGGGGG 
1 TCAACACTTTGCTTTATTTGACACAAC 

CAGACTTTCTCAGTTCCTGTTCT 
1 ATGAAGAAAATCATTGAGACTGTTGC 

AGAAG GAGGGGGAGAACTTGGAGT 
1 ACTGAAAGACTTTTGCTTAAAGTGGC 

ATTATTGACTGCTGATGTGATGCT 
1 TTGGTTGGTAACTCTGTAATTCCTAA 

CTATC ACTGGTTTG GTTCTGGACT 

1 CCACCATATATACTAGCTGTTAATCCT 

ATGGAATGGG GTATTGG GAGTGC 
1 AGAGGAATCTGAAAGTGCAGGGTGTT 

GGTTAAAGTTGTACCTCCCAAGTA 
1 TTTTTCTCCATCCTGTTTCTAGCACAA 

AAATTTGCCTGCTGTGTTACAAA 
1 CAGATTGATTTGAAAGGTGTGCAGCC 

TGATTTAAAACCAAACCCTGAACC 
1 GCAACTAATAAGCCAAGGAATCGACA 

TATATTAGGTGCGTGTACTGTTTC 
1 TGTCCAGTGATAAATGTGATTGATCT 

TGCCTTTTGTACATGGAGGTCACC 
1 TCTAGCCCAGCATTGATCTAGAAGCA 

GAGGAATCCCAGCGCCTTTTAAAA 
1 AGGGAACAGTGTGGAGATGTTTTTGT 

CTTGTCCAAATAAAAGATTCACCA 
1 ACC C ATTGGTATACACAG AATATTCC 

TGTG CCCACACTTAATGTCAATCT 
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Table 8 



785 


Table 3A 


Hs.9414 


Ar^l / lyu 


1 1o26792 


MLEL1 protein (MLtL1) mRNA, 




Tablet **A 








complete cds /cds=(73,3099) 


7AA 


nS.2o6850 


AF 2208 56 


7107358 


cDNA: FU22528 fis, clone HRC 12825 












fcdS s UN KNOWN 


/ til 


Table 3A 




AF223469 


7578788 


TRAF and TNF receptor-associated 












protein (AD022), mRNA /cds=(16,1 104) 


768 


Table 3A 


Hs.79025 


AF226044 


9295326 


HSNFRK (HSNFRK) mRNA, complete 












cds /cds=(641,2938) 


789 


Table 3A 


Hs.1 12242 


AF228422 


12656020 


norma) mucosa of esophagus specific 












1 (NMES1), mRNA taJs=(1 89,440) 


790 


Table 3A 


Hs.55173 


AF231023 


7407145 


cadherin, EGF LAG seven-pass G-type 












receptor 3, flamingo (Drosophita) 












homotog (CELSR3), mRNA 












/cd&=(281, 10219) 


791 


Table 3A 


Hs.4788 


AF240468 


9992877 


nicastrin mRNA, complete cds 




Table 3A 








/cds=(142,2271) 


792 


Hs.196015 


AF241534 


9502099 


hydatid! form mole associated and 












Imprinted (HYMAI) mRNA, complete 












sequence /cds=UNKNOWN 


793 


Table 3A 


- Hs.81897 


AF241785 


12005486 


NPD012 (NPD012) mRNA. complete 




Table 3A 








CdS /CdS=(552,2252) 


794 


Hs. 153042 


AF244129 


10197718 


cett-surface molecule Ly-9 mRNA, 












complete cds /cds=(30,1 994) 


785 


Table 3A 


Hs.20697 


AF244137 


7670839 


host cell factor homolog <LCP), mRNA 












/cds-<316,1536) 


796 


Table 3A 


Hs. 14595 6 


AF246126 


8571416 


zinc finger protein mRNA, complete 












cds /cds=(1 073,31 33) 


797 


Table 3A 


Hs.239625 


AF246221 


7658294 


Integra! membrane protein 2B (fTM2B), 












mRNA/cds=(170,970) 


798 


Table 3A 


Hs.6289 


AF246238 


12005510 


hypothetical protein FU20886 




Table 3 A 








(FU20886), mRNA /0ds=(0,524) 


799 


Hs.81248 


AF248Q4B 


8248972 


CUG triplet repeat, RNA-bindtng 












protein 1 (CUGBP1), mRNA 












/cds=(1 37,1 585) 


600 


Table 3A 


Hs.81248 


AF248648 


9246972 


CUG triplet repeat, RNA-btndlng 












protein 1 (CUGBP1), mRNA 












/cds=(137,1585) 


801 


Table 3A 


Hs.1 83434 


AF248966 


12005668 


ATPase, H+ transporting, lysosomal 












(vacuolar proton pump) membrane 












sector associated protein M8-9 












(APT6M8-9), mRNA /cds=<1 02,1 1 54) 


802 


Table 3A 


Hs.24125 


AF251039 


7547030 


putative zinc finger prGte)n 




Table 3A 








(LOC51780), mRNA /cds=(744,4997) 


803 


Hs.103521 


AF254411 . 


9438032 


ser/arg-rich pre-mRNA splicfng factor 












SR-A1 (SR^AI)gene 


804 


Table 3A 


Hs.42949 


AF260237 


14009497 


hypothetic^ protein HES6 <HES6), 












mRNA/cds=(0,674) 


805 


Table 3A 


Hs.1 741 31 


AF2610B7 


9802305 


ribosoma! protein L6 (RPL6), mRNA 












/cds=<26 l 892) 


806 


Table 3A 


Hs. 1536 12 


AF261091 


10179833 


iron inhibited ABC transporter 2 mRNA, 












complete cds /cds=(! 1 1 .1 982) 


807 


Table 3A 


U a AAA Afl 

H9,44198 


AF263613 


8453173 


membrane-associated calcium- 












independent phospholipase A2 gamma 












mRNA, complete cds /cds= (225,2573) 


808 


i aoie oa\ 


nS. 107707 


A COOC41A 


12005961 


mitochondrial ribosomal protein S15 




Table 3A 


* 






(MRPS15), mRNA/cds={0,851) 


809 


Hs.8084 


AF267858 


12006038 


HT033 mRNA, complete cds 












/cds=(203,931) 


810 


Table 3A 


Hs.8084 


AF267856 


12003038 


HT033 mRNA, complete cds 












/cds=(203,93l) 


811 


Table 3A 


Hs.77690 


AF267883 


12006052 


RAB5B, member RAS oncogene family 


812 


Table 3A 


Hs.8203 






(RAB5B), mRNA/cds=(20,667) 


AF2691 50 


9755050 


nj unrein u ran e proiei/i &mpfu 












precursor isolog (LOC56889), mRNA 












/cds={19,1779) 


813 


Table 3A 


Hs.267288 


AF271994 


8515856 


dopamine responsive protein DRG-1 












mRNA, complete cds /cds=(1 5,938) 


814 


Table 3A 


Hs. 147644 


AF272148 


8575774 


zinc finger protein 331 ; zinc finger 












protein 463 (,7_NF361), mRNA 




Table 3A 








/cds=(376,l767) 


815 


Hs.339912 


AF277292 


9664852 


qh07h08.x1 cDNA, 3' end 












/ckme=IMAGE:l 844027 /ctone_end=3' 


816 


Table 3A 


Hs.267369 


AF279437 


10719561 


Interleukin 22 (IL22), mRNA 




Table 3A 








/cds=(7f,610) 


817 


Hs. 196270 


AF283645 


11545416 


folate transporter/carrier (LOC81034), 



mRNA /cds=(1 28,1075) 



TTGATGATACCACCAGTAAAAATAGG 

ATGTTTACCCCAAAACAAGTGTCA 

TTTCAACCGAAAGGGCAGATCCAATA 

GAAGACCCGCTCCTTAAATAAACA 

ACAGAGGCAAAGTTAAGCTTGATGAT 

GGTTAAAATCGGTTTGATAGCACC 

TGGTTGATTTCCCTCATTGTGTAAAC 
ATTGACAG GTATGTGAC AAATGGG 
CACAAACTAGATTCTGGACACCAGTG 
TGCGGAAATG CTTCTGCTACATTT 

GGCCCTCTTTCCTGTCTGTGTAAATT 
GTTCCGTGAAGCCGCGCTCTGTTT 



CACTGTCCTTTCTCCAGGCCCTCAGA 
TGGCACATTAGGGTGGGCGTGCTG 
AGGAGCTATGATTAGACTTCTGTTAG 
ACTTCCTCACTCTATCACCGACAT 

ACCCACTTTCTCCTTGGTAAAGCGTT 

TACTTAACAAAATAATACCCGAGA 

GTCACACATGACACAAGATGTACATA 

ATATCATGCTCACGCCTGGAGTGT 

ATGTGCATGTGAATGGCCTAGAGAAC 

CTATTTTTGTGTCTAAAGTTTACA 

AGATCCTGTCCTCCTTTAGCCTCACT 

AATCAAGTTGGGTCCTATCTTCCC 

AGTTGTTAGTTGCCCTG CTACCTAGT 

TTGTTAGTGCATTTGAGCACACAT 

AATCCTTTAACTCTGCGGATAGCATT 

TGGTAGGTAGTGATTAACTGTGAA 

GGAGGAGGAGCTTATTTCTTGGTGTA 

CTTGAATCAGAAGGTCCCTGCAAG 

GGAGGAGGAGCTTATTTCTTGGTGTA 
CTTGAATCAGAAGGTCCCTGCAAG 

AAGTG GAAGTGGGTGAATTCTACTTT 
TTATGTTGGAGTG GACCAATGTCT 



TGGGATTCATTGGCCCATAGGTACAT 
TGGAAAATGTATATCTCTCCAGCT 
GGGACCCCCAGGAGGCTGAGGATGG 
GAGACAGAGACCAGACTGTGACTTG 

TGTTTGrr AGCAC ACTTGAGTTTGTGT 

ATTCCATTGACATCAAATGTGACA 

CGATCTGTGTTTGCTCTGACGAATGG 

AATTTATCCTCAC AAAT TGGTGTT 

CCAGGAGCGTGGTTTTCTGATTGTGA 

TCTGAGGTTCTGCCCCAACTGCAC 

ACATTACCTAATATTCTCACTAGCTAT 
GTTCTCCAATCCACACTGCCTTT 



AGACAGCCCTGCCAAAG CCATACCAA 

AGACACTCAAAGACAGCCAATAAA 

AGAGATAGCAC AGATG GACCAAAGG 

TOTGCACAGGTGGGAGTCTTTTGT 

AGAGATAGCACAGATGGACCAAAGG 

TTATGCACAGGTGGGAGTCTTTTGT 

GCCTTTCTTCCTCTCCCAACATAACA 

ATC GTG GTAAC AG AATGCG ACTGC 

ACCGTGTAAAGTGGGGATG GGGTAA 

AAGTGGTTAACGTACTGTTGGATCA 

GCCCAGTGCTTAAAAACGCCTTCTTG 
CATGAGGGGATTGAACTATACAAT 
GCGGGAAG GCATGTAACC ACCTAAA 
CCATCTCCGAGAACATCAGAGGATC 

TGTCAG GCTGG CTTGGTTAGGTTTTA 
CTGG GGCAGAGGATAGGG AATCTC 

GGTGGATTCCAAATGAACCCCTGCGT 
TAGTTACAAAGGAAACCAATG CCA 
ATTTATCGTAAACATCCACGAGTGCT 
GTTGCACTACCATCTATTTGTTGT 
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818 Table 3A Hs.324278 L08048.1 



819 Table 3A 

820 Table 3A 



Hs. 11 6481 AF283777 
Hs.283022 AF287008 



821 TabJe3A Hs.44865 AF288571 



822 Table 3A 

823 Table 3A 

824 Table 3A 

825 Table 3A 

826 Table 3A 

827 Table 3A 

828 Table 3A 

829 Table 3A 

830 Table 3A 

831 Table 3A 

832 Table 3A 

833 Table 3A 

834 Table 3A 

835 Table 3A 

836 Table 3A 

837 Table 3A 

838 Table 3A 

839 Table 3A 

840 Table 3A 

841 Table 3A 

842 Table 3A 

843 Table 3A 

844 Table 3A 

845 Table 3A 

846 Table 3A 

847 Table 3A 

848 Table 3A 

849 Table 3A 



Hs.212172 AF294900 

Hs.7886 AF302505 

Hs.47783 AF307339 

Hs.250528 AF3082B5 

Ns.1 53057 AF311312 

Hs.6151 AF315591 
Hs.1 94976 AF319436 

Hs.36752 AF319476 

Hs.114309 AF323540 

Hs.27721 AF332469 

Hs.203181 AF333025 
NA AI904802 

Hs.5122 AJ 00 1235 

Hs.9071 AJ002030 

HS.1 96769 AJ006835 

Hs.181461 AJ009771 



Hs.18259 AJ010842 3646129 



Hs. 109281 
Hs.306328 



Hs/ 
Hs.58103 
Hs.59757 
Hs.326159 

Hs.1 37548 

Hs.333140 

Hs.27182 

Hs.6947 

Hs.54642 



AJ011895 
AJ012504 

AJO 12506 
AJ131693 
AJ132592 
AJ223075 

AJ223324 
AJ225093 
AJ238243 
AJ238403 
AJ243721 



Table 8 

1 84250 mRNA; cDNA DKF2p666M053 (from 

Clone DKFZp586M063) 

/cds=UNKNOWN 
1 0281 735 CD72 antigen (CD72), mRNA 

/cds*=(108,1187) 
9624485 triggering receptor expressed on 

myeloid cells 1 (TREM1), mRNA 

/cds*(47,751) 
98581 57 lymphoid enhancer factoM (LEF1 ) 

mRNA, complete cds fcds=(654,1853) 

1 024231 5 beta-carotene 1 5, 1 5'-dioxygenase 

(BCDO), mRNA /cds={21 8,1 861) 
10242358 pellino (Drosophila) homolog 1 (PELI1), 

mRNA/cds=(4038,5294) 
1 2751 1 40 B aggressive lymphoma gene (BAL), 

mRNA /cds=(228,2792) 
1 2060321 Homo sapiens, clone IMAGE:4098694, 

mRNA, partial cds /cds=(0,250l) 

10863767 Infertility-related sperm protein mRNA, 
complete cds /cds=(1 98,2978) 

1 1 1 39703 pumilio (Drosophila) homolog 2 

(PUM2), mRNA/cds=(23,3217) 
1 2667351 SH2 domain-containing phosphatase 

anchor protein 1 (SPAP1), mRNA 

/cds-(303,1070) 
1 1 762083 protein kinase anchoring protein 

GKAP42 (GKAP42), mRNA 

/cds=(1 74,1274) 
1 240801 2 apolipoprotein L-l mRNA, splice variant 

B, complete cds /cds=(273,1 517) 

1 2642816 Wolf-Hirschhorn syndrome candidate 1- 
like 1 (WHSC1L1), transcript variant 
long, mRNA /cds=(51 8,4831) 

13936737 Bv8 protein (BV8) mRNA, partial cds 

/cds=(0,356) 
6495189 1q12-21.2 Contains a cyclophllln-like 
gene, a novel gene, ESTs, GSSs and 
STS 

1 241 8001 60229301 5F1 cDNA, 5* end 

/clone=IMAGE:4387778 /clone_end=5' 

2570006 progesterone receptor membrane 
component 2 (PGRMC2), mRNA 
/cds=(6,677) 

RNA transcript from U17 smaP 
nucleolar RNA host gene, variant 
U17HG-AB /cds=UNKNOWN 
arladne (Drosophila) homolog, ubiquitin- 
conjugating enzyme E2-blnding protein, 
1 (ARIH1), mRNA /cds=(314, 1987) 

XPA binding protein 1; putative 
ATP(GTP)-binding protein (NTPBP), 
mRNA /cds={24,1 148) 
Nef-associated factor 1 (NAF1), mRNA 
/ctis=(1 10,201 7) 

mRNA activated In tumor suppression 
done TSAP1 3 extended 
/ccs=UNKNOWN 
syntaxin11(STX11), mRNA 
/cds=(1 83,1 046) 
mRNA for AKAP450 protein 
/cds=(222,11948) 
zinc finger protein 281 (ZNF281), 
mRNA/cds=(23,2710) 
leucine rich repeat (in FLO) interacting 
protein 1 (LRRFIP1). mRNA 
/cds=(178,2532) 

CD84 antigen (leukocyte antigen) 
(CD34), mRNA /cds=(44, 1 030) 
mRNA for single-chain antibody, 
complete cds (scFv2) /cds={0,806) 
mRNA for phospholipase A2 activaUng 
protein /cds~(28,2244) 
mRNA for huntingtin interacting protein 

methionine adenosyltransferase II, beta 
(MAT2B), mRNA /cds=(0, 1004) 



3236105 



3646273 



375B818 
5441364 

5441365 
4584422 
6822171 
3355596 

3392916 
3090427 
4826530 
12697195 
6008497 



TGGGGGTTGTAAATTG GCATGGAAAT 
TTAAAGGAGGTTCTTGTTGGTGCA 

GATAGGGGCGGCCCGGAGCCAGCCA 
GGCAGTTTTATTGAAATCTTTTTAA 
CATTTGTACCCTAGGCCCACGAACCC 
ACGAGAATGTCCTCTGACTTCCAG 

AGTGGGATTTTATGCCAGTTGTTAM 
ATGAGCATTGATGTACCCATTTTT 

CTTTCCTTTGCTCCCTCCCATGTTTCT 

GGTGGACTAAATTGTGTATCTGG 

AGTTTTCTAGATTGTCACATGCTTTGT 

GACTAATGCAAGAAAGCAAGTCC 

GAAACACTTTCAGGACCTTCCTTCCT 

CTTGGAGTTGTTCTTTAATCTCCT 

CTCGAGG GGCCAATTACAG GAGCAC 

AGGAAGGTTCTGATTACACACCTCT 

TTG AGTTAAGTTG CATTTCTTTGGGC 
TATGAAGGAGTCCTCTTAAGTTTG 

AGGGATTGTTTCTGGACCAGTTTGTC 
TAAGTCCTGGCTCTTATTGGTTCA 
TGAACTGCTGCTACATCCAGACACTG 
TGCAAATAAATTATTTCTGCTACC 

ACTATGCAGTTTTTCTTGAAGGAACT 
AAAAGCAACTAGCTCCCTAATGGT 

GTCTTTCCAGCATCCACTCTCCCTTG 
TCCTC CTGGGGGCATATCTCAGTC 

GCAGTAGGTAGGCTCACTTCTCTTTC 
CCTTGAAAATG CTTTTCATAGG CT 

TCTGCTGTTGGGCTGGTGTGTGGAC 
AGAAGGAATG GAAAG C C AAATTAAT 
CCACTTGGAATAGGAATATCACCCCT 
ATCTTGGAAGACCAGGTGGAGGCT 

GCCCTATGGCGTTGTTAAACACGAGC 
GTATGCTAGTAAGTATCATTCATA 

GTGGGTG CATG GGGCTGTGGAGTGG 
GTGTCAGTATGGATGTGTCTGAATG 

CATTCGTCTGTATGCCCAGTCCCATC 
CGTGTCCTGCTGTAACTACATAGA 

TGTCTGCTTCTTCCATTTTCTCGTCTC 
TCTCCCCTCTTCCCCCATTATCC 



TGGGCAAGACATGATTAATGAATCAG 
AATCCTGTTTCATTG GTGACTTGG 

CCAGATTAGGGTG GCTGTGGATCCCT 
GGATAGCTATTTGCACGAATCATG 
CGGAGCTCTGGCTCTGCTGTAGGAA 
GCCCGGTACGTC CTTCATGACAGCA 

GCACTGAATATCGAACAAGCACTCAA 

ATTGAAGTATCAGTCATGTTTTGT 

AGCTCGAGGTGTCCTGCACTTTTCTT 

ATAAGGCTACTGAAGTTACATGTT 

TGCCATTGGAATGTTTCTACACGATC 

CTATTAAGAATAATGTGATGCCCT 

GGATAACAAGTAAATGTCTGAAAGCA 

TGAGGGGCTTTATTTGCCTTTACC 

TGTTTTC CTCACTAC ATTGTACATGTG 

GGAATTACAGATAAACGGAAGCC 

AAAACTCATCTCAGAAGAGGATCTGA 

ATGGGGCCGCACATCACCATCATC 

AAAC CCCTTTAAATGAG GGC CAGTAT 

TATCTCTG CTTTCAG AAGTAGACA 

GACCTG ACTCCACTCTTAAACCTG GG 

T CTTC TCCTTGGCGGTGCTGTCAG 

CTTTTATAGCAGTTTATGGGGAGCAC 

TTGAAAGAGCGTGTGTACATGTAT 
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850 


Table 3A 


Hs.55968 


AJ245539 


6688166 


851 


Table 3A 


HS. 18827 


AJ250014 


8250235 


852 


Table 3A 


Hs.250905 


AJ250865 


6688221 


853 


Table 3A 


Hs. 169610 


AJ251595 


6491738 


854 


Table 3A 


Hs. 107393 


AJ270952 


7687995 


855 


Table 3A 


Hs. 1351 87 


AJ271326 


12043566 


856 


Table 3A 


Hs.1 26355 


AJ271684 


6900101 


857 


Table 3A 


Hs.334647 


AJ271747 


9714271 


858 


Table 3A 


Hs.88414 


AJ271878 


12666977 


859 


Table 3A 


Hs. 150601 


AJ272212 


7981276 


860 


Table 3A 


Hs.287369 


AJ277247 


9968293 


861 


Table 3A 


Hs.56247 


AJ277832 


9968295 


862 


Table 3A 


Hs.14512 


AJ278191 


8745180 


863 


Table 3A 


Hs.1 34342 


AJ278245 


12227251 


864 


Table 3A 


Hs.279860 


AJ400717 


7573518 


865 


Table 3A 


Hs.130881 


AJ404611 


11558481 


666 


Table 3A 


Hs. 10647 


AKOOD005 


7209310 


867 


Table 3A 


Hs.29052 


AK0001 96 


7020122 


868 


Table 3A 


Hs.79110 


AK000221 


7020163 


869 


Table 3A 


Hs.20157 


NMJD25197 


13376787 


870 


Table 3A 


Hs. 180804 


AK000271 


7020240 


871 


Table3A 


Hs. 180952 


AKO00299 


7020288 


872 


Table 3A 


HS.272793 


AKOO0316 


7020318 


873 


Table 3A 


Hs. 102669 


AK000354 


7020383 


874 


Table 3A 


Hs.26434 


AK0O0367 


7020405 


875 


Table 3A 


Hs. 120769 


AK000470 


7020580 


876 


Table 3A 


Hs.5811 


AK0O0474 


7020585 


877 


Table 3A 


Hs.279581 


AK000575 


7020763 


878 


Table 3A 


Hs.75884 


AK0Q0639 


7020863 


879 


Table 3A 


Hs.234149 


AK000654 


7020886 


880 


Table 3A 


Hs.266175 


AKOO0680 


7020924 


881 


Table 3A 


HS.30882 


AKOO0689 


7020935 


882 


Table 3A 


Hs.243901 


AK000745 


7021025 


883 


Table 3A 


Hs.274248 


AK0O0765 


7021058 



partial mRNA for GalNAc-T5 (GALNT6 
gene) /cds=(0,2006) 

cylindromatosis (lurban tumor 
syndrome) (CYLD), mRNA 
/Cds=(39 1,3261) 

hypothetica) protein (LOC5 1234), 
mRNA/cds=(0,551) 

mRNA for transmembrane glycoprotein 
(CD44 gene) /cds=(1 78,24 06) 

chromosome 3 open reading frame 4 
(C3orf4), mRNA /cds=(880, 1641) 
unc93 (C.elegans) homolog B 
(UNC93B), mRNA /cds=(41 ,1834) 

C-type (calcium dependent, 
carbohydrate-recognition domain) lectin, 
superfamily member 5 (CLECSF5), 
mRNA /cds=(1 97,763) 
hypothetical protein FLJ2001 1 
(FU20O11), mRNA/cds={380,856) 
BTB and CNC homology 1, basic 
leucine zipper transcription factor 2 
(BACH2), mRNA /Cds=(708,3233) 
mRNA for protein serine kinase 
(PSKH1 gene) /cds=(1 30, 1404) 
interieukin 22 (IL22), mRNA 
/cds=(71,610) 

mRNA for inducible T-cell co-stimulator 
(ICOS gene) /cds=(67,666) 
DIPB protein (HSA249128), mRNA 
/cds=(177,1211) 

mRNA for UnC-like protein 2 (Iancl2 
gene) /cds=(1 86,1 538) 
tumor protein, translationally-corttrolled 
1 (TPT1), mRNA/cds=(94,612) 

B-cell CLUIymphoma 11A (zinc finger 
protein) (BCL11A), mRNA 
/cds=(228,2735) 

mRNA for FLJ00005 protein, partial 
cds /cds=(0,337) 

hypothetical protein FLJ20189 
(FLJ20189), mRNA /cds=(1 22,841) 

nucleolin (NCL), mRNA 
/cds=(11 1,2234) 

hypothetical protein FLJ13660 similar 
to CDK5 activator-binding protein C53 
(FU13660), mRNA /cds=(993,2252) 

cDNA FU20264 fis, clone COLF7912 
;cds«UNKNOWN 

cDNA FU20292 fis, clone HEP05374 
/cds=(21,1403) 

hypothetical protein FLJ20309 
(FU20309), mRNA /cds=(41 ,1 279) 

cDNA FU20347 fis, clone HEP13790 
/cds=(708,1481) 

hypothetical protein FLJ20360 
(FU20360), mRNA/cdS=(79,2304) 

cDNA FU20463 fis, clone KAT06143 
/cds^UNKNOWN 

chromosome 21 open reading frame 59 
(C210RF59), mRNA/cds=(360,776) 

hypothetical protein FLJ20568 
(FU20568), mRNA/cds=(6,422) 

DKFZP586A011 protein 

{DKFZP586A011),mRNA 

/cds=(330,632) 

hypothetical protein FLJ20647 
(FU20847), mRNA /cds=(90,836) 

CDNA FU20673 fis, clone KAIA4464 
/Cds=(1 04,1402) - 

CDNA FLJ206B2 fis, clone KAIA3543, 
highly similar to AF1 31 826 clone 24945 
mRNA sequence /cds=UNKNOWN 

cDNA FLJ20738 fis, clone HEP08257 
/cdS=UNKNOWN 
hypothetical protein FLJ20758 
(FU20758), mRNA /cds=(464, 1306) 



1 AGATCCTGAAAGTAGCTGCCTGTGAC 
CCAGTGAAGCCATATCAAAAGTGG 

1 TACTGCTAAGTG CTTGGTTG G GGTGG 
TGAG ATGATGATTAGATCAGG GGT 

1 TTGTACC CAGAG ACTATGATTTATATT 
G ATTG C ACTTG C CTGC C ATG ATT 

1 TTTCAGATGCTTCTGGGAGACACCAA 
AGGGTGAAGCTATTTATCTGTAGT 

1 TTGTGGTAATATGATGTGCCTTTCCTT 
GCCTAAATCCCTTCCTG GTGTGT 

1 CACAAGGTGCGCGGTTACCGCTACTT 
GGAGGAGGACAACTCGGACGAGAG 

1 TAGACTCACGAACAAATCCACCTGAG 
ATCAG CAGAGCCACCCTAGATC AG 



1 CCTCAGAGGCTTACTCTAACCC ATC C 
CAG AATAAATG G AG ACTTCATGTG 

1 AGG CTGTTGATGCTTATTCTCTGTAA 
CTAAGAATTTTACCTTTTGGGGGA 

1 GTAAACGTATCCTCTGTATTCAGTAA 

ACAGGCTGCCTCTCCAG6GAGGGC 
1 AACTAACCCCCTTTCCCTGCTAGAAA 

TAACAATTAGATGCCCCAAAGCGA 
1 GCCTCGACACATCCTCATCCCCAGCA 

TGGGACACCTCAAGATGAATAATA 
1 GCACAGTCACATTCCCTCCTTAGGAA 

TCTTCCCCTTCCACCCTTTACA 
1 TTTGAG GTTCTTTG GTTTTGTTAGTAA 

AAG CCAGTTCTGTGGTG ATGACC 
1 CATCTGAAGTGTGGAGCCTTACCCAT 

TTCATCACCTACAACGGAAGTAGT 

1 TTTTGGCAGTTGTCTGCATTAACCTG 
TTCATACACCCATTTTGTCCCTTT 

1 TGGTGTTTATGTACTACTCTATAGAAC 
TCTTGGCTTGCACTTCTACAGCT 

1 ACAGGCAAAGTGACAGGGGAAAAGG 
AATTAGTCT AAGAGTAAGGGGATGA 

1 TG GTCTCCTTGGAAATC CGTCTAGTT 
AACATTTCAAGGGC AATACC GTGT 

1 GTCTACCAGGCGAAMCCACAGATTC 
TCCTTCTAGTTAGTATAGCGGACT 

1 ACTTCTCTTGATGTAGAAAGAGATGA 

CGTTGTTACCCTGAGTGACAGTCA 
1 TGAGCTAAGTGTCATGCATATTTGTG 

AAGAAACACCCTTGTTTGGTCCCT 
1 CTGAGCAAGGCAGATGACCTAATCAC 

CTCACGACAGCAATAC AG CAGTGA 
1 TTTGTACTATTGCTAG AC CCTCTTCTG 

TAATGGGTAATGCGTTTGATTGT 
1 TGCTATGCTAATGTCTAGAAAGGCAT 

ACGATGCTACTATTATG CTCTGTT 
1 ACTGCTCTTTCTCAGGCCCAAGGTAA 

AAAGGTTTTTGGTCTC ATGTTGAC 
1 TCACCAGCTGATGACACTTCCAAAGA 

GATTAGCTCAC CTTTCTCCTAGGC 

1 C AG AGTAGGC ATCTGGG CACCAAG A 
CCTTCCCTCAACAGAG GACACTGAG 

1 TGCATGAAGCACTGTTTTTAAACCCA 
AGTAAAGACTGCTTGAAACCTGTT 

1 TGATTTTGCAACTTAGGATG I 1 1 fTG A 
GTCCCATGGTTCATTTTGATTGT 

1 TTTGAGC GATCTCTCACATGATGG GG 
TTCTTTAGTACATGGTAACAGGCA 

1 CCCGGCCTGGGACTCAGCATTTCTG 
ATATGCCTTAAGAATTCATTCTGTT 



1 AGTTTTGCTGAAGACTGGCCTTATTA 
ATGGACAGCTnCCTAACAAGAGA 

1 GGGTCAATAGTTTCCCAATTTCAGGA 
TATTTCGATGTCAGAAATAACGCA 
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884 Table 3A 

885 Table 3A 

886 Table 3A 

887 Table 3A 

888 Table 3A 

889 Table 3A 

890 Table 3A 

891 Table 3A 

892 Table 3A 

893 Table 3A 

894 Table 3A 

895 Table 3A 

896 Table 3A 

897 Table 3A 

898 Table 3A 

899 Table 3A 

900 Table 3A 

901 Table 3A 

902 Table 3A 

903 Table 3A 

904 Table 3A 

905 Table 3A 

906 Table 3A 

907 Table 3A 

908 Table 3A 

909 Table 3A 

910 Table 3A 

911 Table 3A 

912 Table 3A 

913 Table 3A 

914 Table 3A 

915 Table 3A 



Hs.93872 AK000967 

HS.321245 AK001111 

Hs. 117950 AK001163 

Hs.194676 AK001313 

Hs.7837 AK001319 



Hs.44672 
Hs.76556 

Hs.1 73374 
Hs.808 

Hs.279521 
Hs.108332 



AK001332 
AK001361 

AK001362 
AK001364 

AK001403 
AK001428 



HS.183297 AK001433 

Hs.7943 AK001437 

Hs.343211 AK001451 

Hs.268012 AK001471 

HS:236844 AK001514 

Hs.215766 AK001548 

Hs.1 8063 AK001630 

Hs.14347 AK001665 

Hs.1 2457 AK001676 

Hs.169407 AK001725 

HS.267604 AK001749 

Hs.1 10445 AK001779 

Hs.1 2999 AK001822 

Hs.296323 AK001838 

Hs.81648 AK001883 

Hs.1 811 12 AK001934 

Hs.4863 AK001942 

Hs.30822 AK001972 

Hs.1 73203 AK002009 

Hs.8033 AK002026 

Hs.92918 AK002069 



7021958 mRNA for KIAA1682 protein, partial 

cds/cds=(1 9,2346) 
70221 69 cDNA FLJ 1 0249 (is. clone 

HEMBB1 000725, highly similar to 

Rattus norvegicus GTPase RabSb 

mRNA /cds=UNKNOWN 
7022244 multifunctional polypeptide similar to 

SAICAR synthetase and AIR 

carboxylase (ADE2H1), mRNA 

/cds=(24,1301) 
7022490 tumor necrosis factor receptor 

superfamily, member 6b, decoy 

(TNFRSF6B), transcript variant 2, 

mRNA/cdS={827,4486) 
7022500 phosphoprotein regulated by mltogenic 

pathways (C8FW), mRNA 

/cds=(273,1391) 
7022524 hypotheUcai protein FU1 0470 

(FLJ10470), mRNA/cdS=(6,2054) 
7022572 protein phosphatase 1, regulatory 

(inhibitor) subunit 15A (PPP1R15A), 

mRNA/cds={240^264) 
7022574 cDNAFU10500 fis, done 

NT2RP2000369 /cds=UNKNOWN 
7022577 heterogeneous nuclear 

ribonucleoprotein F (HNRPF), mRNA 

/cds=(323,1570) 
7022638 hypothetical protein FU20530 

(FU20530), mRNA/cdS=<10,1683) 
7022679 cDNAFU 10566 fis, clone 

NT2RP20O2959, highly similar to 

UBIQUITIN-CONJUGATING ENZYME 

E2-17KD 2 (EC 6.3.2.19) 

/cds=UNKNOWN 
7022686 enhancer of polycomb 1 (EPC1) 

mRNA, complete cds /cds=(151,2442) 

7022693 RPBS-mediating protein (RMP), mRNA 

/cds=(465,1991) 
7022717 602321909F1 cDNA, 5' end 

/done=IMAGE4425098 /clone_end=5' 

7022749 fatty-acid-Coenzyme A ligase, long- 
chain 3 (FACL3). mRNA 

/cds={142,2304) 
7022816 hypothetical protein FU10652 

(FU10652), mRNA /cds=<50,1 141) 
7022868 GTP-binding protein (NGB), mRNA 

/cds=(23,1924) 
7023001 cDNA FU10768 fis, clone 

NT2RP40001 50 /cds=UNKNOWN 
7023061 cONA FU 1 2877 fis, clone 

NT2RP20O3825 /cds=(3 13,733) 
7023081 hypothetical protein FLJ10814 

(FU10814), rnRNA/cds=(92,3562) 
7023165 SAC2 (suppressor of actin mutations 2, 

yeast, homolog)-lfce (SACM2L), mRNA 

/CdS=(0,2165) 

7023206 hypothetical protein FLJ 10450 

(FU1 0450), mRNA /cds=(66, 1 622) " 
7023263 CGI-97 protein (LOC51 11 9), mRNA 

/cds=(17Q,922) 
7023330 cDNAFLM 0960 fis, clone 

PLACE 1000564 /CdS=UNKNOWN 
7023355 serurn/glucocorticoid regulated kinase 

(SGK), mRNA /cds=(42,1 337) 
7023426 hypothetical protain FU 1 1 021 similar 

to splicing factor, arginine/serine-rich 4 

(FU11021), mRNA /cds=(446 1 1054) 
7023506 HSPC126 protein (HSPC126), mRNA 

/cds=(25,837) 
7023519 CONAFU1 1080 fis, done 

PLACE1005181 /cdS=UNKNOWN 
7023569 hypothetical protein FU 1 1 1 1 0 

{FU11110), mRNA /cds=(44,1 033) 
7023629 beta-1,3-N- 

acetylglucosam inyltransferase 

(BETA3GNT), mRNA /cds=(235,1428) 
7023658 hypothetical protein FLJ 1 1 1 64 

(FU11164), mRNA /cds=(56, 1384) 
702371 1 hypothetical protein (BM-O09), mRNA 

/cds=(385,1047) 



TGAGAGCTGAAATGAGACCATTTACT 
TTGTTTAAAATGCTGTACTGTGCA 
TTGAG CTAAGACCTTAGGAAATTCAC 
TTTCTGCATGATAAAATG AC CCAA 



TGTCATTGTAC ACTTTATTTCC CTC AC 
ACTGTGTTATGCTCTGATGTGCT 



1 GGTCTCTTTGACTAATCACCAAAAAG 
CAACCAACTTAGCCAGTTTTATTT 



AGGTTCTTCCTGTACATACGTGTATA 
TATGTGAACAGTGAGATGGCCGTT 

ACTTGGATGCTGCCGCTACTGAATGT 
TTACAAATTGCTTGCCTGCTAAAG 
GGGAGGCGTGGCTGAGACCAACTGG 
TTTGCCTATAATTTATTAACTATTT 

TCTCCCAGAATGTACTTATCTTACCTC 
GGCATGTACTGTAGTCACTCAGT 
TGTGCACTGTTGTAAACCATTCAGAA 
TTTTCCTGCTAGGCCCTTGATGCT 

CATCGGCCAGACAGAGTTGAATGCAA 
GCAATCCAGAAGAAGTGTTACAGC 
TGCTCTAGCCATCAGGTTCTTTCAAA 
TGCATCTTTACACTCTTGCACAAA 



1 TG AG CATGAAATGGGATCCTGCATCA 
CTTGTTTTMCTATTTATTTTGCC 

1 TTTGCG GCTAGTTGGCTATTCAAGAA 
ACCTCGCCCCTCTGAATGTCATAC 

1 GTTTACGTGGAAGAAACGCTAAGGGT 
TTGCTCCCAGGAAAGGAGAGGAAG 

1 TGCTCAAATCAGGACTTAAATCATAG 
GCACCACATTTTTCATGTCAGACT 

1 TGAAATTCTACCCATCTTGAGGGAGG 

ACCGTTCCTCAGTTAAGGACTTGT 
1 ATGAGTGTGTCGGAATCCCGTGCTTA 

AAATAC GCTCTTAAATTATTTTCT 
1 AAATCAGAACTGAGGTAGCTTAGAGA 

TGTAG CGATGTAAGTGTCGATGTT 
1 AGGCTTTAGCAAAGATGGATATATTG 

GTGACTGAGACAGAAGAACTGGCA 
1 AGTGGGCCTAACTCATGTGAGCTTGA 

TAACTGATGAACTCATTGGGAGCA 
1 AACACTAACCTCTCCCCTCCTGGCTC 

AAGAATTACTCCGAAGTCAGTCTG 

1 TCTGTCAGGAAATGTAACTTTGG Mil 

ATTTTTG GCTTATTCCAAGGGGT 
1 AAATTGTGCCGGACTTACCTTTCATT 

GAACATGCTG CC ATAACTTAGATT 
1 TGGCAGGGAGCTGGGACCTGGAGAG 

ACAACTCCTGTAAATAAAACACTTT 
1 AGGGAGATAATGGAGTCCACTTTAAT 

TTGGAATTCTGTGTGAGCT ATGAT 
1 AGATCAGTGATACTGGTGTTAGTGTT 

GTAATCAGGTTAAACCCACTTCCA 

1 CCATTTGACAGTAAAGGCTCTTGGCT 

TCTGTTGGAGGCATGG GAAATTGT 
1 TTTAACAGCCTGTCCTCCCGGCATCA 

GGAGTCATTGAACAATCATGGATT 
1 AATACTTATTGTTTG GCAG GTCATCC 

ACAC ACTTCTGCCC CC ACTGCATT 
1 TTATCAGATG GGATACTGGG G ACTAT 

AAACAATGGAAATAAAGCCACTGT 

1 CCCTGTG CCTTTCCTTTGAG AGTGAA 
GGTG GGTG G AGTTGACC AGAGAAA 

1 TGTGTGCGTAGAATATTACGTATGCA 
TGTTCATGTCTAAAGAATGGCTGT 
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916 Table 3A Hs.1 5531 3 AKO02127 7023814 DNA sequence from clone RP5-885L7 1 TCTAC ATGTGACTG G CTTTCTTGCCC 

on Chromosome 20q1 3.2-13.33 TCGTCTCTTGAATGTTTAGACTCT 
Contains ESTs, STSs, GSSs and eight 
CpG isfands. Contain3 the 3' end of the 
NTSR1 gene for high affinity 
neurotensin receptor 1, a putative novel 
gene, a novel gene similar to a fly gene, 
the gene for opioid growth factor 
receptor (7-60 protein), the C0L9A3 
gene forcoDagen IX alpha 3, a putative 
novel gene similar to a fly gene, the 
TCFL5 gene for basic hellx-loop-hellx 
transcription factor-like 5, an ARF4 
(ADP-ribosyiation factor 4) pseudogene, 
a novel gene and the 3' end of the gene 
for a novel protein similar to mouse 
death inducer obliterate* 1 (DlO-1) 
(contains K1AA0333) /cds=(0,3l29) 



917 


Table 3A 


Hs.5518 


AKC02173 


918 


Table 3A 


Hs.270557 


AK021517 


919 


Table 3A 


Hs.1 26707 


AK021519 


920 


Table 3 A 


Hs.77558 


AK021563 


921 


Table 3 A 


Hs.11 571 


AK021832 


922 


Table 3A 


Hs.12315 


AK021670 


923 


Table 3A 


Hs.241567 


AK021704 


924 


Table 3A 


Hs.271541 


AK021715 


925 


Table 3A 


HS.5019 


AK021776 


926 


Table 3A 


Hs.286212 


AK021791 


927 


Table 3A 


Hs.9096 


AK021925 


928 


Table 3A 


Hs.288178 


AK022030 


929 


Table 3A 


Hs.22265 


AK022057 


930 


Table 3A 


Hs.22265 


AK022057 


931 


Table 3A 


Hs.20281 


AK022103 


932 


Table 3A 


Hs.9043 


AK022215 


933 


Table 3 A 


Hs.94576 


AK022267 


934 


Table 3A 


Hs.318725 


AK022280 


935 


Table 3A 


Hs.1 32221 


AK022463* 


936 


Table 3A 


Hs.105779 


AK022481 


937 


Table 3A 


Hs.8068 


AK022497 


938 


Table 3A 


Hs.1 79882 


AK022499 


939 


Table 3A 


Hs.267863 


AK022537 


940 


Table 3A 


Hs.332541 


AK022548 


941 


Table 3A 


Hs.21938 


AK022S54 



7023889 cDNA FLJ1 1311 fis, clone 

PLACE1010102 rcds=UNKNOWN 
10432713 CDNA FU 11455 flS, clone 

HEMBA 1001497 /cds=UNKNOWN 
1043271 5 hypothetical protein FU1 1457 

(FU1 1457), mRNA ycds=<1 03,867) 
10432767 cDNA FU 11501 fis, done 

HEMBA1002100 /cds=UNKNOWN 
1 0432852 cDNA FU1 1570 fis, done 

HEMBA1003309 /cds^UNKNOWN 
1 0432901 hypothetical protein FU1 1608 

<FU1160B), mRNA /cds=(561,1184) 
10432943 RNA binding motif, single stranded 

interacting protein 1 (RBMS1), 

transcript variant MSSP-2, mRNA 

/cds=(265,1434) 
10432954 CONAFLJ1 1653 fe, done 

HEMBA1 004538 fcdS=UNKNOWN 
1 0433029 cDNA FU1 17 14 fis, done 

HEMBA1005219, weakly similar to 

NUCLEAR PROTEIN SNF7 

/cds=UNKNOWN 
1 0433048 hypothetical protein FU 1 1 729 

(FU1 1 729), mRNA fcds=(31 1,1150) 
1 0433223 hypothetical protein FU20473 

(FU20473), mRNA /cds=(57,1472) 
1 0433346 cDNA FLJ11968 fis, done 

HEMBB1QQ1133 /Cds=UNKNOWN 
1 0433376 pyruvate dehydrogenase phosphatase 

(PDP), mRNA/cds=<131,1855) 

10433376 pyruvate dehydrogenase phosphatase 
(PDP), mRNA/cdsMl31.1855) 

1 0433424 mRNA for KIAA1 700 protein, partial 

cds/cds=(1 08,21 80) 
10433563 cDNA FU12153 fis, done 

MAMMA1000458 /cds=UNKNOWN 
1 0433626 cDNA FU 12205 fis, clone 

MAMMA1000931 /cds*UNKNOWN 
10433640 CGI-72 protein (LOC51 105), mRNA 

/cds=(69,1400) 
i 0433867 hypothetical protein FU 12401 

(FLJ12401), mRNA /cds=(3,1526) 

10433892 cDNA FLJ12419 fis, clone 

MAMW1A1 003047, highly similar to 
protein inhibitor of activated STAT 
protein PlASy mRNA /cds=UNKNOWN 

1 043391 6 hematopoietic PBX-interacting protein 

(HPIP), mRNA/cds=(80,2275) 
10433920 hypothetical protein FU 12443 

(FU12443), mRNA /cds=(1 87,900) 
1 0433983 hypothetical protein FU1 2475 

(FU12475), mRNA /cds=<1 6,1065) 
1 0433997 Homo sapiens, Similar to RIKEN cDNA 

2700083B06 gene, clone MGC:4669 

IMAGE:3531BB3, mRNA, complete cds 

/cds=*(67,1050) 
10434010 hypothetical protein FU12492 

(FU12492), mRNA /cds=(172,184B) 



1 TGGTACCCAAACTCACCATTTGGTCC 

TCTTTAATCTTTGAGGGTTTCAAT 
1 TTCCATTTATTCATGTACATTGGCCAG 

TTCCTGGTCCTTGTCTGACTTCT 
1 AACCATCTGGAGTCAGTACAGATCAT 

CAATCCTTCCACATATACAAGTTC 
1 GGCCACCTGCTGACTATTTGTGGTTT 

AAAATAAAAGGTTTACTTGTCTGC 
1 TCTTTGTAMGCAC GATGATACAAAT 

CTGGTGCCAGTGTTATATTTTGCA 
1 CATGGATATCATGTATCCTTCCTGGT 

GCTCACACACCTGTCACCTTGTAA 
1 ATAAG GTGCATAAAAC CCTTAAATTC 

ATCTAGTAGCTGTTCCCCCGAACA 



1 TGGACCGGAGTCTGCTGAGTTTATAA 
GGTTCCAAAAATATGGTAAAATCT 

1 ACTCGACCTTGGTAAACGGAAATGTT 
GGGGGTGAAGAGAAACAATCACTA 



1 TTCAAGGTTCTGCGAAATTAATTGGG 

CAGGTTAATTGTGTACCTGAAACT 
1 TCCCCAGGATG GGGCCTCATAC AAC 

CCTTCATCTGCACTCAACATTTAAT 
1 TTTTAGACATGGAGTGCAGGTGGACA 

CTGTGTGAACTG 1 11 H GGTCAGT 
1 CAAGAAACTTGGTCTGCAGTCTGGAA 

GCTTGTCTGCTCTATAGAAATGAA 

1 CAAGAAACTTGGTCTGCAGTCTGGAA 
GCTTGTCTGCTCTATAGAAATGAA 

1 TGTTGAACG GTTAAACTGTGCATTTC 

TCftTTTTGATGTGTCATGTATGTT 
1 CCCCTTCAACTGAGGGTCATTTTACC 

AGAGTCAATAAAGGCC AACC CTTC 
1 ATTCTGAGGGTGACTGAGGCTACAG 

CTGCTATCACATGCCGAACTTTCTT 
1 TGGTATCAGGAGTTGGGATTTCTCAG 

CACTGCTAATGAAGATCCCCTCTT 
1 CGCAGAGAGGAGAAAAGGAGACAGC 

AAGA CGCCAATAAAG AAAC ACAACT 

1 CCCGCACGGGCAGCTGAAGGCCGCT 
GTTTTCTAATATTTGTATTCTAATT 



1 CCCCTGGGAGATGTAGCAAATTGAGT 

GTGGGTTTTGGAGTCTGAGCCTCA 
1 GCAGAGGGAGGGTTGCCATGAAGGA 

ACTTGGGATTTTC AATG GAATAAAT 
1 CCTTTCACGTCTGGACGAATTACCAA 

ATG CCATGAATTGC CACTGTGTGT 
1 AG G AAGATGGC GCTGTTATCAGCGG 

GGAAATGTACTATTTAAGATGAGCT 



1 ATCCAAGTCTGAAACTCTGCGCTCTA 
GTACTGCTGTTAAGATACACAACT 
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Hs.7010 AK022568 10434032 



Hs.1 1556 AK022628 

Hs.1 73585 AK022681 

HS.288836 AK022735 

Hs.9908 AK022758 

Hs.77573 AK022790 

Hs.27475 AK022811 

Hs.58488 AK022834 

Hs. 108779 AK022874 

Hs.56847 AK022S36 

Hs.14347 AKD22939 

Hs.4859 AK022974 

Hs.1 93313 AK023013 



Hs.288141 AK023078 

Hs.1 7279 AK023088 

HS. 142442 AK023129 

Hs.1 80838 AK023143 

Hs.172035 AK023154 

HS.7797 AK023166 

Hs.72782 AK023183 

Hs.234265 AK023204 

HS.236494 AK023223 

HS.288932 AK023256 

Hs.1 26925 AK023275 

Hs.75748 AK023290 

Hs.285017 AK023291 

Hs.288929 AK023320 



10434128 
10434216 
10434309 
10434350 

10434395 
10434426 
10434461 

10434520 
10434613 
10434618 
10434675 
10434731 



Hs.227400 AK023362 10435266 
Hs.1 551 60 AK023379 10435291 



Hs.1 25034 AK023402 
Hs.285107 AK023459 



Homo sapiens, done MGC: 14452 
IMAGE:43042Q9, mRNA, complete cds 
/cds=K88,1953) 

cDNA FU 12566 fis, clone 
NT2RM400D852 /cds=UNKNOWN 

hypothetical protein FLJ12619 
(FU12619), mRNA /cds=(391 ,1 080) 

hypothetical protein FLJ12673 
(FLJ12673), mRNA/cds=(2,1667) 

cDNA FLJ 12696 fis, clone 
NT2RP1000513, highly similar to NifU- 
like protein (hNifU) mRNA 
/cds=UNKNOWN 

uridine phosphorytase (UP), mRNA 
/cds=(352,1284) 
cDNA FU 12749 fis, done 
NT2RP2001149 teds=UNKNOWN 
catenin (cadherin-associated protein), 
alpha-like 1 (CTNNAL1), mRNA 
/Cds=(43,2247) 
cDNA FU12812fis, done 
NT2RP2002498 /cds={3,2360) 
cDNA FLJ12874 fis. done 
NT2RP2003769 /cds=UNKNOWN 
cDNA FLJ 12877 fis, done 
NT2RP2003825 /cds=(31 3,738) 
cydin L ania-6a (LOC57018), mRNA 
/CdS={54,1634) 

Homo sapiens, NADH dehydrogenase 
(ubiquinone) 1, subcomplex unknown, 2 
(14.5kD, B14.5b), clone MGCH432 
IMAGE:2990086, mRNA, complete cds 
/cds=(150,509) 



1 0434B31 hypothetical protein MGC3156 

(MGC3156), mRNA /cds=(1 56,2601) 

1 0434 845 tyrosylprotein sulfotran sferase 1 
(TPST1), mRNA /cds=(B1,1 193) 

1 0434909 CDNA FU13087 fis. done 

NT2RP3001712, highly similar to HP1- 
BP74 protein mRNA /cds= UN KNOWN 

10434930 hypothetical protein FLJ13081 

(FLJ 13081), mRNA /cds=(1 70.2098) 
1 0434948 cDNA FU 1 3092 fis, clone 

NT2RP3002147 /cds=(34,606) 
10434966 TERF1 (TRFI)-interacting nudear 

factor 2 fTINF2), mRNA 
• /cds=(262.1326) 
10434995 hypothetical protein FLJ11 171 

(FU11171), mRNA /cds=(1 34,2446) 
1 0435025 cDNA FLJ1 3142 fis, clone 

NT2RP30O3212, moderately similar to 

Rattus norveglcus lamina associated 

polypeptide 1C (LAP1C) mRNA 

/Cds=(55,1443) 
1 0435057 RAB1 0, member RAS oncogene family 

(RAB10), mRNA /cds={90,692) 
10435106 hypothetical protein FLJ131 94 

(FU13194), mRNA/cds=(3C0,8C9) 
10435137 hypothetical protein FLJ1321 3 

(FU13213), mRNA fcds=(233,1669) 

10435162 cDNA FLJ13228 fis, clone 
OVARC1 000085, highly similar to 
mRNA for proteasome subunit HC5 
/cds-UN KNOWN 

10435163 hypothetical protein FLJ21799 
(FU21799), mRNA /cds=(1 59,923) 

10435204 hypothetical protein FLJ 13258 similar 
to fused toes (FLJ13258), mRNA 
/cds={163,1041) 
mitogen-activated protein kinase 
kinase kinase kinase 3 (MAP4K3), 
mRNAfcdS={360,3014) 
Hcmo sapiens, Similar to splicing 
factor, arginine/serine-rich 2 (SC-35), 
clone MGC:2622 IMAGE:3501687, 
mRNA, complete cds /cds=(30,878) 
10435324 mRNA for putative N-acetyltransf erase 

/cds=(208,2608) 
1 0436401 hypothetical protein FLJ 13397 

(FU13397), mRNA /cds=(221, 1558) 



TGGATAG CCATTTCTGCTCAACCACA 
CATTCTCTAAGAAACAGCTTGAAA 

TGTTGTATGTGGATGGGGAAGTTTTG 
TTTCTCCTCTTAG C ATTTGTTTCT 
TCTGAATGATCCTACTCCTTTGGAGT 
AAAACTAGT6CTTACCAGTTTCCA 
TCCTTTTGTAGCCACTTTGAGTCTGC 
AGTTGTCAGTAAGCCTTTTTAAAG 
GGGG GAAATTACC AGTAGAATGCCTT 
GGTCTGAATATTTGATAGAACCAA 



CTGGTACTTTACAGTTTTGCACCAAC 

TCTGCCAAGCCACTGGATCTTACA 

ATCCAGTCACTCATCAAGTGTAATCT 

GTCTCCTAAATATCTCTGGAACCT 

AGCTTTTGGGGTCAGATCTCTGGAAC 

ATC ATGTGATGAAG CTGACATTTT 

AGC AGTTAGG CTTGACTTTG AG GAGA 
GGCTGTGATGTTTATGATCCCTGA 
GCTGTCCAC AG AAAAC GCCCTTAAGT 
AGCCCTACCTTACTCCTTAGAGCT 
CATGGGTATTAATAGTCTTTGCTGCT 
GGTAATACTGAAAGAACCTG CTTT 
AGGATTTGATTTCTTGAAACCCTCTA 
GGTCTCTAGAAC ACTGAG GAC AGT 
GGACTCAGGAGCTAATACTGTCTACA 
GTG GAGCTTGGTG CAATTAGAAGC 



ACCAGGAGGACAGAGTTTGCTTTCAT 

ATTTTCCCTGTAAGTAAGAGGGCT 

CCATGAAGAAGCAAGACGAAAACACA 

CAGGAGGGAAAATCCTGGGATTCT 

TTGGAATTTGTGTTGCATGTAAGGCA 

ATCTTTCCTGTTGTAAATCTTCCT 



AGGAAACTGAGTAGACTCCTGTGTAA 

CCCTGTTTGGAACTTTGCCTTCTT 

TTTACAAGGCAGAATGGG GTGTAACA 

GTTGAATTAAACTAGCAATCACGT 

TAGTAGGAATGAAGTGGAAGTCCAG 

GCTTGGATTGCCTAACTACACTGCT 

AGTGTTTAGTCTCATGTTGGGAACAC 
ATGAATGTGATGAACATAGTGAAT 
ACCCTTTGAG AGTTCCACAAGTG GTA 
GTAGAGTGGTTTAACGTCTTTCCT 



TTGCCCCTTTTCTGTAAGTCTCTTGG 
GATCCTGTGTAGAAGCTGTTCTCA 
ACTCATCAATTGAAAAGTCCTCCAAA 
AAGAGAACTATTGGGAAAGCATGG 
AGATGGGTGAATCAGTTGG GTTTTGT 
AAATACTTGTATGTGGGGAAGACA 
TCAG ACCTG GTTGATTTTGTACTTTG 
GAACTGTACCTTGGATGGTTTTGT 



GTATCTCATGGCCTCTTGATGTGGAA 
AGAAGTTGACAGAGGGTTGCAGGG 
AGTTCAGTGAGAAGAAACCAGAACAC 
TTGTTCCTAGTGTTGTGTTGTTTT 

GC AGATGG CTATGTGCTAG AGGGCA 
AAGAGTTGGAGTTCTATCTTAGGAA 

TTGGTGTCAATGATCTGGTGACAATA 
GG ATTACATTG G AGCC AATTGAAT 



AACTAGAAG ATGTACTTC GACAGC AT 
CCATTTTA CTTCAAGGCAG C AAGA 
ATACACTTTTCCAAATTTGTC CCAAC A 
GCC CTGTAAG C C AG CTTTCTTCT 
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Hs. 164005 
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Hs.63525 
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Hs. 11 6278 
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Hs.1 63495 
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HS. 17448 
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AK024023 
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Hs.24719 


AK024029 
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Hs.1 68232 


AK024030 
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Hs.1 29872 


AK024068 
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Hs.333300 


AK024088 
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HS.281434 


AK024090 
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Hs.287864 


AK024092 
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Hs.288856 


AK024094 
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Hs.206868 


AK024118 
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Hs.1 18990 


AK024119 
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Hs.235498 


AK024137 
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Hs.289037 


AK024197 


1001 
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Hs.289088 


AK024202 
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Hs.1 4070 


AK024228 
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Hs.24115 


AK024240 
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Hs.1 93063 


AK024263 
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Hs.1 83506 


AK024275 
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HS.1 09441 


AK024297 
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Hs.9343 


AK024327 



Table 8 

10435403 a disintegrin and metalloproteinase 

domain 10 (ADAM 10), mRNA 

/cds=(469,2715) 
10435414 hypothetical protein MGC 15875 

(MGC15875), mRNA /cds=(651,1 178) 
10435442 cDNA FU 13432 fis, clone 

PLACE1 002537 /cds=UNKNOWN 
10435467 sperm associated antigen 9 (SPAG9), 

mRNA/cds=(110,2410) 
10435489 cDNA FU1 3467 frs, clone 

PLACE1003519, highly similar to 

hnRNP-E2 mRNA /cds=UNKNOWN 
10435617 CDNA FU13571 fis, clone 

PLACE1 008405 /cds=UNKNOWN 
10435632 cDNA FLJ1 3585 fis, clone 

PLACE1009150 /cds=UNKNOWN 
10435662 cDNA FLJ13608 fis, clone 

PLACE1010628 /cds=UNKNOWN 
10435678 cDNA FLJ1 3618 fis, Clone 

PLACE1 010925 /cds=UNKNOWN 
10435734 hypothetical protein FU13657 

(FU13657), mRNA /cds=(87,1 172) 
10435768 cDNA FLJ13681 fis. clone 

PLACE2000014, weakly similar to 

HYPOTHETICAL HELICASE C28H8.3 

IN CHROMOSOME 111 

/cds=UNKNOWN 
10435815 cDNA FLJ 13717 fis. clone 

PLACE2000425 /cdS=UNKNOWN 
10435861 cDNA FLJ1 3751 fis, clone 

PLACE3000339, weakly similar to 

GLUCOAMYLASE S1/S2 

PRECURSOR (EC 3.2.1.3) 

/cds=(436,2805) 
10435876 cDNA FLJ1 3763 fis, clone 

PLACE4000089 /cds=(56,547) 
104361 93 nucleolar protein NOP5/NOP58 

(NOP57NOP58), mRNA /cds=(0,1 589) 
10436234 cDNA FLJ1 3937 fis. done 

Y79AA1000805 /cds=UNKNOWN 
10436276 homolog of yeest SPB1 (JM23), mRNA 

/cds=(300.1289) 
10436287 cDNA FLJ1 3967 fis, clone 

Y79AA1001402. weakly similar to 

paraneoplastic cancer-testis-brain 

antigen (MA4) mRNA /cds=(684, 1397) 

10436289 hypothetical protein FU13855 

(FU13855), mRNA /cds=(314,1054) 
10438350 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 10,2410) 
1D436379 hypothetical protein FLJ 14026 

(FU14026), mRNA /cds=(57,1 826) 
10436383 CDNA FLJ14028 fis, Clone 

HEMBA1 003838 /cds=UNKNOWN 
1 0436385 cDNA FU 14030 fis, clone 

HEM BA1 004086 /cdS=UNKNOWN 
1 0436388 prefoldin 5 (PFDN5), mRNA 

/CdS=(423,926) 

1 0436421 cDNA FLJ14058 fis, done 
HEMBB1 000335 /cdS=UNKNOWN 

10436422 CONAFLJ1 4057 fis, done 
HEMBB1 000337 /cds=UNKNOWN 

1C436443 hypothetical protein FLJ14075 

(FU14075), mRNA fcds=<1 11,2027) 
10436518 cDNA FLJ14135 fis, done 

MAMMA1002728 /cds=UNKNOWN 
10436523 heat shock 90kD protein 1, alpha 

(HSPCA), mRNA /cds=(60,2258) 
10436554 hypothetical protein FLJ14166 

(FU14166), mRNA/cds=(203,568) 
10436567 cDNA FLJ14178 fis, clone 

NT2RP2003339 /cds=UNKNOWN 
10436597 cDNA FLJ14201 fis, clone 

NT2RP3002955 /cds=UN KNOWN 
10436615 hypothetical protein FLJ14213 

(FLJ14213), mRNA/cdS=(119,841) 
10436644 CDNA FLJ1 4235 fis, clone 

NT2RP4000167 /cds=(82,2172) 
10436684 cDNA FLJ14265 fis, clone 

PLACE1 002266 /cdUlMKNOWN 



1 GC ATTTTCTTCACTTGC AGG C AAACT 
TGG CTCTCAATAAACTTTTACCAC 

1 ATTAGACCAGACCAGTGTATTTCTAA 

AGAAAATCCTGAC ATGCACAC CCA 
1 AGCCAAATGTGTCATACATCAAATCT 

TCAGCAGCTTTTG CATAATCCAG G 
1 TCCTCAAAGGGGAAAACTATGAAGGG 

GAAGAAGACAAACCTAAGATACCA 
1 AGATGGACTGGAGC I I I I I CTTTGTG 

AATAG AAACTGGATGC CACAGTGA 

1 AGTTGTCAGAAGACTCCTGGGTGTAC 

AGAGCAAATCAAGCTGCATCAGTA 
1 AGTGGCTTCATAGCTACTGACAAATG 

TCTGAACTATTGTCGTGCCCTTCA 
1 GCCTGTACAAACATTCAAGTTAGTTG 

GCAGTCTATAAATGTG AGTTG GGT 
1 AAGGAAGGTAAAGTTAGGGGACTAG 

AAGACTCTAAATTGGCTTCTACAGA 
1 AG AACTAATTG CC CATGTTTAATTATA 

GCAGACACGCCATTCTAACAGGT 
1 AACTTGGTATTGTTGTAGTTTATGTAG 

TAAGTGACTTGGCACC CATCAGA 



1 AGTTTAACTTTTCCTCACCCCTGTATA 
GAAAATGCCTTGCCTCTCAAGAG 

1 GTCTTGGG CTGG ATGGGTTATAGAG 
CTGAG CGGCTGTG ATGGTTCTGTTT 



1 GACACATCTAGAATGTTTTTCTTTCAC 

CGTACCTCCAAAAGAGGCAATTT 
1 ACCAGGGATGCTCTCTAACGTAATCA 

AGG GAAGGTTCAGTAAGACAAAGT 
1 ACACAGTTCAG I I 1 1 IGAGGGAACTA 

GTTTTGTCATAATACTACACCCCT 
1 TGCAGTGG GAATTCTTGAGTGAGGTC 

TTACCTCTTCTTTAAACCTCTTCA 
1 AAGGCAGAATAGAATGCTGAGATTGG 

TTAAGTTTGCAATGAC CATCTTG A 



1 TGCCCTAATCTTGAGTTGAGGAAATA 

TATGCACAGGAGTCAAAGAGATGT 
1 GCTAG ATTGTGAAGTACATGG GATTT 

CATGAGCCAGAG GAGGCATTTGGA 
1 GCCTCAAAGAAAACCCAGAGTGCCCT 

GTTCTAAAACGTAGTTCTGAATCC 
1 AATCCCAGGGCTTGGTTAAGTGCTGT 

GTGATAACTTGTTTGGATGAGACT 
1 AGGTTTCTTACCCAACACAAATGGAC 

AGTGGATTTGACTTTCTAAAGACT 
1 CCTGGTGATGGGAAGGGTCTTGTGTT 

TTAATGCCAATAAATGTGCC AG CT 
1 AAAATATTGAGCCAGGCCCTGGGGA 

AGTGGGAAGTGAGAGCCAGAGCGGC 

1 AGCACACAAGGAATCCCAGAAAATGT 

TGGCTGAAGGAATAAATGGATGGA 
1 CACTGCCTACCGCCATTCATGATTAA 

ACCATCCAGAAATACCATCCCTGT 
1 AAATGAGATGG CCTCTGCGGACAC AT 

GAAAGG GTACTTC AGCTTAC CAAA 
1 TGGACTAGGAGAGACTTGATTTTGGT 

GCTAAAGTTCCCCAGTTCATATGT 
1 CTCACAGCCAGCACGACCCCCAGAA 

AGAGGCGTCCCACAATAAACACGTC 
1 ACAGAACATTGAGATGTGCCTAGTTC 

CGTATTTACAGTTTGGTCTGG CTG 
1 TGAATTTCAGATGG GTG ATTTAAGTG 

AGTC ACAAGTCAC AAAACTTTG CT 
1 TGTACTTAAGTGCTGATGACTGTTAG 

CCAGTTTACAACTTTTTACCATCG 
1 TTCTGAAC ATTTTAGTCAAG CTACAAC 

AGGTTTGGAAAACCTCTGTGGGG 
1 TGTCAAGGG CATTAAAAG CCTCCTGA 

AGCATAATCTTATCAAAGGGATAC 
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1015 
1016 
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Table 3A 
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1028 Table 3A 

1029 Table 3A 
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Hs.287631 AK024331 
Hs.287634 AK024372 
Hs.246112 AK024391 



Hs.246112 AK024391 10436767 



Hs.137354 AK024426 
Hs.171118 AK024436 



Hs.43616 
Hs.1 32569 
HS.289034 
Hs.273230 
Hs.41045 
Hs.7049 
Hs.6289 
Hs.1 08854 



AK024439 
AK024449 
AK024456 
AK024471 
AK024474 
AK024478 
AK024539 
AK024569 



Hs.1 0362 AK024597 
Hs.289069 AK024669 
HS.10600 AK024740 



Hs.12293 AK024756 
Hs.23410 AK024764 



10440411 
10440425 
10440455 
10440461 
10440469 
10436843 



Hs.1 801 39 AK024823 10437226 

Hs.1 59557 AK024833 

Hs.325093 AK024863 

Hs.306720 AK024890 

Hs.135570 AK024921 

Hs.6019 AK024941 

Hs.1 279 AK024951 



Hs.29977 AK024961 
Hs.166254 AK024969 



Table 8 

1 0436690 cDNA FU14269 fis, clone 

PLACE 1003864 /cds=UNKNOWN 
10436742 hypothetical protein FLJ14310 

(FLJ14310), mRNA/cds=(406,768) 
10436767 cDNA FU 14329 fis, clone 

PLACE4000259, highly similar to gene 
for U5 snRNP-specific 200kD protein 
/cds=(1 88,5623) 
cDNA FLJ14329 fis, clone 
PLACE4000259, highly similar to gene 
for U5 snRNP-specific 200kD protein 
/cds=(1 88,5623) 
1 0440360 mRNA for FLJ0001 5 protein, partial 

cds/cds=(373,1296) 
10440380 DNA sequence from clone RP1 1- 
165F24 on chromosome 9. Contains 
the 3' end of the gene for a novel 
protein (similar to Drosophila CG6630 
and CG11376, KIAA1058, ratTRG), an 
RPL12 (60S ribosomal protein L12) 
pseudogene, ESTs, STSs, GSSs and a 
CpG island /cds=(0,461 7) 
14020950 mRNA for FLJ00029 protein, partial 
cds/cds=(0,723) 

mRNA for FLJ00041 protein, partial 
cds /cds=(0,994) 

mRNA for FLJ00048 protein, partial 
cds/cds=(2940,3380) 
mRNA for FU00064 protein, partial 
cds/cds=(0,830) 

mRNA for FU00067 protein, partial 
cds /cds=(1 209,2933) 
mRNA for FLJ00071 protein, partial 
cds/cds=(3020,3772) 
hypothetical protein FLJ20886 
(FLJ20886), mRNA/cds=(0,524) 
10436879 cDNA: FLJ20916 fis, clone 
ADSE00738, highly similar to 
AF161512HSPC163mRNA 
/cds=UNKNOWN 
1 043691 0 cDNA: FLJ20944 fis. clone 

ADSE01780 /cds=UNKNOWN 
hypothetical protein FLJ21016 
(FLJ21016), mRNA /cds=(90, 1193) 
DNA sequence from clone RP1 1- 
353C18 on chromosome 20 Contains 
ESTs, STSs, GSSs and CpG islands. 
Contains the NIFS gene for cysteine 
desulfurase, two genes for novel 
proteins and the gene for the splicing 
factor CC1.3 with a second isoform 
(CC1.4)/cds=(66,839) 
hypothetical protein FU21 103 
(FLJ21 103), mRNA /cds=(88,1 143) 
1 0437 1 39 translocase of inner mitochondrial 
membrane 13 (yeast) homolog B 
(TIMM13B), mRNA/cds=(46,333) 
SMT3 (suppressor of mif two 3. veastt 
homolog 2 (SMT3H2), mRNA 
/cds=(90,377) 
1 0437239 karyopherin alpha 2 (RAG cohort 1 , 
importln alpha 1) (KPNA2), mRNA ' 
/cds=(1 32,1 721) 
10437271 cDNA: FLJ21210 fis, clone COL00479 

/cds=UNKNOWN 
10437303 cDNA: FLJ21237 fis, clone COL01114 
/cds=UNKNOWN 

cDNA: FLJ21268 fis, clone COL01718 
/cds=UNKNOWN 
1 0437362 cDNA: FLJ21 288 fis, clone COL01 927 

/cds=UNKNOWN 
10437374 cDNA: FU21298 fis, clone COL02040, 
highly similar to HSC1R mRNA for 
complement component C1 r 
/cds=UNKNOWN 
10437386 hypothetical protein FLJ21308 

(FLJ21308), mRNA/cds=(287,1792) 
hypothetical protein DKF2p566I133 
(DKF2P566I133), mRNA 
/cds=(133,1353) 



10437005 
10437104 



10437124 



10437337 



10437396 
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1 TCAGTCCATCTCAAGACCTGTGCCTG 
TCAGATTTCACAATTATGGAGATT 

1 GGTAGGAGTGAAATCTCTCTCTCAAA 
CTCTAG GAAAGCCCGAGTC ATACT 

1 AC AGC AGGTGTCATGG GTCAAGC ATA 
AATCATATATAGCATTTTCAGGCA 



1 AC AGC AG GTGTCATGG GTCAAGC ATA 
AATCATATATAGCATTTTCAGGCA 



1 TGTGG GTCCCTATGAGTGTAGAG C C 
C ATATC CCCATAGAGTCTACCTAGA 

1 TGTTTTCATTTCAGAACATTGTGCTGT 
CTGTCAG CATATGTATATCAGCT 



TGG CTACTGCAAAACCAGTTTTG ACA 
GGTCAGATTTTCATATGTATAGGT 
AGAG GTTCTGAAAGGTCTGTGTCTTG 
TCAAAACAAGTAAACG GTGGAACT 
ATGC GTCCTGGTTTTCAATCGCTGCT 
GAACAAACCTATCAAAAATGTAGC 
AGTATGATCCCTCAAAACCTCACTAA 
CTGGAAGGATGATTTTGTCTCAGT 
G AGGGTTC CTCACTGAGGTTGAGAG 
GTGTGTTG GATAGGACTG ATCCCAC 
AAGTGTGGTTCCTGAAGGCTGTCTTT 
GTAACTTTTTGTAGTTCTTTGTGT 
AATCCTTTAACTCTGC GGATAGCATT 
TGGTAG GTAGTGATTAACTGTGAA 
CTGGAAAGGGGGCTAAGATCAGGGC 
CTTCATTCTGGATCAGGCGAAATTT 



GTTCCTCTTCGGGAAGCTTTTGATAA 
G GAATT CTC AGACC GATAGGGTGT 
AGTTTTGTACTTTrCACATAGCTTGTT 
GCCCCGTAAAAG GGTTAACAGCA 
TTGG ATCTGGTTCTGAG GAGGACACA 
CCTGG CATCGGATGAC CTTTATAA 



1 TAGAC ATG CTTGTGTCCAC ACAG CAC 
ACCAATGTGATACTTCCACTGACC 

1 ATGG GATGC GGTGGGTTGCCCAATA 
AACGGCTGTGGAGTGGAAATTCCTC 

1 TTTGTAC GTAGCTGTTACATGTAG G G 
CAATCTGTCTTTAAGTAGGGATAA 

1 GGAATTrCCTATCTTGCAGCATCCTG 
TAAATAAACATTCAAGTCCACCCT 

1 GAGATGAGTTTTGTTATTTTGGGGTT 

TTCAAGCATTGGAACCAAAGGCCA 
1 TCACTTAGACCCCTGTAACAGGTTAA 

ATCTTCATGGTGTTCTGTTTCCTA 
1 GCTCTCCAGACTGTTACAGTGCATGA 

GTGATAATAAAAATGAGTCAGTCA 
1 GGAGGTAAACATTGGAGATGTTTGTG 

AAAATATTACTCTTGCTGTGAGGT 
1 GGCCCCTTTCTTTCTTCTGAGGATTG 

CAGAG GATATAGTTATCAATCTCT 



1 TCAAC AGCACTTAAACTG AAGTTTG G 
GTTGCT CATAC AATAAACAGATTG 

1 GG GCCATTTTATGATGC ATTG CACAC 
CCTCTGGGGAAATTGATCTTTAAA 
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Table 8 

1 0437403 cDNA: FU21 32 1 fis, clone COL02335. 

highly similar to HSA010442 mRNA for 
Immunoglobulin kappa light chain 
/cds=UNKNOWN 

1 0437405 coated vesicle membrane protein 

(RNP24), mRNA /cds=(27 ,632) 
1 0437453 cDNA: FLJ21 366 fls, clone COL0301 2. 

highly similar to AB002445 mRNA from 

chromosome 5q21-22 

/cds=UNKNOWN 
1 0437455 RC-BT1 63-140599-023 cDNA 

1 0437507 hypothetical protein FLJ2141 5 

(FLJ21415), mRNA fcds=(1 38,755) 
1 0437638 mRNA for K1AA1 840 protein, partial 

Cds /cds=(71 t 4384) 
1 0437628 cDNA: FLJ21 51 3 fis, clone COL05778 

/Cds=UNKNOWN 
1 0437662 nuclear receptor subfamily 1 , group I, 

member 3 (NR1I3), mRNA 

/cds=(272,1318) 
1 0437664 cDNA: FLJ21 547 fis, clone COL06206 

/cds=UNKNOWN 
1 0437679 hypothetical protein FLJ21 709 

(FLJ21709), mRNA /cds=(65,2316) 
10437682 hypothetical protein FU21 562 

(FLJ21562), mRNA/cds=(238,2145) 
1 0437749 hypothetical protein FU21 61 6 

(FLJ21616), mRNA /cds=(1 19,1093) 
1 0437795 cDNA FLJ21 653 fis, clone COL08586, 

highly similar to HUMKINCDC protein 

kinase mRNA /cds=UNKNOWN 

1 0437852 cDNA: FU21 700 fis, clone COL09849, 
highly similar to HSU14972 ribosomal 
protein S10 mRNA /cds=UNKNOWN 

10437866 cDNA: FU21711 fls, clone COL10156 

/cds=UN KNOWN 
1 0437869 proliferation-associated 2G4, 38kD 

(PA2G4), mRNA/ods=(97.1281) 
10437878 actin, beta (ACTB), mRNA 

/cds=(73.1200) 
10437933 cDNA FLJ21772 fis, clone COLF7808 

/cds=UN KNOWN 
10437961 cDNA FLJ21793 fis, clone HEP00466 

/cds=UNKNOWN 
1 0437979 tumor rejection antigen (gp96) 1 

(TRA1), mRNA/cds=(105,2516) 
10437988 cDNA: FLJ21814 fis. clone HEP01 068 

/cds=UNKNOWN 
1 043801 4 chromosome 1 0 open reading frame 2 

(C10orf2). mRNA /cds=(32,1 552) 
1 0438078 Homo sapiens, done IMAGE3865907, 

mRNA, partial cds /cds={0,1534) 

10438106 microtubule-associated proteins 1 A/1 B 
Dght chain 3 (MAPI A/1 BLC3), mRNA 
/cds=(84,461) 

10438108 cDNA: FLJ21904 fis, clone HEP03585 
/cds=UNKNOWN 

1 0438142 cDNA: FU21 930 fis, clone HEP04301 , 
highly similar to HSU90916 clone 23815 
mRNA sequence /cds=UN KNOWN 

10438146 cDNA: FU21933 fis, clone HEP04337 

/cds=UN KNOWN 
1 0438186 cDNA* FLJ21 962 fis. clone HEP05564 

/cds=UNKNOWN 
1 0438193 cDNA: FLJ21 967 fis, clone HEP05652, 

highly similar to AF1 31 831 clone 25186 

mRNA sequence /cds=UNKNOWN 

1 0438197 PTD009 protein (PTD009), mRNA 

/cds=(257,916) 
1 0438224 ribosomal protein S1 2 (RPS1 2), mRNA 

/cds=(80,478) 
1 0438224 ribosomal protein S1 2 (RPS1 2), mRNA 

/cds=(80,478) 
1 0438227 hypothetical protein FLJ21 992 

(FLJ21992), mRNA/cds=(60,845) 



1 TTTTCCACAGGGGACCTACCCCTATT 
GCGGTCCTCCAG CTCATCTTTCAC 



1 G GGTG AGAAC ACTTG CAACAGTTTAT 
TAATGAGGTGACTTTCACCTTAGG 

1 AATGTACCATCAATAAAATTGGCTGC 
TTGGGCAGTTTTAGTTACCACCTT 



1 TTTTCAGAGGCTTCCTAATTAATCTTG 

CC CTCCTCCATTTCAGTCC ATTT 
1 AGCTCCAACCTTACGATGGAGAATTA 

AACTTG CTTGTATTTCCACTTTGT 
1 AGCTTCCTCTTCCTCAGGACAGCTTC 

TACTTTAGATGATCCAATAATGAT 
1 CACTGACTTCTATTCCATGAGCTTTTT 

CAAGGCGCTTATTTTATGGCAGC 
1 TGTTTCGTAAATTAAATAGGTCTGGC • 

C CAG AAG ACCCACTCAATTGCCTT 

1 GG AAGACCCAAG G AAATC CG GAATTT 

CGCACCAGAGGACCCACCACGTCC 
1 TCTTGTTACTTCCAAG GAGAACCAAG 

AATGGCTCTGTCACACTCGAAGCC 
1 TCrTTTCTCTAAAGCTTGTTTGATGAAA 

CTGGTTGGTCCTTTCAGTGAACA 
1 GCTGTGTGACTTAGTAGATAAAATAC 

TGCCTTCTGCCTTTGGGACCATGA 
1 TCTGTAATTGGACAG CTCTCTCGAAG 

AGATCTTACAGACTGTATCAGTCT 



1 GGTCGTGGAC GTG GTCAGCCACCTC 
AGTAAAATTGGAGAGGATTCTTTTG 



1 AAAGTGAAACCAAGAGTACAAGAGAC 

AGGTGAAATTAAAG AGCCC CTTGA 
1 GTCCAGGATGCAG AG CTAAAGGCCC 

TCCTCCAGAGTTCTACAAGTCGAAA 
1 CCAACTTGAGATGTATGAAGGCTTTT 

GGTCTCCCTGGGAGTGGGTGGAGG 
1 rrCCTC^TCCCATTTACAGTTTTTCTA 

ACTCCAGGGTAGTGTTTAGTGTT 
1 CATGCCAAAGACTCAACTGCTTTCAA 

AGATAATGTGGGTGCTAGATGCAG 
1 TCCCCTTCTCCCCTGCACTGTAAAAT 

GTG GGATTATGGGTCACAGGAAAA 
1 ACCATGCATAGAGTCAATCAAATCCT 

TGTGATGTTTTGTATGGACTTTGA 
1 TGTGCTGCCTCAAGACTGCTGGAGTC 

AG G AC ATTTTATAGAG CCTTTTC C 
1 GTGCAGTCTCTTAGCAGACTTCAGGC 

CCAAACTGTATTCTTCACTCAGGC 

1 GTTAGTGAAAGCTGTTTACTGTAACG 
GGG AAAACCAGATTCTTTG CATCT 

1 GCTTCTGTAAATGC CATCCC AATGTG 
GTTTGGTTTTGTTGAACAGAAACC 

1 TTGCCTCGATAAGTTTCCAAGTCACT 
GAAATCTGCTGAAGGTTTTACTGT 



1 ACTTCTGAACTGAGGAATTTGCTGTT 
GACAGCCAAAGTATAGTGTACAAG 

1 AGAGCCATCTGGTGTGAAGAACTCTA 
TATTTGTATGTTGAGAGGGCATGG 

1 AGAACAAGTTTGCCTTGATTTTGTTTA 
AAATGACTTCTGCTAAGCACCCA 



1 CCTGCCAAAGCAAGAAGAAGGCTTG « 

GTCCCCAGAAACAAACAGTAGTCAT 
1 GGAGTCTCAGGCCAAGGATGTCATT 

G AAGAGTATTTCAAATG C AAG AAAT 
1 GGAGTCTCAGGCCAAGGATGTCATT 

GAAGAGTATTTCAAATGCAAGAAAT 
1 TTTCATCTGAATCCAGAGGTGCATCA 

AATTAAATGACAGCTCCACTTGGC 
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Hs.92414 AK025683 10438280 

Hs.173705 AK025703 10438305 

Hs.13277 AK025707 10438310 

Hs.5798 AK025729 10438338 

Hs. 184542 AK025730 10438339 

Hs.75811 AK025732 10438341 

Hs.77910 AK025736 10438345 



Hs.170296 AK025743 

NA AK025767 

Hs.34497 AK025769 

Hs.5822 AK025773 
Hs.264190 AK025774 

Hs.12245 AK025775 

Hs.26367 AK025778 

Hs.285833 AK025788 

Hs.90421 AK025800 

Hs.269721 AK025846 

Hs.286194 AK025886 

Hs.279921 AK025927 

Hs. 105664 AK025947 

Hs.55024 AK026024 

Hs.289092 AK026033 

Hs.288555 AK026078 

Hs.333500 AK026091 

Hs.238707 AK026110 

Hs.77385 AK026164 

Hs.13179 AK026239 

Hs.27774 AK026264 

Hs.297666 AK026270 

Hs.31137 AK026334 

Hs.236744 AK026359 



Table 8 

cDNA: FLJ22030 fis. clone HEP08669 
/cds=UNKNOWN 

cDNA: FLJ22050 fis, clone HEP09454 
/cds=UNKNOWN 
hypothetical protein FLJ22054 
{FLJ22054), mRNA /cds=(144,956) 
pelota (Drosophila) homolog (PELO), 
mRNA/cds={259,1416) 
CGM27 protein (LOC51646), mRNA 
/cds={1 25,490) 

N-acylsphingosine amidohydrolase 
(acid ceramidase) (ASAH), mRNA 
/cds=(17,1204) 

cDNA: FU22083 fis, clone HEP14459, 
highly similar to HUM3H3M 3-hydroxy-3- 
methylglutaryl coenzyme A synthase 
mRNA/cds=UNKNOWN 



1 0438355 cDNA: FLJ22090 fis, done H EP1 6084 
/cds=UN KNOWN 

1 0438384 FU221 14 fis, clone HEP1 8441 

1 0438386 hypothetical protein FU221 1 6 

(FU22116), mRNA/cds=(270,3545) 

10438391 cDNA: FLJ22120 fis, clone HEP18874 
/cds=UNKNOWN 

1 0438392 cDNA: FLJ22121 fis, done HEP1 8876, 
highly similar to AF1 91298 vacuolar 
sorting protein 35 (VPS35) mRNA 
/cds=UNKNOWN 

10438393 cDNA: FLJ22122 fis, done HEP19214 
/cds=UNKNOWN 

1 0438396 PC3-96 protein (PC3-96), mRNA 

/cds=(1 19,586) 
10438408 cDNA: FLJ22135 fis, clone HEP20858 

/cds=UNKNOWN 
10438421 cDNA: FLJ22147 fis, clone HEP22163, 

highly similar to AF1 1 3020 clone 

FLB9138 mRNA sequence 

/cds=UNKNOWN 
10438485 cDNA: FLJ22193 fis, clone HRC01 108 

/cds=UNKNOWN 
10438538 hypothetical protein FLJ22233 

(FLJ22233). mRNA /cds={35, 1204) 
10438592 HSPC035 protein (LOC51669), mRNA 

/cds=(16,1035) 
10438619 hypothetical protein FLJ22294 

(FLJ22294), mRNA /cds=(240,602) 
1 0438731 hypothetical protein FLJ1 0307 

(FLJ10307), mRNA/cds=(28,462) 
1 0438744 Homo sapiens, coactosin-like protein, 

doneMGC:19733 IMAGE:3 604770, 

mRNA, complete cds/cds=(i 58,586) 

10438812 cDNA: FU22425 fis, clone HRC08686 

10438829 cDNA: FU22438 fis, clone HRC09232, 
highly simiiar to AF093250 P3BIP 
(P38IP) mRNA /cds=UNKNOWN 

10438854 hypothetical protein FU22457 

(FLJ22457), mRNA /cds=(56,1 462) 

1 0438926 cDNA: FLJ2251 1 fis, done HRC1 1 837, 
highly similar to HUMMYLCB non- 
muscle myosin alkali light chain mRNA 
/cds=UNKNOWN 

10439028 cDNA: FLJ22586 fis, clone HSI02774 

/cds=UNKNOWN 
10439063 602386841 F1 cDNA, 5' end 

/clone=IMAGE:4515730 /cIone_end=5' 

10439073 cDNA: FLJ22617 fis, done HSI05379, 

highly similar to HSEWS EWS mRNA . 

/cds=UNKNOWN 
1 04391 67 protein tyrosine phosphatase, receptor 

type, E(PTPRE), mRNA 

/cds=(51,2153) 
1 0439200 cDNA: FLJ22706 fis, done HSU 31 63 

/cds=UNKNOWN 
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TTG AC ACGTTC C ACTTC CTTTGC AATT 

ATTGTATTTAGTTGTGCACTAGT 

CCAAATCAACTGTGTGAACTGTTTCT 

GCACTGCTTGCTAATGGTTTCATC 

ATTGAGACGG G AAAAACTCGCTGTAA 

AATAATGCCAACCTAGATAATGCT 

TGTTCTTGCATTGCATTTAATGATCCC 

TTTTCTCCCCACCTCCACACACT 

TGCAGATTCCTAGTAGCATGCCTTAC 

CTACAGCACTATGTGCATTTGCTG 

GCMGACCGTTTGTCCACTTCATTTT 

GTATAATCACAGTTGTGTTCCTGA 

AATTTAACTTTTGGGTGCC AG G AAAT 
GGGTTTTCTCAAAGTCCATTGCCG 



TCGTG G AAGGGAGAG CCATCAGCAG 
AAAGAGACCCTGAGATCTTCGCCTG 

AAAC AC ACCAGG G AGACACCATAAAA 
CAGACCAAGACTAACTTAAAAACA 
AACCACAATCAAACATATAAATAAGC 
CTGGAAAACCAACTACAACCAGCA 
TTTCCTGATTATTTGATG CTAGCTGG 
AATTCAAGAAATGGCATTGACCTT 
TCAC CCCAAGTAGC ATGACTGATCTG 
CAATTTAAAATTCCTGTGATCTGT 



TGAGAAGTGCGGAATAGGTTG CTTCT 
ACCACCTGTTCTTAATGTAACAGT 
TCGAATGAGTGGTCAGGTAGTCTTAA 
AGAGCCTCATGTTAAATAGACACA 
TGAAGTGCAAATAAAAGCACTGCTAC 
TATAAGACATTCTGGAATGGTTGT 
GCAGTCCCCAG ATC CAGAACATG GG 
AAGTTAG GGAAAATGTGTGATTTTG 



AGGTATGACAGGAACTGTCTTCATGT 

C CTTAC CCMGCAAGTCATCCATG 

AATTTTGAATTTCTCCTTGCCACGTTA 

ATAAAGCCAAAAGCAGCGGGTGC 

TGACTCTGTGCTGGCAAAAATGCTTG 

AAACCTCTATATTTCTTTCGTTCA 

G CTCTCCCACAG AAACCTTTGTCCTT 

GCAACTTTATCCTTTGTCCCGATT 

TTGCCTTAGCCAGTGTACCTCCTACC 

TCAGTCTATGTGAG AG GAAGAG AA 

ACTGTATTGGGATTGTAAAGAACATC 

TCTGCACTCAGACAGTTTACAGAA 



GTGTGTGTGCATGTGTGTGTTAG CAG 
AGGTATTTTACTCAGAAAATAGGT 
GCCAGTCAAAAAGTAAAATGAAGAGA 
GGCAC GCCAACC ACTCC AAAATTT 



CACTTTGTGGTCGAAAGGCTCAGCCT 
CTCTACATGAAGTCTGTGGACATG 
AGGCTTTCTTGTCTCAG C AACTTTCC 
CATCTTGTCTCTCTTGGATGATGT 



1 1 1 I I CTTTTTGAAGCATGGAAAACAA 
ATCTTTTATGCCACTCCAGCCAT 
CCATGATATAAGGAAGGGCCGTGCC . 
TCATGGAAAAGCAACAGGTGGCCTC 

TAAAGGCGAGCACCGTCAGGAGCGC 
AGAGATCGG CCCTACTAG ATGCAGA 

TGAGCCTGACACCTGTGTTTCAGCAT 
TTGGAGACATCCCCATGTTATTCT 

CTG AGCC ACATCCAAGCCTGGTTTG C 
TGCACTCTATTGCCAAAGACTGAC 
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AK026766 


10439693 
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mitochondrial ribosomal protein L9 1 
(MRPL9), mRNA/cds={1 4,817) 
cDNA:FU22719 fis, clone HS11 4307 1 
/cds=UNKNOWN 

hypothetical protein MGC4737 1 
(MGC4737), mRNA/cds={2350,2986) 
cDNA: FU22743 fis, clone HUV00901 1 
/cds=UMKNOWN 

hypothetical protein FLJ22757 1 
(FU22757), mRNA/cds=(92,2473) 
hemopoietic cell kinase (HCK), mRNA 1 
/cds=(1 68,1 685) 

ATPase, Ca++ transporting, plasma 1 
membrane 4 (ATP2B4), mRNA 

/cds=(397,4014) 

AD-01 5 protein (LOC55829), mRNA 1 
/cds=(30,644) 

cDN A: FU2281 0 fis, done KAIA2933, 1 
highly similar to AB021288 mRNA for 
beta 2-microglobulin /cds=UNKNOWN 

hypothetical protein FLJ22833 1 
(FLJ22833), mRNA /cds=(479,883) 

CONA: FU22838 flS, done KAIA4494, 1 
highly similar to HUML12A ribosomal 
protein L12 mRNA /cds=UNKNOWN 

lactate dehydrogenase A (LDHA), 1 
mRNA/cds=(97.1095) 

Homo sapiens, ribosomal protein L30, 1 
clone MGC:2797, mRNA, complete cds 
/cds={29,376) 

tyrosyl-tRNA synthetase (YARS), 1 
mRNA/cdS=(0.1586) 

tubulin, beta, 2 (TUBB2), mRNA 1 
/cds=(0,1337) 

major histocompatibility complex, class 1 
I. C (HLA-C), mRNA /cds=(0,1 100) 



cDNA FU20161 fis, done COL09252, 
highly similar to L33930 CD24 signal 
transducer mRNA /cds=UNKNOWN 



tubulin, alpha, ubiquitous (K-ALPHA-1), 1 
mRNA/cds=(67,1422) 

uncharacterized hypothalamus protein 1 
HSMNP1 (HSMNP1), mRNA 
/cds={231,1016) 

tRNA isopentenylpyrophosphate 1 

transferase (IPT), mRNA 

/cds=(60,1040) 

RNA binding motif protein 3 (RBM3), 1 
mRNA/cds=(276,749) 

cDNA: FU23016 fis, clone LNG00874 1 
/cds=UNKNOWN 

done A9A2BRB6 (CAC)n/(GTG)n 1 
repeat-containing mRNA 
/cds=UNKNOWN 

cDNA: FLJ23051 fis, clone LNG02642 1 
/cds=UNKNOWN 

hypothetical protein FLJ23059 1 
(FLJ23059), mRNA /cds={41, 1681) 

CDNA: FLJ23094 fis, clone LNG07379, 1 
highly similar to HST000007 mRNA full 
length insert cDNA clone EUROIMAGE 
293605 /cds«UNKNOWN 

TGFB-induced factor (TALE family 1 
homeobox) (TGIF), mRNA 
/cds=(311,H29) 

cDNA: FU231 16 fis, clone LNG07945, 1 
highly similar to HSU79240 
serine/threonine kinase mRNA 
/cds=UNKNOWN 

cDNA: FLJ23123 fis, clone LNG08039 1 
/cds=UNKNOWN 

hypothetical protein FLJ1 2788 1 
(FLJ12788), mRNA/cds=(9,866) 

CDNA: FU23181 fis, clone LNG11094 1 
/cds=UNKNOWN 



ACTTG CCTCATTCTCATCATCCAAACT 
G AAC ATTTGTATCCCAAG CAG AA 
GTATGAAGAAGGAAGCCCAGCAGAG 
CAGGAGGCAGCAGCAACAATGAGAG 

CTGTGTGTGTCCATGTCTGCAAGCAG 

TTCTTCAATAAATGG CCTGCCTCC 

TCAAAGCAGAGCACAGAGTTATTTGG 

TGTTTGCTGAAGACAGCCTTTGTG 

ACTTCCATCTCAGCTAATGCACCCAC 

CAGCTCAAACACACCAATAAAGCT 

TGCAATCCACAATCTGACATTCTCAG 

G AAGC CCCC AAGTTGATATTTCTA 

CAGAAACCAATACTGCTGTGCACTGA 

GAATAAAAACTCATGCCCCCTTGT 

CACCAGTGAGGATTACTGATGTGGAC 
AGTTGATGGGGTTTGTTTCTGTAT 
AAAGTAAGGCATGGTTGTGGTTAATC 
TGGTTTATTTTTGTTCCACAAGTT 



TAAG GGGTAGACAAGATACCG AATAA 
TCTCCACAAGTTTATTTGTGGTCT 
ACATCAACAGTGGTGCTGTGGAATGC 
CC AG CCAGTTAAG CACAAAGGAAA 



ACAAACAATGCAACCAACTATCCAAG 
TGTTATACCAACTAAAACCCCCAA 
TTCACCTACAAAATTTCACCTGCAAA 
CCTTAAACCTGCAAAATTTTCCTT 

GGGTACTTCTCCATAAGGCATCTCAG 

TCAAATCCCCATCACTGTCATAAA 

CTTGCTGTTTTCCCTGTCCACATCCA 

TGCTGTACAGACACCACCATTGAA 

AAGTCAATTCCTGGAATTTGAAAGAG 

CAAATAAAGACCTGAGAACCTTCC 



1 AAGCTACTGTGTGTGTGAATGAACAC 
TCTTGCTTTATTCCAGAATGCTGT 



TGTCATGCTCCCAGAATTTCAGCTTC 
AGCTTAACTGACAGATGTTAAAG C 
AGGTGGTACTCAAGCCATGCTGCCTC 
CTTAC ATCCTTTTTGGAACAGAG C 

TGCATCGTAAAACCTTCAGAAGGAAA . 
GGAGAATGTTTTGTGGACCACTTT 

TGTGGTTAGGAAGCAATTTCCCAATG 

TACCTATAAGAAATGTGCATCAAG 

GCCTGCGTTGCCACTTGTCTTAACTC 

TGAATATTTCATTTCAAAGGTGCT 

AGCTAATATTGCTGCAATGGCTGGCA 

GG AAAC AG GTGATC AAG AGTGTC A 

TCGACCCCAGAGGTGAATGTATTGTT 

ATTATTGTTTTGTTGTTGTTGTGA 

TCCTTGGCAGCTGTATTCTGGAGTCT 

GGATGTTGCTCTCTAAAGACCTTT 

TTTGCCATGTCCAGTACAGAATAATTT 

GTACTTAGTATTTGCAGCAGGGT 



TAGAGAACCTATAGCATCTTCTCATT 
CCCATGTGGAACAGGATGCCCACA 



AACTCATGTGCAGGTTTGATAAACAC 
CAGAACAGAAGACAGTGATGCTGT 



TGGCCCTGACAGTATTCATTATTTCA • 

GATAATTCCCTGTGATAGGACAAC 

ACCTG G AGAG AG AAGGTATTGAAAC A 

TCTCCTTTATGTGTGACTTTCCCA 

AGAAATACCCACTAACAAAGAACAAG 

CATTAGTTTTGGCTGTCATCAACT 
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1131 Table 3A 

1132 Table 3A 

1133 Table 3A 

1134 Table 3A 

1135 Table 3A 

1136 Table 3A 



Hs.324060 AK026836 

Hs.6906 AK026850 

Hs.288455 AK026923 

Hs.286236 AK026933 

Hs.91065 AK026954 

Hs.88044 AK026960 



1137 Table 3A Hs.298442 AK026983 10439978 



1138 Table 3A 

1139 Table 3A 

1140 Table 3A 

1141 Table 3A 

1142 Table 3A 

1143 Table 3A 

1144 Table 3A 



Hs.301732 
Hs.3382 

Hs.85567 

Hs.48320 

Hs.1 15659 
Hs. 11 3205 
Hs.289071 



AK027016 
AK027064 

AK027067 

AK027070 

AK027114 
AK027136 
AK027187 



Table 8 

10439784 hypothetical protein FLJ231 83 

(FLJ23183), mRNA /cds=(226,732) 

10439805 CDNA: FU23197 fis, clone REC00917 
/cds=UN KNOWN 

10439895 cDNA- FLJ23270 fis, clone COL10309, 
highly similar to HSU33271 normal 
keratinocyte mRNA /cds=UNKNOWN 

1 0439907 mRNA for KIAA1 856 protein, partial 

cds /cds=(0,3404) 
10439935 cDNA: FLJ23301 fis, clone HEP11120 

/cds=(2,1888) 
1 0439945 cDNA: FU23307 fis, clone HEP1 1 549, 

highly similar to AF04 1037 novel 

antagonist of FGF signaling (sprouty-1) 

mRNA /cds= UN KNOWN 



adaptor-related protein complex 3, mu 
1 subunit(AP3M1), mRNA 
/cds={69,1325) 

hypothetical protein MGC5306 
(MGC5306), mRNA /cds=(206,1042) 
protein phosphatase 4, regulatory 
subunit 1 (PPP4R1), mRNA 
/cds=(93,2894) 
suppressor of variegation 3-9 
(Drosophila) homolog 2;' hypothetic 
(SUV39H2), mRNA/cds=(37,1089) 
mRNA for ring-IBR-ring domain 
containing protein Dorftn, complete cds 
/cds=(3l 7,2833) 
hypothetical protein MGC5521 
(MGC5521), mRNA/cds=(163,708) 
cDNA: FLJ23483 fis, done KAIA04052 
/cds=UNKNOWN 

cDNA: FLJ22245 fis, clone HRC02612 
/cds=UNKNOWN 



10440025 
10440089 

10440093 

10440098 

10440156 
10440188 
10440255 



1145 Table 3A Hs.240443 AK027191 10440260 



1146 Table 3A 

1147 Table 3A 

1148 Table 3A 

1149 Table 3A 

1150 Table 3A 

1151 Table 3A 

1152 Table 3A 

1153 Table 3A 

1154 Table 3A 

1155 Table 3A 

1156 Table 3A 

1157 Table 3A 

1158 Table 3A 

1159 Table 3A 

1160 Table 3A 



Hs.323502 AK027192 

Hs.159483 AK027194 

Hs.334853 AK027197 

Hs.91448 AK027210 

Hs.169854 AK027212 
Hs.57209 AK027232 

Hs.54890 AK027243 

Hs.279040 AK027258 

Hs.279040 AK027258 

Hs. 152925 AK027260 

Hs. 183454 AK027789 

Hs.122487 AL040371 

Hs.79709 ALO42370 
Hs.252721 AL042376 

Hs.182278 AL046016 



cDNA: FU23538 fis, clone LNG08010, 
highly similar to BETA2 MEN1 region 
clone epsilon/beta mRNA 
/cds=UNKNOWN 
10440281 nuclear RNA export factor 1 (NXF1), 

mRNA /cds=(0, 1679) 
1 0440263 chromosome 1 open reading frame 7 

<Clorf7), mRNA/cds=(46,1590) 
1CM40266 hypothetical protein FLJ23544 

(FLJ23544), mRNA /cds=(1 25,51 7) 
10440285 MKP-1 like protein tyrosine 
phosphatase (MKP-L), mRNA 
/cds=(233,829) 
1 0440288 hypothetical protein SP1 92 (SP1 92), 

mRNA /cds=(1 79, 1603) 
10440314 hypothetical protein DKFZp566J091 
(DKFZP556J091), mRNA 
/cds=(212,529) 
10440328 cDNA FU14739 fis, clone 

NT2KP3002402 /cds=(156,2048) 
10440392 HT001 protein (HT001), mRNA 

/cds=(241,1203) 
10440392 HT001 protein (HT001), mRNA 

/cds=(241,1203) 
10440394 mRNA for K1AA1268 protein, partial 

cds /cds=(0,3071) 
14042727 cDNA FU14883 fis, done 

PLACE1 003596, moderately similar to 
OLIGOSACCHARYL TRANSFERASE 
STT3 SUBUNIT /cds=(2,862) 

5409324 602365286F1 cDNA, 5' end 

/done=(MAGE:4473836 /clone__end=5' 

5421708 phosphotldyiinositol transfer protein 
(PITPN), mRNA/cds=(216,1028) 

5421714 6020222l4FlcDNA.5'end 

/clone=IMAGE:4i57715 /clone_end=5' 

54341 10 Homo sapiens, calmodulin 2 

(phosphorylase kinase, delta), clone 
MGC:1447 IMAGE:3504793, mRNA, 
complete cds /cds=(93,542) 
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ATGGG C AAATTCTTAGGTAAGACAAA 

AACACAGCCCCAAGGGCAGGTAGT 

GCTGATGCCACTACCCGATTTGTTTA 

TTTGCAATTTGAGCCATTTAAAGA 

CCTGTTCCCTTCAGCCAACCCGTTTC 

TGCAGTAAAATTAAGCCTGTCAAA 



TGGCTTAAACCAGTGTTCAGTCTGGT 

GCCAAACTTCGAATGGAATACAAA 

TGT GAGT TGTGACCATGTAACATGAG 

AGGTTTTGCTAGGGCCTATTATTT 

A GCTG AGTAATTCTAATCTCTTCTGT 

GTTTTCCTrGCCTTAACCACAAAT 



MTTTGCTAGAATCCAGTAAATCAm 
TGGTAGCTCTGGCTGTGCTATCA 

TGGCTCGAAGTTTCTCTAGTGTTTTC 
TGTGGAAG G AATAAAAATTTG AGT 
ACTCTTGGGA GTGCTGCAGTCTTTAA 
TCATGCTGTTTAAACTGTTGTGGC 

TTTAC ATGATTG GACCCTCAG ATTCT 
GTTAACCAAAATTGCAGAATGGGG 

TGAAATCAAAGCAC GGTG CAGAACTT 
GTACCAAGTACAAAAGGTCCATGT 

CCTTACTCTGTCCTTGATGGAGGGGA 

GAAGGGAGGGCAAAGAAGTTAAAT 

CACCGCCATGCAACTCCATGCCTATT 

TACTGGAAACCTGTTATGCCAAAC 

CAAGAGAATGAAGGAGGCTAAGGAG 

AAGCGCCAGGAACAAATTGCGAAGA 

AGTCTCGGGTATGCTGTTGTGAAATT 
GAAACTGTAAAAGTAGATGGTTGA 



ACTAAACTACCCGAAGGACTTAGGTG 
CTTTGTGTACTTAACCCCAGGACC 
GCCAC CACTGTCTGTTTGAGACTCCT 
TCATGAG CAAAGATTGATGTATGG 
ATGAATTTGAAGACATGGTGGCTGAA 
AAGCGGCTCATCCCAGATGGTTGT 
AGCTTCAGTCTCTACTGGATTAGCCC 
TACTCTTTCCTTTCCCCTCCATTA 

AGATGTGGTTATCACAAGTCTCGAGG 
GGGAAACTACTGCATAAAATAACT 
TCAGTAAAAATG CCTGTTGTGAGATG 
AACCTCCTGTAACTTCTATCTGTT 

AGTTAACTGCGGAGCCAAGAGTTGG 
ACTATAATTAAATTACCTTCCTTGT 
CCGGTTTG GGTTGTTAATGGTTGAAA 
ACTTAGAGGAACATAGTGAGGCCT 
C C G GTTTG G G TTGTTAATG GTTGAAA 
ACTTAGAGGAACATAGTGAGGCCT 
C CAGTGATTTG ATTAACTCAGGGCAA 
GGCT GAATATCAGAGTGTATCGCA 
TTTTGACCCAGATGATGGTTCCTTTA 
CAGAAC AATAAAATGG CTG AACAT 



ACTGG ACATCGCCCTACG C AAC CTCC • 
TCGCCATGACTGATAAGTTCCTTT 

ACTG CTGGTAG CATTTATCTGACTTG 
GAAAGTTG GAG AAG AGGCATTCCT 
CTTCCGAAGAGAAGAGGCTGGGGCT 
GTAACTGGAAAGGGGAAGCGCACAG 

CCTGACCTTGAGCTCTAGTCTCCCCT 
TTAAATCTTACCTTGGCAGTAACA 
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NA 


AL047171 


5936355 


1162 


Table 3A 


Hs.1 88757 


AL049282 


4500041 


1163 


Table 3A 


Hs.104916 


AL049305 


4500074 


1164' 


Table 3A 


Hs.99821 


AL049319 


4500092 


1165 


Table 3A 


Hs.77311 


AL049332 


4500108 


1166 


Table 3A 


Hs.86405 


AL049340 


4500124 


1167 


Table 3A 


Hs.4291 5 


AL049356 


4500146 


1168 


Table 3A 


Ms. 184938 


AL049782 


4902604 


1169 


Table 3A 


Hs.326248 


AK025724 


10438333 


1170 


Table 3A 


Hs.1 39240 


AL049942 


4884185 


1171 


Table 3A 


Hs.22370 


AL049951 


4884198 


1172 


Table 3A 


Hs.1 50580 


AL050005 


4884260 


1173 


Table 3A 


Hs.1 4846 


AL050021 


4884264 


1174 


Table 3A 


Hs.133130 


AL050035 


4884276 


1175 


Table 3A 


Hs.27371 


AL050061 


4884292 


1176 Table 3A 


Hs.227429 


AL050131 


4884338 


1177 


Table 3A 


Hs.323463 


AL050141 


4884352 


1178 


Table 3A 


Hs.323463 


AL050141 


4884352 


1179 


Table 3A 


HS.26295 


AL050166 


4884381 


1180 


Table 3A 


Hs.80285 


AL050192 


4884408 


1181 


Table 3A 


Hs.26613 


AL050205 


4884444 


1182 


Table 3A 


Hs.1 5020 


AL050218 


4884459 


1183 


Table 3A 


Hs.3642 


AL050268 


4886442 


1184 


Table 3A 


Hs.1 2305 


AL050272 


4886498 


1185 


Table 3A 


Hs.274170 


AL050353 


4914574 


1186 


Table 3A 


Hs.8128 


AL050371 


.4914606 


1187 


Table 3A 


Hs.322645 


AL050376 


4914609 


1188 


Table 3A 


Hs.322645 


AL050376 


4914609 


1189 


Table 3A 


Hs.321247 


AL050391 


4914591 



Table 8 

(synonym: hutel) cDNA clone 
DKFZp586F2018 5* 

Homo sapiens, clone MGC:5564, 
mRNA, complete cds /cds=(227,304) 

hypothetical protein FLJ21940 
(FU21940), mRNA/cds=(92,2107) 

hypothetical protein FLJ14547 
(FLJ14547), mRNA/cds=(25,711) 

mRNA; cDNA DKFZp564L176 (from 
clone DKF2p564Ll76) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564P056 (from 
clone DKFZp564P056) 
/cds= UN KNOWN 

ARP2 (actin-related protein 2, yeast) 
homolog (ACTR2), mRNA 
/cds=(74,1258) 

Novel gene mapping to chomosome 13 
/cds=UNKNOWN 

cDNA' FU22071 fis, clone HEP11691 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564F1422 (from 
clone DKFZp564F1422) /cds={0,1491) 

mRNA; cDNA DKFZp564O0122 (from 
clone DKFZp564O0122) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564A153 (from 
clone DKFZp564A153) 
/cdS=UNKNOWN 

mRNA; cDNA DKFZp564D016 (from 
clone DKFZp564D016) 
/cds^UNKNOWN 

mRNA; cDNA DKFZp566H01 24 (from 
clone DKFZp566H0124) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp568J123 (from 
clone DKFZD566J123) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586H 1 1 (from 
clone DKFZp586l111); partial cds 
/cds=(0,617) 

mRNA for KIAA1693 protein, partial 
cds /cds=(0,2707) 

mRNA for K1AA1693 protein, partial 
cds/cds=(0,2707) 

mRNA; cDNA DKFZp586D1122 (from 
clone DKFZp586D1122) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586C1723 (from 
clone DKFZp586Cl723) • 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586F1323 (from 
clone DKFZp586Fl323) 
/cds=UNKNOWN 

DNA sequence from clone 51 J12 on 
chromosome 6q26-27. Contains the 3' 
part of the alternatively spliced gene for 
the orthologs of mouse QKI-7 and QKI- 
7B (KH Domain RNA Binding proteins) 
and zebrafish ZKQ-1 (Quaking protein 
homolog). Contains ESTs. STSs and 
GSSs/cds=(0,692) 

RAB1, member RAS oncogene family 
(RAB1), mRNA /cds=(50,667) 

DKFZP566B1 83 protein 
(DKFZP566B183), mRNA 
/Cds=(351,749) 

mRNA; cDNA DKFZp564C0482 (from 
clone DKFZp564C0482) 
/cds=UNKNOWN 

phosphatidylserine decarboxylase 
(PISD), mRNA /cds=(223,1 350) 

mRNA;cDNADKFZp586J101 (from 
clone DKFZp586J1 01) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586J101 (from 
clone DKFZp586Jl01) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586A181 (from 
clone DKFZp586A181); partial cds 
/cds={0,314) 



TTGGTCCCACAGTTTTTATGTGTCCT 

ACTTGAAATTATGTTTGCTCCCGT 

TGGAGGATTTTTGTTAAGTCAAGTGT 

CAATCGAAGTTAAAAAGCAAGGGT 

ATGGCTCTTTTCCTATTAGAGCAACTT 

GTGTTTCCCTGATMTGTGTACA 

GTCGTGACTGACTTGGTGTGTTGCTA 

TTGTGTTTCTATATACTCCGTCCA " 

TTTAGTCCAGTG GTTTCCAC AG CTGG 

CTAAGCCAGGAGTCACTTGGAGGC 

TGGAAGACAGTAAAGAACAGCCCTCT 
GTAGTCAGTAAAGTTTCAC CTTCT 

TGGGTG G AGTATTATGTTTAACTGG A 
GTTGTC AAGTATGAGTC CCTCAGG 

AAAGTAGTAAATCGGGCTGTCTTAAT 
AGTGCG CCTGTTACTAATGG AATT 
ATGT CAAGC TTTGGGTCTCTGGAGTA 
TAAC7TTTTGTAACATTAGCCATT 
ATCTAGGACACCTCCATCAAACCTCC 
TCTTGCACTTTC C CTCTGG CTTCC 
TGTGATGGGAACAGTGTCTTAGGGA 
GATGCAGCTTGGACTTGAGGTAAAT 

AGAATGGGAGGCCAACCTTCTATCAG 
AGTTAAACTTTTGACAAGGGAACA 

AAAAATGTGAAACTGCCCTGCCTCCC 
CI I I I I GCTGACAACACTGTGTAC 

GGCCCCATTACAAAACTCCTTAGGAA 
CCTCGCCCTCTCTCTGCTGTAAGG 

G CTG CTGTCTAGATTTATGTGTGCTC 
TGACAAGAAATGTTTTGTGTAACA 

CCAGGCTG CGGTG AGAATGCCAAGA 
AGGCACTACCTCCCACCCACATCAC 

CCAGTTGTCTTGAACAGCCTGACTCC 

TGCCAGCCCTATGGAAGTTCCTTT 

CCAGTTGTCTTGAACAGCCTGACTCC 

TGCCAGCCCTATGGAAGTTCCTTT 

TCTTTAAGAAGACCACCACATAGAAT 

ACCCCTTCCTATCAGCTCGCTCTG 

TTTGACTTTCAGGATGTCATACTACTT 
CTGTACCTAGCATTTTCAGTCCT 

TG CTTAGATTTGTTCCTGTTGTC AAAA 
CTGTTACCCCCAAAATTGGTGTG 

AACAAGGTACATGCATTATGTGTCAC 
ATTACTGGG CAAACTGTTCAAGTA 



AGCACAAGCAGTGTCTGTCACTTTCC 
ATGCATAAAGTTTAGTGAGATGTT 
AGTGACTAAATACTGGGAACCTATTT 
TCTCAATCTTCCTCCATGTTGTGT 

CTTC AGGACTGTATGAGCCG AG C AGT 
TACAAGACACAAAGAAGTTAAAAA 

AGG G CCAGATTTC ATGTTG ACCCTGG 
GGATGCTGTGAATTTCTCCTGCAG 
AAATGC AG GTTTATTATCC AGCACTG 
AGAGAGTTAACAAGGACTGGAAAA 

AAATGC AG GTTTATTATCC AG CACTG 
AGAGAGTTAACAAGGACTGGAAAA 

CCCTCCTTAATCAACTTCAAGGAGCA 
CCTTCATTAGTACAGCTTG CATAT 
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1190 Table 3A 

1191 Table 3A 

1192 Table 3A 

1193 Table 3A 

1194 Table 3A 

1195 Table 3A 

1196 Table 3A 

1197 Table 3A 

1198 Table 3A 

1199 Table 3A 

1200 Table 3A 

1201 Table 3A 

1202 Table 3A 

1203 Table 3A 

1204 Table 3A 

1205 Table 3A 
120S Table 3A 

1207 Table 3A 

1208 Table 3A 

1209 Table 3A 

1210 Table 3A 

1211 Table 3A 

1212 Table 3A 

1213 Table 3A 

1214 Table 3A 

1215 Table 3A 

1216 Table 3A 

1217 Table 3A 

1218 Table 3A 

1219 Table 3A 



Hs.12813 

Hs.52792 

Hs.111801 

Hs.306327 

Hs.306327 

Hs.172803 

Hs.119155 

Hs.75875 

Hs.1 28797 

Hs.193700 
Hs.73851 

Hs.172089 

Hs.1 93784 

Hs.321022 

Hs.1 87991 

Hs.1 09727 

Hs.26797 

Hs.7200 
Hs.22583 

Hs.303154 
Hs.6607 
Hs.154320 



AL080156 

AL080213 

AL096723 

AL096752 

AL096752 

AL1 09669 

AL109786 

AL110132 

AL110151 

AL1 10164 
AL110183 

AL1 10202 

AL1 10204 

AL1 10236 

AL1 10269 

AL1 17407 

AL1 17448 

AL1 17502 
AL1 17513 

AL1 17536 
AL1 17565 
AL1 17566 



Hs.4055 

Hs.1 80777 

Hs.87794 

Hs.79709 
NA 

Hs.6986 

Hs.274481 

Hs.272307 



AL1 17595 

AL1 17621 

AL1 17837 

AL1 17644 
AL1 20453 
AL121406 
AL121735 
AL133015 



Table 8 

5262614 mRNA; cDNA DKFZp434J214 (from 

clone DKFZp434J214); partial cds 

/cds=(O,1081) 
5262703 mRNA; cDNA DKFZp586l1823 (from 

clone DKFZp586l1823) 

/cds=UNKNOWN 
5419856 mRNA; cDNA DKFZp564H2023 (from 

done DKFZp564H2023) 

/cds=UNKNQWN , 
5419888 mRNA; cDNA DKFZp434A012 (from 

clone DKFZp434A012) 

/cds=UNKNOWN 
5419888 mRNA; cDNA DKFZp434A012 (from 

clone DKFZp434A012) 

/cds=UNKNOWN 
5689801 mRNA full length Insert cDNA clone 

EUROIMAGE 31839 /cds=UNKNOWN 

5725475 mRNA fulf length insert cDNA clone 

EUROIMAGE 814975 /cds=UNKNOWN 

581 7027 ubiquitin-conjugating enzyme E2 

variant 1 (UBE2V1), transcript variant 2, 
mRNA /cds=(69,734) 
5817052 mRNA; cDNA DKFZp586D0824 (from " 
clone DKFZp586D0824); partial cds 
/cds=(0,1080) 

cDNA: FLJ22008 fis, clone HEP06934 
/cds= UN KNOWN 
ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit F6 
(ATP5J), mRNA /cds=(1, 327) 
mRNA; cDNA DKFZp586l2022 (from 
clone DKFZp586l2022) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586K1922 (from 
clone DKFZp586Kl922) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp566P1 124 (from 
clone DKFZp566P1 124) 
/cds=UNKNOWN 
DKFZP564A122 protein 
(DKFZP564A122), mRNA 
/Cds=(2570,2908) 

mRNA; cDNA DKFZp434D2050 (from 
clone DKFZp434D2050); partial cds 
/cds=(1 10,1 720) 

mRNA; cDNA DKFZD586B1417 (from 
done DKFZp586B 14 1 7); partial cds 
/cds=(0,3876) 

hypothetical protein MGC16714 
(MGC16714), mRNA/cds=(394,990) 
mRNA; cDNA DKFZp434K2235 (from 
done DKFZp434K2235); partial cds 
/cds=(0,1086) 

popeye protein 3 (POP3), mRNA 
/cds=(1 47,1 022) 
URAX1 mRNA, complete cds 
/cds=(191,1960) 
ublquitin-activating enzyme E1 C 
(homologous to yeast UBA3) (UBE1C), 
mRNA /cds=(0,1328) 
mRNA; cDNA DKFZp564C2083 (from 
done DKFZp564C2063) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564M0264 (from 
done DKFZp564M0264) 
/cds=UNKNOWN 
mRNA; cDNA DKFZp434l225 (from 
clone DKFZp434l225); partial cds 
/cds=(0,128l) 

phosphotidylinositol transfer protein 
(PITPN), mRNA/cds=(216,1028) 
(synonym: hamy2) cDNA done 
DKFZp761l208 5' 
glucose transporter pseudogene 
/cds=UNKNOWN 
cellular growth-regulating protein 
(LOC51038), mRNA/cds=(612,785) 
mRNA; cDNA DKFZp43402417 (from 
done DKFZp43402417); partial cds 
/cds=(0,724) 



5817069 
5817095 

5817121 

5817123 

5817178 

5817043 

5911992 

5911896 

5912009 
5912025 

5912065 
5912116 
5912116 

5912159 

5912202 

5912225 

5912234 
5926352 
5927407 
6012990 
6453493 
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AAACCAGTGACTCCTMTCTTTTTCAA 
GTTAAGACACCTTACCATTGCTT 

AAG GGAACACAAAACTGTGGTCCTG A 
CAATACTAATTCTACCCGTTTTCA 



TTTTTGTACGATCAG CCTTACTGCTAA 
TAAAAGCACTTCCACAGGGAAAA 

AAATTCTACAAAGGAGAGGTTGGGCG 
TTACAAAGGCATTGTGAATCTAAT 

AAATTCTACAAAGGAGAGGTTGGGCG 
TTACAAAGGCATTGTGAATCTAAT 

TTCAC C GAGGACATGAAACTCC AC CT 
TGCGGGGATAAAGAGAGAAAAACA 

TGTGCTCTTCAGTAGAGGATTTTCTG 
TGATCCTACAATGAAG G GAAAGCT 

TTTGTGTAAAACCACCTTTTGAAGCA 
GCAACTATCAAGTCTGAAAAGCAA 

AGTGGGTGAATCACAGTAATTTCCCT 
GTAAAATGTGGTACCTGAAGTCAT 

TAG GCTCATAGCCTTGTATTTCGTTTT 
AGATTGTAAGCTCAATGGCAGGG 
GCTCAAGCAAATGTTTGGTAATGCAG 
ACATGAATACATTTCCCACCTTCA 

AAGTCATCATTTGCCTTGAAAGTTTC 
CTCTGCATTGGGTTTGAAGTAGTT 

GAG C AGGG GTG GGAGTG G CTGTAAC 
TTCACAATCCTAATACAGTAAATGT 

TTCTTAAG G AGTCTTAACTCGGTACT 
TGGGTTAACGCCAGAAATTACTTT 

TTGGTGAGTTGCCAAAGAAGCAATAC 
AG CATATCTGCTTTTGCCTTCTGT 

AGGCCTTGTTTTTCAGCTTCATCTGC 
AGTTCTATGTGAAGATTGATAAAT 

TGC AACTTAGAAACC AG CTACAGTAT 
GGCCCACTTAATAAAACACCTGAA 

AGTTTATTGTTAGCCAGGTTGCTTGA 
AAGGTTGAGAGTGGAGTGGTTTGG 
GC ATAACTGCTCTAG CTTCTTGTTTA 
CCATAGTACTGTGGCTTCAGATTT 

TGTATCTTTTCCTGTTAAACACACAGA 
CCC CTCCCCAATCTGG ACATTGA 
GCCTTGCCAGCCTGTGTGCTTGTGG 
GAACACCTTGTACCTGAGCTTACAG 
GCATGAATGGGCAATATTTTCATCTG 
TTTACTTGTAGTG CC ATAGAGGCC 

GGC CTTCTATGTGCTTAGCC ATAACA 
ATTCCATTAAG CAAGAAGGTAAGC 

AATTG AACAATAAC CATTG GTGACTG 
GAG C AGGTAATTATAGCCTGCAGA 

AGGGGTCCCAAGAGCCTGTCCTCTTT 
TGTTCAAAATACATCTTGAAACGT 

CCTGCTGGGACTCCCTGACTTACTTT 

GGTTGGTTCCTAGTG CTACTTGTT 

GGAAAGCTCGTCAGTTTAGTAGGCTC 

CGAAATAGAATAGCAGTTGTCACT 

AGAAGGTAACTTTATAGAAGTAACAC 

CAATATCCTAGTCTGCTTGCCCCG 

GCTGCTCCCTGGTTCCACTCTGGAGA 

GTAATCTGGGACATCTTAGTGTTT 

CTCTCCTCTTCCCACCTCTGTATCCC 

ACACAGGCATCTG GTGATGTTCTC 
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1220 Table 3A 

1221 Table 3A 

1222 Table 3A 

1223 Table 3A 

1224 Table 3A 

1225 Table 3A 

1226 Table 3A 

1227 Table 3A 

1228 Table 3A 

1229 Table 3A 

1230 Table 3A 

1231 Table 3A 

1232 Table 3A 

1233 Table 3A 

1234 Table 3A 

1235 Table 3A 

1236 Table 3A 

1237 Table 3A 

1238 Table 3A 

1239 Table 3A 

1240 Table 3A 

1241 Table 3A 

1242 Table 3A 

1243 Table 3A 

1244 Table 3A 

1245 Table 3A 

1246 Table 3A 

1247 Table 3A 

1248 Table 3A 



Hs.75497 AL 133074 6453517 

Hs.76853 AL1 33096 6453550 

Hs. 1091 50 AL133111 6453598 

Hs.199009 AL133572 6599150 

HS.25362 AL1 33611 6599222 

Hs.224680 AL1 33721 6601909 

Hs.306155 AL1 33879 6602066 

Hs.322456 AL1 36542 12044472 



Hs.258503 AL1 36549 

Hs.177537 AL136558 

Hs.245798 AL1 36607 

Hs.4750 AL1 36610 

Hs.108548 AL136640 

Hs.27181 AL136656 

Hs.57209 AL1 36703 

Hs.166254 AL136711 



Hs.324275 
Hs.273294 

Hs.76698 

Hs.238996 

Hs.146037 

Hs.103378 
Hs.37892 
Hs.37892 
Hs.1 08338 



AL136739 
AL1 36797 

AL136807 

AL1 36828 

AL136874 

AL1 36885 
AL1 36932 
AL1 36932 
AL1 36941 



Hs7392 
Hs.21015 



AL 1374 23 
AL1 37576 



6807648 

13276622 

12052739 

12052745 

12052805 

12052835 
12052925 

12052941 

12052996 
12053106 

12053124 

12053164 

12053252 

12053268 
12053358 
12053358 
12053376 



Hs.194718 AL136945 12053384 



Hs.122752 AL137601 



6807979 
6808287 

6808346 



Table 8 

P53DINP1 mRNA for p53DINP1b, 1 
complete cds /cds=(39,533) 

mRNA; cDNA DKFZp434N1728 (from 1 
clone DKFZp434N1728) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp434H068 (from 1 
clone DKFZp434H068) 
/cds=UNKNOWN 

PCCX2 mRNA for protein containing 1 
CXXC domain 2, partial cds 
/cds=(0,2483) 

mRNA; cDNA DKFZp43401317 (from 1 
done DKFZp43401317) 
/cds=UNKNOWN 

DKFZp761H09121_r1 cDNA, 5" end 1 
/clone=DKFZp76lH0912l 
/clone_end=5' 

chorionic somatomammotropin 1 
hormone 1 (placental lactogen) (CSH1), 
transcript variant 2, mRNA 
/cds=(1 16,886) 

hypothetical protein DKFZp761 D021 1 1 
(DKFZP761D0211), mRNA 
/ods=(164,1822) 

mRNA; cDNA DKFZp761 112121 (from 1 
clone DKFZp761l12121); complete cds 
/cds=(1 38,3899) 

hypothetical protein DKFZp761 B1 514 1 
(DKFZp761B1514), mRNA 
/cds=(72,1028) 

hypothetical protein DKFZp564l0422 1 
(DKFZP564I0422), mRNA 
/cds=(510,1196) 

hypothetical protein DKFZp564K0822 1 

(DKFZP564K0822), mRNA 

/cds=(9,527) 

mRNA; cDNA DKFZp564F163 (from 1 
done DKFZp564Fl63); complete cds 
/cds=(1 49,532) 

nuclear receptor binding factor-2 1 
(NRBF-2), mRNA /cds= (179, 1042) 

hypothetical protein DKFZp566J091 1 
(DKFZP566J091). mRNA 
/cds=(21 2,529) 

hypothetical protein DKFZp566l1 33 1 
(DKFZP566I133), mRNA 
/Cds=(133,1353) 

WW domain-containing protein 1 1 
(WWP1), mRNA /cds=(1 0,2778) 

mRNA; cDNA DKFZp434N031 (from 1 
done DKFZp434N031); complete cds 
/cds=(1 8,3608) 

mRNA; cDNA DKFZp434L1621 (from 1 
done DKFZp434L1621); complete cds 
/cds=(31 5,515) 

hypothetical protefn DKFZp434K0427 . 1 
(DKFZP434K0427), mRNA 
/cds=(341,1813) 

hypothetical protein DKFZp434C135 1 

(DKFZP434Cl35),mRNA 

/cds=(1 18,1206) 

hypothetical protein MGC1 1 034 1 
(MGC11034), mRNA/cds=(245,640) 

KIAA0922 protein (KIAA0922), mRNA 1 
/cds=(1 22,3841) 

KIAA0922 protein (KIAA0922), mRNA 1 
/cds=(122,3841) 

hypothetical protein DKFZp586C 1 924 1 
(DKFZp586Cl924), mRNA 
/cds=(105,692) 

mRNA; cDNA DKFZp586O01 2 (from 1 
done DKFZp586O012) 
/cds=UNKNOWN 

nucleolar protein GU2 (GU2), mRNA 1 
/cds=(1 07,2320) 

mRNA; cDNA DKFZp564L0864 (from 1 
clone DKFZp564L0864); partial cds 
/cds=(0,566) 

TATA box binding protein (TBP)- 1 
associated fador, RNA polymerase II, 
B, 150kD (TAF2B), mRNA 
/cds=(57,3656) 



ACACCTGTTCTTTGTAATTGGGTTGT 
GGTGCATTTTG CACTAC CTGGAGT 
AGCCTAGGTGAAAATCTATTTATAAAT 
G GACCAC AACTCTG GGGTGTCGT 

C ATG AAGCTCTC AAGTCCTG C ATCCT 
GAGGATCCAGATGGATGACAAGGA 

GGTGGTGTTTCCTAGACCTTCCCTGA 
TGCGATTTTACCTTTGTTGAATTT 

ACGATGCTGTTTGCTCTGGAATGTTC 
ATCTTTTAGACAGGTTTTG GCTC A 

TCCGAGG GATGAG ATTAAGGCAGAG 
GCAAAAGTTTCACACAAAGTTTCTG 

GCCACAACTCCCATAGATGCCAATGT 
TTTGATAGCCTCAGTTTCTCAACG 



TGACCCACCCACCAAGGAAGAAAGC 
AGAATAAACATTTTTGCACTGCCTG 

CATGCTCTCCCATGACATCTCCATGC 
TGGTTTCTCCATAGCATAAATGAA 

GGTGCCGTGCATCACCAAATGAAAGT 
TTGTATTTAACG AG GAG GTGCTTT 

AAATCCTCTCTGCTGTTCACATTATCC 
TTTGTTTAACGTATGAAC CAGGT 

GTGTAGAATTCCCGGAGCGTCCGTG 
GTTCAGAGTAAACTTGAAGCAGATC 

TGGGTAGGTTAAGCTGCCATAC GTGT 
TCAGTGTGAATAGTGTTTAAGTTG 

TGATGCAAGAGTG GACGTAATGCTAG 
TTGGCAGTATTTTATTGTAAGAAA 
TCAGTAAAAATGCCTGTTGTGAGATG 
AACCTCCTGTAACTTCTATCTGTT 

GGGCCATTTTATGATGCATTGCACAC 
CCTCTG GGGAAATTGATCTTTAAA 

AAAATGCTGCTGG CTTTTCTG AAGAC 
AGGTGCTTGAACTTGTCAGTTTGT 
CCGCCCAAAAGTCTGTTCTGATGGCA 
CTGAGTTTTCATTGTTCTG GATGT 

TGGTTGTGCTAAATTCATAGCAGGTG 
CCTTATTCTTTGCTTTTAGTCAAA 

TTTGCCAGGGTAATCTTCAGTTGGCC 
CTGATTCAATTAAATG GCCTTAAT 

ACACTCCTTAAGTTCCAAATGTT7TCC 
GCTAATAGTCTGTCCTAAAG CCT 

AGGACTCTTGAACATCTGAGCAGTTT 
TGTGCTTTGAGC CACTTTTTG AC A 
CGCCTATATGAACCTGGACATATGGA 
CTACC AC AGCG AATAGGAATG CAA 
CGCCTATATGAACCTGGACATATGGA 
CTACC AC AGCGAATAGGAATG CAA 
TTTCCTATTTTGCTCCAGACTATGTTT 
TCAGCATACCTTGGGTCTGAACA 

TTGTG CTTTCTGTATTTAAAACTTTG G 
CTGTACTAAG C AAATGC AAGGTT 

GGTC ATCATAGTTG AG GTATGTGTCT 
GCTATTTGCAAAGAAGTTGGTCGT 
TTC AG GAC C CTAGAGG AGAGCTTTAT 
AC AATTACC G ATGTG AATTTCTCT 

TGTTTTG CTTAATGTGG ACAATTTAC A 
CACCCAACACATACTGTTTCCAA 
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1249 Table 3A 

1250 Table 3A 



Hs.145612 
Hs.173912 



AL1 37608 
AL1 37681 



1251 Table 3A Hs.306195 AL1 37721 



1252 


Table 3A 


Hs.12144 


AL1 37753 


1253 


Table 3A 


Hs.77646 


AL1 37938 


1254 


Table 3A 


Hs.235390 


AL157426 


1255 


Tabfe 3A 


Hs.66151 


AL157438 


1256 


Table 3A 


Hs.1 10702 


AL1 57477 


1257 


Table 3A 


Hs.250535 


AL1 574QQ 


1258 


Table 3A 


Hs.170171 


AL161952 


1259 


Table 3A 


Hs.71252 


AL161991 


1260 


Table 3A 


Hs.99908 


AL162047 


1261 


Table 3A 


Hs.78829 


AL1 62049 


1262 


Table 3A 


Hs.302649 


AL1 62068 


1263 


Table 3A 


Hs. 17377 


AL1 62070 


1264 


Table 3A 


Hs.155191 


AL162086 


1265 


Table 3A 


Hs.3576 


AL357536 



1266 Table 3A 

1267 Table 3A 

1268 Table 3A 

1269 Table 3A 

1270 Table 3A 

1271 Table 3A 

1272 Table 3A 

1273 Table 3A 

1274 Table 3A 



Hs.29797 

Hs.252588 

Hs.33756 

Hs.3640 

Hs.318501 

Hs.7104 

Hs.49822 

Hs.98026 
Hs.77868 



AL359585 

AL359626 

AL359654 

AL359940 

AL360190 

AL390127 

AL390132 

AU42083 
AL513780 



1275 Table 3A Hs.181309 AL520892 



1276 Table 3A 

1277 Table 3A 



Hs. 16648 
Hs.37617 



AL523085 
AL532303 



Table 8 

RNA helicase (RIG-l), mRNA 
/cds=(1 57,2934) 

eukaryotic translation fniOation factor 
4A, isoform 2 (EIF4A2), mRNA 
/cds=(15,1238) 

over-expressed breast tumor protein 
(OBTP), mRNA/cds=(0,224) 
mRNA; cDNA DKFZp434Kl412 (from 
clone DKFZp434Kl412) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp761M0223 (from 
clone DKFZp761M0223) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp761B101 (from 
clone DKFZp761Bl 01) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp434A115 (from 
clone DKFZp434A115) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp761E212 (from 
clone DKFZp761E212) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp434N2412 (from 
done DKFZp434N2412) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp434M0813 (from 
clone DKFZp434M0813); partial cds 
/cds={430,768) 

mRNA; cDNA DKFZp761C169 (from 
clone 0KFZp761Cl69); partiaf cds 
/cds=(996,2474) 
nuclear receptor coactivator 4 
(NCOA4), mRNA /cds=(1 40,1 984) 
mRNA; cDNA DKFZp762El7l2 (from 
clone DKFZp762E1712); partial cds 
/cds=<0,2477) 

HSP22-)ike protein interacting protein 
(LOC64165), mRNA/cds=(0,l55) 
mRNA; cDNA DKFZp762H186 (from 
clone DKFZp762H186); complete cds 
/cds=(0,1489) 

vfllin2(ezrin)(Vll2), mRNA 
/cds=(1 17,1 877) 

Homo sapiens, Similar to RtKEN cDNA 
5730494N06 gene, clone MGC:13348 
IMAGE:41 32400, mRNA, complete cds 
/Cds=(132,494) 

mRNA; cDNA DKFZp762B195 (from 
clone DKFZp762B195) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564F172 (from 
clone DKFZp564F172) 
/cds=UNKNOWN 

mRNA fuir length insert cDNA clone 
EURO IMAGE 196784 /cds=UNKNOWN 

8977897 mRNA; cDNA OKFZp762Pl9l5 (from 

clone DKFZp762P1 91 5) 

/cds^UNKNOWN 
8919391 stimulated trans-acting factor (50 kDa) 

(STAF50), mRNA/cds*(122,1450) 

9368821 mRNA; cDNA DKFZp761P06121 (from 

clone DKFZp761P06121) 

/cds=UNKNOWN 
9368828 mRNA; cDNA DKFZp547E 107 (from 

clone DKFZp547El07) 

/cds=UNKNOWN 
10241762 mRNA for KIAA1784 protein, partial 

cds /cds=(0,3505) 
1 2777274 ORF (LOC51 035), mRNA 

/cds=(135,1031) 

12784385 proteasome (prosome, macropain) 

subunit, alpha type, 2 (PSMA2), mRNA 
/cds=(0,704) 

12786578 AL523085cDNA 

/done=CS0DC00lYF21-(5-prime) 
12795796 602144 947F1 cDNA 5' end 

/done=:|MAGE:4308683 /clone_end=5' 



6807931 

6808159 
6808455 

6851002 

7018455 

7018513 

7018497 

7018548 

7328002 

7328122 

7328089 
7328093 

7328143 
7328146 

7328174 
8249879 

8655645 
8655704 
8670873 
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GAGATCAACGG GATG AGGTGTTACA 
GCTGCCTCCCTCTTCATGCAATCTG 
AGGTAGGGTTTAATCCCCAGTAAAAT 
TG CCATATTG CACATGTCTTAATG 

AGGGGGTGATTTTTGCTCTTGTCCTG 
AGAAATAACAGTGCTGTTTTAAAA 
ACTTGAGTGGGGTTTTCCTTTTCCCC 
CAATTCTAAGAGAATATAATGTGT 

G CGTCTGTTGTTAG C AAAGAATAG AT 
TCACACAGTCTAAGGT7TCCTTCC 

CCCTCTTAGCCTATCCATCTTAAGCC 
CCAAGCTGAGTGTGGTTCTGGTAA 

TAAGGAGAATTAGACTCCCAAGTAGA 
CACCAGAGTCACTGTTTGGTTGGT 

AC GTGTTnTGGGATATGTTTCCAAT 
CTTTAAATGACCTTGCCCTGTCCA 

AACCATTTGTTAACTGTACTGAAGGT 
GTGTCCTCAAGAAGAAAGTGTTCA 

AAACAAACTGTGTAACTGCCCAAAGC 
AGCACTTATAAATCAGCCTAACAT 

AAACTGATCACACTGACTGGATCTGT 
CCACGACATGGAAAATAAACTGGA 

TTGCATTGATGAATTTTGTATCTGCTT 
CCATTAAAAGCATAACAGCCACA 
ATCTCTCCTTCAGTCTGCTCTGTTTAA 
TTCTG CTGTCTG CTCTTCTCTAA 

TTGAAGT TTTAA GGGA CGTCAGTGTT 
TATGCCATTTTTCCAGTTCCAAAA 
GGTCGGCTCTTATAGAGTGGCCATAG 
TGTTCTGTCAAAACACTTGCTTCC 

TTCTCCTTCACAGCTAAGATGCCATG 
TGCAGGTGGATTCCATGCCGCAGA 
CATGATTCCAAGGATCAGCCTGGATG 
CCTAGAG GACTAGATCACCTTAGT 



AGTGAAGATCTGGCTGAACCAGTTCC 
ACAAG GTTACTGTATACATAGCCT 

AGGCCATCATTCTATACCTCATTTAA 
GCCATTGTTATCAAGGGTTTACCC 

AGAGTACATGGAAAGTTAGGTGTTCA 
AATTCACATCTAATTTCCCTGGGA 

GTTTTCAGTrTTCCCCTTTACAGTCTT 
CTCCCCTCACCTCCA6GACCCTC 

ATCCTTCAGAATGTGTTGGTTTACCA 
GTGACACCCCATATTCATCACAAA 

GTCTGGCCTTGGCTTGCTCGGATAAA 
ACTTTGTATGTATTTTGTATGGCA 

TGCTGAGCATGGGGAATGTG GCTGC 
TGCAGAGACGTTATGAAACACTTCT 

TCTCCATCCTTGTGAATGTCCTC GTC 
TGTTTCAAATACAGTGCAGTCAGT 
TGGTTCTTCTGATGAGCAAGGGAACA 
AC ACTGAGAATGAG GAG G AAG GAGT 

TGAAGTTAAGGATTACTTGGCTGCCA 
TAGCATAACAATGAAGTGACTGAA 

GGCTTTCTTGTTTTGGTGTCTTGGAG 
TGCTGGGTAAGGTTCAGTGGATAT 
CTATCTACACCATCATGCGCTGGTTC 
CGGAGACACAAGGTGCGGGCTCAC 
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1278 Table 3A Hs.83583 AL532406 



1279 Table 3A Hs.30120 AL533737 



1280 Table 3A Hs.179999 AL534564 



1281 Table 3A Hs.159065 AL538276 



1282 Table 3A Hs.285401 AL540399 



1283 Table 3A 

1284 Table 3 A 

1285 Table 3A 

1286 Table 3A 

1287 Table 3A 

1288 Table 3A 

1289 Table 3A 

1290 Table 3A 

1291 Table 3A 

1292 Table 3A 

1293 Table 3A 

1294 Table 3A 

1295 Table 3A 

1296 Table 3A 

1297 Table 3A 

1298 Table 3A 

1299 Table 3A 

1300 Table 3A 

1301 Table 3A 

1302 Table 3A 

1303 Table 3A 

1304 Table 3A 

1305 Table 3A 

1306 Table 3A 

1307 Table 3A 

1308 Table 3A 



Hs.181400 AL542592 

Hs.271599 AL550229 

NA NC_001807 

HS.218329 AL556016 

Hs.250465 AL556919 

Hs.90035 AL558028 

Hs.301756 AL559029 



Hs.119274 AL559422 12904908 



Hs.218329 AL559555 

Hs.33026 AL561074 

Hs.335863 BE262306 

NA NCJ)01807 

Hs.287797 AU1 17298 

Hs.1600 AU118159 

Hs.181165 AU120731 

Hs.1720.28 AU135154 



NA 



AV686223 



Hs.343475 AV687530 

NA • AV689330 

Hs.28739 AV691642 

NA- AV693913 

Hs.324602 AW969923 

Hs.301570 AV702152 

Hs.7312 AV702692 

NA AV705900 

Hs.1 67130 AV706014 



Table 8 

1 2795899 actin related protein 2/3 complex, 
subunit2 (34 kD) (ARPC2), mRNA 
/cds=(84,986) 

12797230 602272333F1 cDNA, 5' end 

/clone=IMAGE:4360233 /done^end-S* 

12798057 Homo sapiens, clone IMAGE: 34 57003, 
mRNA /cds=UNKNOWN 

12801769 AL538276CDNA 

/clone=CS0DF027YC09-(5-prime) 

1 2870508 colony stimulating factor 2 receptor, 
beta, low-affinity (granulocyte- 
macrophage) (CSF2RB), mRNA 
/cds=(28,2721) 

12674788 602650370T1 cDNA, 3* end 

/clone=IMAGE:4761 353 /ctone_end=3' 

1 2886998 cDNA FLJ1 2347 fis, clone 

MAMMA1 002298 /cds=UNKNOWN 
13959823 Mitochondrial Sequence 

12898299 mRNA for KIAA1245 protein, partial 

cds /cds=(701 ,3379) 
12900027 mRNA; cDNA DKFZp434E2023 (from 
clone DKFZp434E2023) 
/cds=UNKNOWN 
12902157 AL558028CDNA 

/clone=CS0DJ002YF02-(5-prime) 
12904124 Homo sapiens, done MGC:17544 

IMAGE:3462146, mRNA, complete cds 
/cds=(256,894) 

RAS p21 protein activator (GTPase 
activating protein) 3 (lns(1,3,4,5)P4- 
binding protein) (GAP1IP4BP), mRNA 
/cds=(46,2550) 
12905153 mRNA for KIAA1245 protein, partial 

cds /cds=(701 ,3379) 
12908145 mRNA for FU00037 protein, partial 

cds/cds=(3484,3921) 
9135208 601462961T1 cDNA, 3' end 

/done=IMAGE:3866222 /done_end=3' 



13959823 mitochondrial COX3 

1 0932256 mRNA for FLJ00043 protein, partial 

cds/cds=(0,4248) 
10933184 Homosapiens, clone )MAGE:3543711, 

mRNA, partial cds /cds=(0,1620) 

1 0935966 eukaryotic translation elongation factor 

1 alpha 1 (EEF1A1), mRNA 

/cds=(53,1441) 
10995693 a dislntegrin and metal loproteinase 

domain 10 (ADAM 10), mRNA 

/Cds=(469,2715) 
10288086 AV686223 cDNA, 5' end 

/tione=GKCGXH1 1 /done_ 

10289393 601556208T1 cDNA, 3' end 

/done=IMAGE:3826392 /done_end=3' 

10291193 cDNAcloneGKCDJE03 5' 

10293505 602593745F1 cDNA, 5' end 

/c!one=IMAGE:4721002 /clone_end=5' 

13959823 mitochondrion, complete genome 

8159767 EST382001 cDNA 

10718482 602585120F1 cDNA, 5' end 

/done=IMAGE:4712861 /done_end=5' 

10719022 AV702692cDNA,'5'end 

/clone=ADBBQCl2/done end=5* 
10723195 Partial Cloning Vedor 

10723303 hypothetical protein (PRED22), mRNA 
/cds=(245,1021) 
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GAAGCGGCTGGCAACTGAAGGCTGG 
AAC ACTTGCTACTG G ATAATCGTAG 

AAGC AAG AGATTGTAAACCG GGTACA 
GAATCCAAGAGATG AGAGAG GACC 

AGACGAATGCTTGTCAGTTGTAGCTT 
TCC AG GATTCTGCTCCAATGAGG A 

CAAACTGATTGCGGGGCAGGGACTT 
GAGTATGGGGAGAGGCTGCAAAAGA 

GAACATCAGGAGAGGAGTCCAGAGC 
CCACGTCTACTGCGGAAAAGTCAGG 



AGTTGGAGAGTTACTCGAACCTCAGG 
TGACAGTTGTAAGGCAGACATAGT 

CTCCTCCAGGCCTCTCGGATGCCTCT 
GTTGGGACAGCTAAGTTCCTCTTC 
TCCTCCATATATCCAAACAACAAAGC 
ATAATATTTC GCCCACTAAGCCAA 
TGCTGTTGCAAAAGAAGAAGACATCT 
CTGCCTGAGTTTTAATTTTGTCCA 
TTTCTGCTG GAGTCCCCTGTGTCCTC 
AGCCATCCCAAGAAGGGTTTGCTG 

CTGGTTGGATCTGCATCTCACGCCCA 
CTGCACACCGTTCCTCTCCATCTG 
ACCTCG ACTCCCTG GTGCTCTTTG CA 
GAGTTGGGCAGTGAAATTACCTTT 

ATACACAGCACGACGTATCCTTGTAC 
CGACTTCTCCCGGTTCTTGTTTGA 



GTACTTAGGAAGACACAGCTAGATGG 

ACAACAGCATTGGGAGGCTTAGCC 

CATCTCTGGTTGTGTCTGTGCCGACT 

CGGTGTTGAATCAAATCAGGTGTG 

CAACAATAGGAGGTGGAATGCTGCAA 

GGGGCTGCAAATGAGGGCAATGCA 

ATATTTCACTTTACATCCAAACATCAC 
TTTG GCTTC G AAGCCGCC GCCTG 
TGGC AAATTCTG CG AGTGTGATAATT 
TCAACTGTGATAGATCCAATGGCT 
TCTCACATGTCCATTTGAACCACCCA 
AACCAAAAACAAAGCATAAGCTGG 

TCCAGGATGTCTACAAAATTGGTGGT 
ATTG GTACTGTTCCTGTTGGCCGA 

TGGACATAGCAGCACATACTACTTCA 
GAGTTCATGATGTAGATGTCTGGT 

AACAGAAGACGAGGACACAGAGCGA 
GAATAAGCACAACTCAGACAACACA 

TG ACCACTTATG CACTTTCTGAATTTG 
CTTTC C ATG CTCAG AGTTCTG CT 

CTTTGACCCCACCTTGTGGAAACCCA 
GCTGTCTACTGGCAGACATTGGTG 
AAACACCAGTTTGCAGGAAGAAAGGA 
AGAG AATG GAAATTG CTTCTGGAA 

CCCTACCATGAGCCCTACAAACAACT 
AACCTGCCACTAATAGTTATGTCA 
AGTC GTATTAG AGCCTTGGCGTAATC 
ATGGTC ATAGCTGTTTC CTGTGTG 
TTGCTGCCTGATCTGACATACATGAT 
CCATCGGGTTTTGTTACAAGGAAC 

CATGTTCATAGGTAATCTTTGTACTCT 
GTGTGCAGCAGTATTTGGTTTGC 
AATTCG C C CTATAGTGAGTCG ATTAC 
C AATCACTGCCC GCGTTTACAACG 
AC AG GTAACTG AAG ATC AAAGTAAAG 
CAACAGAGGAATGTACATCTACCT 
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1309 Table 3A 

1310 Table 3A 

1311 Table 3A 

1312 Table 3A 

1313 Table 3A 

1314 Table 3A 

1315 Table 3A 

1316 Table 3A 

1317 Table 3A 



1318 
1319 
1320 
1321 
1322 
1323 
1324 



Table 3A 
Table 3A 
Table 3A 
Table 3A 
Table 3A 
Table 3A 
Table 3A 



1325 Table 3A 

1326 Table 3A 

1327 Table 3A 

1328 Table 3A 

1329 Table 3A 

1330 Table 3A 

1331 Table 3A 

1332 Table 3A 

1333 Table 3A 

1334 Table 3A 

1335 Table 3A 

1336 Table 3A 

1337 Table 3A 

1338 Table 3A 



Hs. 134829 
NA 

Hs.90960 

Hs.316785 
Hs.1 35167 
Hs.89104 

Hs.237868 
Hs.178703 
Hs.17481 

Hs.256959 
NA 

Hs.127160 
Hs.21536 
Hs.1 19908 
Hs.247474 
Hs.76728 



AV706481 
NCJ)01807 
AV710415 



AV710763 
AV712376 
AV716500 

AV716565 
AV716627 
AV716644 

AV719442 
AV719659 
AV719938 
AW20984 
AV721008 
AV723437 
AV724531 

BE382869 



Hs.280261 
Hs.21351 AW24665 



Hs.44656 
Hs.245798 

Hs.316771 
Hs.22003 



AV726117 
AV727063 

AV729160 
AV730135 



Hs.175971 AV734916 

NA AV735258 

NA NC_001807 

Hs.246796 AV739961 

Hs.122431 AV743635 

Hs.42915 AV745692 

Hs.26670 AV749844 

Hs.31409 AV752358 



1339 Table 3A Hs.335863 AV755117 



1340 Table 3A 

1341 Table 3A 



Hs.339696 AV755367 
Hs.181165 AV756188 



1342 Table 3A Hs.58643 AV760147 



Table 8 

10723761 AV706481 cDNA, 5* end 

/ clone=AD B BYF02 /done_end=5' 
13959823 mitochondrion, complete genome 

10729044 602563938F1 cDNA, 5' end 

/done=IMAGE:4688769 /c!one_end=5' 

10730069 AV710763 cDNA, 5* end 

/ctone=CuAAJH09 /clone_end=5' 
10731682 AV712376 cDNA, 5' end 

/ctone=DCAAND12 /clone end=5* 
10798017 602590917F1 cDNA, 5' end 

/clone=IMAGE:4717348 /clone_end=5' 

1 081 3717 Interleukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
10813779 AV716627 cDNA, 5' end 

/clone=DCBBCH05 /done_end=5' 
10813796 mRNA; cDNA DKF2p434G241 5 (from 
clone DKFZp434G2415) 
/cds=UNKNOWN 
10816594 AV719442cDNA,5'end 

/clone=GLCBNA01 /clone end=5' 
1081681 1 cDNA clone GLCGRA09 f 

1 081 7090 AV6591 77 cDNA, 3' end 

/cfone=GLCFUC08 /clone_end=3' 
10818136 yf69a03.s1 cDNA, 3' end 

/clone=IMAGE:27414 /clone_end=3' 
1 081 8160 nucleolar protein NOP5/NOP58 

(NOP5/NOP58), mRNA/cds^O.1589) 
10826838 hypothetical protein FU21032 

(FLJ21 032), mRNA /cds=(235, 1 005) 
1 082901 0 602570065F1 cDNA, 5' end 

/cione=IMAGE:4694321 /clone_end=5' 

9328234 601297762F1 cDNA, 5' end 

/clone=IMAGE:3627806 /done_end=5' 

10829278 qd1 5g09.x1 cDNA, 3' end 

/clone=lMAGE:1723B40 /done_end=3' 

10832185 AV726117cDNA,5»end 

/clone=HTCAXB05 /clone_end=5' 

10836484 hypothetical protein DKFZp564l0422 
(DKFZP564I0422), mRNA 
/cds=(510,1196) 

10838581 AV729160 cDNA, 5' end 

/clone=HTCCAB04 /clone_end=5' 

1 0839556 solute carrier family 6 (neurotransmitter 
transporter, GABA), member 1 
(SLC6A1), mRNA/cds=(234,2033) 

10852461 AV734916 cDNA, 5' end 

/clone=cdAAHEH /clone_end=5' 
10852803 mitochondrion, complete genome 

10855754 Mitochondria! Sequence 

10857542 AV739961 cDNA, 5' end 

/done=CBFBRA10 /clone end=5* 
10861216 AV713062 cDNA, 5' end 

/done=DCAADD12 /clone_end=5' 
10865139 ARP2 (actin-related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 
10907692 PAC clone RP3-515N1 from 22q1 1 2- 

q22/cds={0,79l) 
10910206 602685862F1 cDNA, 5' end 

/done=IMAGE:4818566 /clone_end=5* 

10912965 601462961T1 cDNA, 3' end 

/done=IMAGE:3866222 /done_end=3' 

10913215 ribosomal protein S12 (RPS12), mRNA 

/cds=(80,478) 
1091 4036 eukaryob'c translation elongation factor 

1 alpha 1 (EEF1A1), mRNA 

/cds=(53,144l) 
10917995 602438603F1 cDNA, 5' end 

/done=IMAGE:4564968 /done_end=5' 
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AACAGTTGGGCACCCTGAATGGCAAA 

TGG C AAATTTG GAGCGCTAATAAT 

GCCAATCACTTTATTGACTCCTAGCC 

GCAGACCTCCTCATTCTAACCTGA 

ATGTGGGAGGGGCATGGCAGCTATG 

AAGGACCTCCTACCTCTGGTTTCTG 

CATGGGACGGGGAGAAAAAGCAAAC 

CCTG GCACTTGG GAATACTTATAC C 

TTGTGCCCTTGACTGGGTATTTCTTG 

AAGCCCTTGGATCTACCTTTGGTC 

ACATAATACGGTTGTGCGAGCAGAGA 

ATCTACCTTTCCACTTCTAAGCCT 

CCAG CCTTTGCCTCTTCCTTCAATGT 

GGTTTCCATGG GAATTTGCTTCAG 

AAAACCTCGAGTCATGGTGAATGAGT 

GTCTCGGAGTTGCTCGTGTGTGTA 

GTGAGCACGGACATGCGGCATCATC 

GAGTGAGACTGGTGTTCCAAGATTC 

CAC C ACAGTCTGAGTGCAG GGCTGG 

GAAGTGAAAGACGATTCACCAGACC 

TTTGTGGGTGGGTGATTAGTCGTTG C 

TGATGAGATATTTTGAGGGTGGGG 

ACCTTGTAAGTGCCTAAGAAATGAGA 

CTACAAGCTCCATTTCAGCAGGAC 

GCCGAGATCTGCTCAGACTACATGG 

CTTCCACTATAGGGTTCTACAGTGT 

AAATCAGAATTCATTTAGCTCACCAC 

ATCTCTTGAATGTGATTGACCTAC 

AGGTGTTTAACAGTGTTATTTTGCCA 

CTGGTAATGTGTAAACTGTGAGTG 

TGGAGTTTCCAGGAGAAAAATAATCA 

CCTTTGAAGGTTTTTAGAGCATGT 

GGTAACAACATCCGTCTGAAAGGGTC 
GGACCTCGTCCAAAGGAGATAGGC 

ACATTTTGATTTCTTCTCTCTGTGGG 
GTGGCAAGTTGAGGGAGCATTCTT 

CGTAAACCAATGTGGTACACTAGTTG 
GCC CGAACTTGGTATAAACCGCCT 
TCTTTAAGTCTGTCAAACCAGAACTC 
TTTGAAGCACTTTGAACAATGCCC 

AGCTGGCGTAATAGCGAAGAGGCCC 
GCAC CGATCGCCTTTCCAACAAGTG 
AGATGCATTTTAAATGTCTATAAATGG 
TGTCATAACTAGAGCACGGGCGT 



ATTA AAACGCTTGGAAGAAAATCCCC 

TTTTGGCAGGTGGGGGAAAAAGCA 

ATTCAACCAATAGCCCTTGCCGTACC 

GCCTACCCGTAACATTACTGGAGG 

CGCCTATAGCACTCGAATAATTCTTC 

TCACCCTAACAGGTCAACCTCGCT 

GTTGTGCATGATTCCCCACGTGTCTC 

TGTTTATCCAGATAAGAAAAGATA 

TCTTTTAGGATTTGTCTTTTAGAATCT 

CCAGTCCTCACAGGAAAACCCCC 

TGGGTGGAGTATTATGTTTAACTGGA 

GTTGTCAAGTATGAGTCCCTCAGG 

ACCTCATTCTGACACCTGCATATAGT 
GTGGGAAATTG CTCTG C ATTTGAC 
GTTCTGGAGGACAGGAAGGGTGACC 
CAC AGAGGATTATACCACCGG G GTG 

GCCGCAGACCTCCTCATTCTAACCTG 
AATCGAAGGACAACCAGTAAGCTA 

TGAGTCGTATTACAATTCACTGG CCG 
TCGTTTTACAACGTCGTGACTGGG 
TAAGATTATCAACCTTGGGGTCGTTT 
TGTTGTTCGCGGATTGAGCACGGA 

CTGGGCTGAAGCCTATTCCTATGGG 
GCTCTGGAATGTTTGTGACTGAATG 
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1343 Table 3A Hs.93194 AV762642 

1344 Table 3A Hs.301553 AW021037 



1345 Table 3A 



1348 Table 3A 



1355 Table 3A 

1356 Table 3A 

1357 Table 3A 

1358 Table 3A 

1359 Table 3A 

1360 Table 3A 



1365 Table 3A 

1366 Table 3A 

1367 Table 3A 

1368 Table 3A 

1369 Table 3A 

1370 Table 3A 

1371 Table 3A 

1372 Table 3A 



Hs.232400 AW021551 



1346 Table 3A Hs.95835 AW248322 

1347 Table 3A Hs.340753 AW362008 



HS.127574 BG436386 



1349 Table 3A Hs.8024 AW390233 

1350 Table 3A NA • AW402007 

1351 Table 3A Hs.181125 AW405863 

1352 Table 3A NA AW49965B 

1353 Table 3A NA AW499828 

1354 Table 3A Hs.181461 AW499829 



Hs.145668 
Hs.304900 

Hs.37892 
Hs.120996 

Hs.1 82937 

Hs.1 02647 



AW500534 
AW501528 

AW504212 
AW504293 

AW630825 

AW651682 



Table 8 

10920490 apollpoproteln A-l (APOA1), mRNA 1 
/cds=(3B,841) 

5874567 karyopherin alpha 6 (importln alpha 7) 1 
(KPNA6), mRNA /cds=(55,1665) 

5875081 heterogeneous nuclear 1 
ribonucleoprotein A2/B1 (HNRPA2B1), 
transcript variant B1 , mRNA 
/cds=(1 69,1 230) 

6591315 RST8356 CDNA 1 

6866658 tw50h12.x1 cDNA, 3* end 1 
/done=IMAGE:2263175 /done_end=3' 

13342892 602509044 F1 cDNA, 5' end 1 
/done=IMAGE:46l9579 /clone_end=5' 

6894892 IK cytokine, down-regulator of HLA II 1 

(IK), mRNA /cds=(1 11,1784) 
6920693 U1-HF-BK0-aao-g-02-0-Ul.r1 1 

NIH_MGC_36 cDNA clone 

IMAGE:3054530 5' 
6924920 Homo sapiens, clone MGC: 12849 1 

IMAGE:4308973, mRNA, complete cds 

/cds=(24,725) 

7111531 UI-HF-BR0p-ai)-c-07-0-Ul.r1 1 

NIH_MGC_52 cDNA clone 

IMAGE:3074677 5' 
7111870 UJ-HF-BN0-ake-c-06-0-Ul.M 1 

NlH_MGC_50 cDNA done 

IMAGE:3076619 5' 
71 1 1 872 ariadne (Drosophlla) homolog, ublquitln- 1 

conjugating enzyme E2-binding protein, 

1 (ARIH1), mRNA/cds=(314,1987) 

7113240 fmfc5cDNA/clone=CR6-21 1 

7115141 6022881 47F1 cDNA, 5' end 1 
/clone=IMAGE:4373963 /done_end=5' 

7141879 KIAA0922 protein (KIAA0922), mRNA 1 

/cds=(1 22,3841) 
7141960 serine/threonine kinase 17b (apoptosis- 1 

inducing) (STK17B), mRNA 

/cds-(261,1379) 
7377615 pepttdylprolyl isomerase A (cyclophilin 1 

A) (PPIA), mRNA/cds=(44,541) 

7412932 602271536F1 cDNA, 5* end 1 
/done=IMAGE:4359609 /done end=5' 
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TTGTCCATTTGGAACAGAGTCACTAT 
AAAGAACG GGCTC AACTGGGCACC 
GCAGACATAGGCGAAGAAAACATGG 
CATTGAGTGTGCTGAGTCCAGACAA 

CTTTTCCCACCCCCTCCCCCTCCATG 
TGAAGATTTGGGTGCTTAACATAT 



GGCACTGCCTCCTTACCTGTGAGGAA 
TGCAAAATAAAGC ATG GATTAAGT 
AAACCACACCAGGAACTCCTTGCATG 
GCAAAAGCTGAACAGTACAAATCC 

ACACAGTCATCCCCATGCAGAAACCT 
CAGAAAACACCAATGTATTACACA 

GTCTGAACGAGACTCAATTCCTCTCC 
GAGGCTCCCCAAACAAATTGTAGC 
GTGCAGTCCATCAGATCCAAG CCTGT 
CTCTTGAGGAACAACCGCGCAGAC 

GACCCAGGCTATGGATGAGGCTGAC 
TATTACTGTCAGGCGTGGGACAGCA 



TGGTGGCAAATCTGATTTTTGGAAAC 
GAGTATTGGAGGACTATAAAACAA 

ACATTTCTTGTTGGCACTACAGCAAC 
CACATACAGTACAGACAACCTCCA 

TGGGATAAAGGTGTGTCGGTTTAGCA 
CCTCTGGAAGACCTATCTAGAGCT 



CCTGGCACATGTTGTCTGGAGTCTGG 
CACACTGGTTATCAATAGCACATT 
GCATGTTCTCACCGTGAAGGAGAGT 
GATGCAGGGAGATACTACTGTGCAG 

AAAGTGGGTG G AAGACTTCCTGGTG 
CAGGAGGCTCACTCCGATTTAAGGT 
CTGTGGTCTGTTATATGAGAGAGATC 
CTTTAACTAGAGCAAAGAGGGAGT 

GCTTGCTGTTCCTTAGAATTTTGCCTT 
GTAAGTTCTAGCTCAAGTTGGGG 

TTTCTCAGAGCTGGAGGTTGCTGGG 
CACCTAAATGATGTTTCATG ATAG C 
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Table 3A 


NA 


AW792856 


7844778 


UM0001 cDNA 


1 


CI I II I GTAAGTTACAACATTCCACTG 
GATCCTTATATTGCCTGTAGTGG 


1362 


Table 3A 


NA 


AW810442 


7903436 


ST0125 cDNA 


1 


CTCATCTATGTCTTCTAAAGCTTTTCT 
GCATTCTTCCACCTG GGATTCAA 


1363 


Table 3A 


NA 


AW812896 


7905890 


RC3-ST0186-250200-018-a11 CDNA 
/gb=AW812896 


1 


CTGTCTTTGGAAGGAGACACAAGAAC 
CTGATAACATTGGTTGTCTTCGGG 
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Table 3A 


Hs.44577 


AW813133 


7906127 


602388 170F1 cDNA, 5* end 
/done=lMAGE:4517129 /done_end=5' 


1 


AAACAAGAACCCACTTAAACACAGCA 
TCAAACTCTACCATGAAATGAAGA 



Hs.23128 AW819B94 

Hs.165695 AW850041 

Hs.301756 AW866426 

Hs.130729 AW898615 

Hs.166975 AW949461 

Hs.172028 AW954112 

Hs.76728 AW954476 

Hs.292457 AW954580 



7912888 Homo sapiens, Similar to RIKEN cDNA 1 
4931428D14 gene, clone MGC:15407 
IMAGE:4309613, mRNA, complete cds 
/cds=(123,1151) 

7945558 IL3-CT0216-170300-097-C07 cDNA 1 

8000476 Homo sapiens, clone MGC:17544 1 
IMAGE:3462146, mRNA, complete cds 
7cds={256,894) 

8062820 RCl-NN0073-090500-012-f02cDNA 1 

8139088 splidng factor, arginine/serine-rich 5 1 

(SFRS5), mRNA /cds=(2 18,541) 
8143795 a disintegrin and metalloproteinase 1 

domain 10 (ADAM 10), mRNA 

/cds=(469,27l5) 
8144159 602570065F1 cDNA, 5' end 1 

/clone=lMAGE:4694321 /clone_end=5' 

8144263 Homo sapiens, clone MGC:16362 1 
IMAGE:3927795, mRNA. complete cds 
/cds=(498,635) 



TTCTTCCTGGTCATATTCCTCTTTTGA 
TTTTCTAAGAACTTCCCTCAGGA 



ACACAAGATACTGCCACTTTCTCTAC 
ACAAAGACCCACCCAAACACCAGC 
CTTTCTCAGGAAGTGGCTCTGCCAGG 
CAG GACTATGTGGG AAAGG GTTTT 

ATTACATGCTAACTCAAACTTACAAAA 
TCAAGCTCTCTGTGATCCTGGTT 
G ATTAAAGGCTTC CATCG ATTGGGTA 
GTGTCCTTC AAGTGG GTG G CG AAG 
TGTATTAACAGGCTTATTGCTATGCA 
GGGAAATAGAAGGGGCATTACAAA 

TGGTGGATGGATGGAAACACATACCT 
CCTAATTAACCTGTTGGTGGAAAC 

GCCTTGGAGTGTGACATTTCTGCGAG 
AATGCTTAAATACCG ATTTCC CGC 
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1373 Table 3A 

1374 Table 3A 

1375 Table 3A 

1376 Table 3A 

1377 Table 3A 

1378 Table 3A 

1379 Table 3A 

1380 Table 3A 

1381 Table 3A 

1382 Table 3A 

1383 Table 3A 

1384 Table 3A 

1385 Table 3A 

1386 Table 3A 

1387 Table 3A 

1388 Table 3A 

1389 Table 3A 

1390 Table 3A 

1391 Table 3A 

1392 Table 3A 

1393 Table 3A 

1394 Table 3A 

13S5 Table 3A 

1396 Table 3A 

1397 Table 3A 

1398 Table 3A 

1399 Table 3A 



Hs.95835 AW955265 
Hs.205353 AW957139 

Hs.289088 AW95853B 
Hs.14453 AW960484 

Hs.198427 AW960593 

Hs.237868 AW963171 

Hs.56205 AW964218 

Hs.30212 AW965078 

Hs.1 24764 AW965490 

Hs.132739 AW965987 
Hs.293418 AW966098 
Hs.25130 AW967388 

Hs.343615 AW968561 

Hs.82712 AW969359 

Hs.199160 AW969546 
HS.293744 AW973953 

Hs.43148 AW993524 

Hs.238990 AY004255 

Hs.16773 AY007106 
Hs.285013 AY007110 

Hs.24435 AY007126 
Hs.330838 BE910568 

Hs.250820 AY007158 
Hs.173274 AY007165 



Table 8 

8144948 RST8356 cDNA 



8146822 

8148222 
8150168 

8150277 
8153007 
8154054 
8154914 
8155326 



ectonucleoside triphosphate 
diphosphohydrolase 1 (ENTPD1), 
mRNA/cds={67,1599) 
heat shock 90kD protein 1, alpha 
(HSPCA), mRNA/cds=<60,2258) 
interferon consensus sequence binding 
protein 1 (ICSBP1), mRNA 
/cds=(47,1327) 
hexokinase 2 (HK2), mRNA 
/cds=(1 490,4243) 

interleukin 7 receptor (IL7R), mRNA 
/cds=(22 t 140l) 

insulin induced gene 1 (INSIG1), 
mRNA /cds=(414,1 247) 
thyroid receptor interacting protein 15 
(TRIP15), mRNA /cds=(1 5,1 346) 
602386504F1 cDNA, 5' end 
/clone=IMAGE:4515481 /ctone_end=5' 



Hs.1 05484 AY007243 
Hs.5298 AY029066 
Hs.79070 BC000141 



1400 Table 3A Hs.334602 BC000167 



1401 Table 3A 

1402 Table 3A 



Hs.75458 BC000374 
Hs.278544 BC000408 



8155823 EST378060cDNA/ 

8155934 EST385296 cDNA 

81 57225 cDNA FLJ14923 fis, clone 

PLACE1 008244, weakly similar to 
VEGETATIBLE INCOMPATIBILITY 
PROTEIN HET-E-1 /cds=UNKNOWN 
8158402 602621493F1 cDNA, 5' end 

/clone=!MAGE:4755166 7clone_end=5' 

81 59203 fragile X mental retardation, autosomal 
homolog 1 (FXR1), mRNA 
/cds=(12,1877) 
8159390 translocation T<4:11) of ALU gene to 

chromosome 4 /cds=UNKNOWN 
8165036 602279577F1 cDNA, 5' end 

7clone=lMAGE:4367322 /clone_end=5' 

8253690 602554063F1 cDNA, 5* end 

/clone=!MAGE:4663887 /clone_end=5' 

9652559 Homo sapiens, Similar to cydin- 
dependent kinase inhibitor 1B (p27, 
Kip1), clone MGC:5304 
IMAGE:3458141, mRNA, complete cds 
/Cds={377,973) 
9955998 clone TCCCIA00427 mRNA sequence 

/cds=UNKNOWN 
9956004 putative HLA class II associated protein 
I (PHAP1), mRNA /cds=(1 48,897) 

9956024 clone CDABP0028 mRNA sequence 
/cds=UNKNOWN 
10407295 601501121FlcDNA,5 , end 

/clone=IMAGE:3903053 /clone__end=5 , 

9956071 hypothetical protein FLJ 14827 

(FU14827), mRNA /cds=(468,1277) 
9956080 integrin cytoplasmic domain-associated 
protein 1 (ICAP-1A), transcript variant 1 
mRNA /cds=(1 68,770) 

12621025 regenerating gene type IV (REG4V) 

mRNA /cds=(1 81,657) 
14017398 CGI-45 protein (LOC51094), mRNA 

/cds={182,1294) 
12652778 v-myc avian myelocytomatosis viral 

oncogene homolog (MYC), mRNA 

/cds=(558,1877) 
13096801 cDNA FLJ14539 fis, Clone 

NT2RM2001345, weakly similar to 

VEGETATIBLE INCOMPATIBILITY 

PROTEIN HET-E-1 /cds=<7,1434) 
12653212 ribosomalproteinL18(RPLl8) mRNA 

/cds=(1 5,581) 
12653278 acety!-Co enzyme A acetyltransferase 2 

(acetoacetyl Coenzyme A thiotese) 

(ACAT2). mRNA /cds=(37,1 230) 
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AGGGAGTCGTT7TACCAATTCACTGG 
CCCGTGTTTTACAAACGTCTGACT 
TG GAGAGCTTGGGACAAGGTC AGAA 
TGAAAACATACC AGTCAATCCTG CT 

ACCTGTGCTCTTTGGATACCTAATGC 
GACATTTAAGTTGTATTTGACAGT 
AGGCTGGGCACAAAGGAGAAAGGAG 
GACATGGAAAATCCGACAATTCGAA 

ATCTCAAATCCTTGAGCACTCAGTCT 

AGTGAAGATGTTGTCATTATGTACA 

GGGTCATAGGTTCATGGGTTTGTTGA 

GAATTGTGGCTCCTGGTTTCTGGT 

GCCTTCTTTCTGCTGACTGGGGGCTT 

TCATTTAAAAGGAGTCTTTTTAAT 

TGTAAACAGTGGCAGGAGCGTGGAC 

TTAAAACAAGGCTTGCTTATTTGGT 

GCCCTTTGGGTTAAGCCTTTACATTC 

ATGAAGACCCCTCCAGGGTAGAAT 

AAAAGGAAAACGAAAAAGGAAAAGGT 

GGCCAATGTGGAAAAAGTTTCAAT 

ACTCTCAGGAGCCATGAAAGCTGCAC 

AGTTACTTTATATACCACGAGGCA 

TTATGTCACCAGAATGTTTGCCAACA 

CCCCGAAAAGGAACCAGAGGACTT 



AGGTTATTTGAGCACAGTGAAAGCAG 
AGTACTATGGTTGTCCAACACAGG 

GGCCTGCCATCCGAGGGACTGTGTT 
GTAGATTGTGATCAAGGTTGATTGG 

AC AG GTAGTTG AATAATTGTTTCAAG 
AGCTCAACAGATGACAAGCTTCTT 
AATACACTTTGTGCCAAGGGAAGAAC 
ACTGCATGCCCTGGGTCTTCAGTC 

GGGAACTGGAGGTGAGAAGCATTAT 
AATAGCCTCTCTGCCTTTATCTACA 

ACAAGCCAAAGTGGCATGTTTTGTGC 
ATTTGTAAATGCTGTGTTG G GTAG 



AACAGACTGTCGTAGAAAACTGTCTT 
TGCTTCCAAATCAGCAGAGGACCA 
GCCCCTCAGAAGAGCCAAACTTTGAG 
TTTTATGTCTGTTTGTCATTGATA 

CCTTGTGTCCAACGGGAATAGGAAGA 
ATTAGTTACTGACTTCACCTGAGA 
CCCACAATTGGACTGATAGGGGGAG 
AAAATC CAAAGA G AC GGAGCAACTG 

AACGGCAACTGGGAGATTTGTGAGT 
GAACACTGTTTCATCTTAATATGCT 
ACATCTGAGAAACCCTGAATCCTGCA 
ATCAAGTAGAAGTCAACTTCATCT 



GCCATAGGAAGGTTTACCAGTAGAAT 

CCTTGCTAGGTTGATGTGGGCCAT 

TCATCTCAACTTAGTATTATACCCACA 

CCCACCCAAGAACAGGGTTTGTT 

GACTG AAAGATTTAGC C ATAATGTAA 

ACTGCCTCAAATTGGACTTTGGGC 

GGCACTGTCTGTGTCCTTCCTTGAAC 
TGTCTACCCTG7TGCTTTTCACAA 



GGCCAGCCGAGGCTACAAAAACTAA 
CCCTGGATCCTACTCTCTTATTAAA 
ACTAG GTTGCAATATGTGAAATCAGA 
GGACCAAAGTACAGATGGAAACCA 



369 



WO 02/057414 



Table 8 



PCT/US01/47856 





i aoie oA 
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1404 


Table 3A 


Hs.151242 


BC000514 


1405 


Table 3A 


Hs.1 80450 


BC000523 


1406 


Table 3A 


Hs.272822 


BC000530 


1407 


Table 3A 


Hs.83583 


BC000590 


1408 


literature 


Hs.153026 


BC000616 


1409 


Table 3A 
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Table 3A 


Hs.77502 
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1 2653358 ubiquitin mRNA, complete cds 
/cds=(135,2192) 

1 2653484 serine (or cysteine) proteinase inhibitor, 
clade G (C1 Inhibitor), member 1 
(SERP1NG1), mRNA /cds=(60,1 562) 

12653502 ribosomal protein S24 (RPS24), 

transcript variant 1, mRNA 

/cds=(37,429) 
12653516 RuvB (E coll homolog)-like 1 

(RUVBL1), mRNA/cds=(76,1446) 
12653624 actin related protein 2/3 complex, 

subunit2 (34 kD) (ARPC2), mRNA 

/cds=(84,986) 
12653666 mRNA for KIAA0640 protein, partial 

cds/cds=(0,1812) 
1 2653684 signal transducer and activator of 

transcription 3 (acute-phase response 

factor) (STAT3), mRNA 

/cds=(220,2532) 
12653772 guanine nucleotide binding protein (G 

protein), beta polypeptide 2-like 1 

(GNB2L1), mRNA/cds=(95,1048) 
1 2653796 Homo sapiens, translocating chain- 
associating membrane protein, done 

MGC:784 IMAGE :3347823, mRNA, 

complete cds /cds=(91 ,121 5) 
1 2653928 Homo sapiens, clone MGC:2698 

IMAGE2820737, mRNA, complete cds 

/cds=(168,266) 
12653940 hypothetical protein FLJ10342 

(FLJ10342), mRNA /Cds=(533, 1144) 
12653954 neurotrophic tyrosine kinase, receptor, 

typel (NTRK1), mRNA /cds=(0,2390) 

13111 833 chronic myelogenous leukemia tumor 
antigen 66 mRNA, complete cds, 
alternatively spliced /cds={232,1983) 

1 2654494 Homo sapiens, clone IMAGE:2822295, 
mRNA, partial cds /cds=(0,661) 

12654662 
12654824 



12654846 



12654914 
12655094 
12655120 



13937593 
12804450 



12804460 
12804476 



12804498 cDNAFLJl0907fis, clone 

OVARC 1000060 /cds= (3 19,696) 

12804560 tyrosylprotein sulfotransferase 1 
(TPST1), mRNA/cds=(81,1193) 

12804732 sorting nexin 6 (SNX6), mRNA 
/cds=(497,1369) 

12804758 CDNAFLJ10907 fis, clone 

OVARC1 000060 /cds= (3 19,696) 

12804818 Homo sapiens, methionine 

adenosyltransferase II, alpha, clone 
MGC:4537 IMAGE.301 0820, mRNA, 
complete cds /cds={1 1 6, 1 303) 



1 CCCTGTCTGACTACAACATCCAGAAA 
GAGTCCACTCTGCACTTGGTCCTG 

1 GG CATCGCCC ATGCTCCTC ACCTGTA 
TTTTGTAATCAGAAATAAATTGCT 



1 AAAGCAACGAAAG G AAC GCAAG AAC 
AGAATGAAGAAAGTCAGGGG GACTG 

1 TCCC ACTTTGTCTGTACATACTG GCC 
TCTGTGATTAC ATAGATCAGC CAT 

1 GAAGCGGCTGGCAACTGAAGGCTGG 
AACACTTGCTACTGGATAATCGTAG 

1 CAGTCACGTCAGTTATGTAGATACTG 
C ATGGCAGGAG AGCTTTACG CTAA 

1 GCCACCCCTCACACAGCCAAACCCC 
AGATCATCTGAAACTACTAACTTTG 



1 G C AG GTG ACC ATTGGC ACAC GCTAG 
AAGTTTATGGCAGAGCTTTACAAAT 

1 TGCCATG CTGCTAGG AAATTGTCCTT 
TTTCTTTCTAGCTGTTAACCTACT 



1 AACTTATTCCAGTGTTGATCGCAAGC 
TGTTGATGCACAGGCGTCTTGTGG 

1 TGAAAAGGATTAAAGCTGGTATTCTA 
GAACATG C CCTTCACTGGTTGTGT 

1 GGTAAGGTTTCTAGGAGGTCTGTTAG 
GTGTACATCCTGCAGCTTATTGGC 

1 TGATTCTGTAAAG CTGTGGAATG AAG 
CTGCAGATTTAGAGAACATTGGCT 

1 CGATTTTACACGGCTGGGTAGAATTT 
GTAGAAAAGATCCACAGGGCAAGC 



1 GGTCTGAGAGTCTGTGAAGATGGCC 

CAGTCTTCTATCCCCCACCTAAAAA 
1 ACAC ACAG GAGG G AAAATCCTG GGA 

TTCTTTTTCTAGG G ATGTAATAC AT 
1 CTGTTTG AACTGTTGAGTTTCC GTTG 

CTGGCTGAGTGC GTTTTGTCCTTC 
1 GGTCTGAGAGTCTGTGAAGATGGCC 

CAGTCTTCTATCCCCCACCTAAAAA 
1 GGTACAGAGAAGCCAGCTTGTTTACA 

TG CTTATTCCATG ACTGCTTGCCC 



cDNA FLJ1 1763 fis, clone 1 
HEMBA1005679 /cds=UNKNOWN 
Homo sapiens, nuclear cap binding 1 
protein subunit 2, 20kO, clone 
MGC:4991 IMAGE: 3458927, mRNA, 
complete cds /cds=(26,496) 
Homo sapiens, RAB5A, member RAS 1 
oncogene family, clone MGC:5048 
IMAG&3463669, mRNA, complete cds 
/cds-(165,812) 

splicing factor, arginine/serine-rich 2 1 
(SFRS2), mRNA /cds=(1 55,820) 
ferritin, heavy polypeptide 1 (FTH1), 1 
mRNA /cds=(91 ,663) 

tRNA isopentenytpyrophosphate 1 

transferase (IPT), mRNA 

/cds=(60,1040) 

cDNA: FLJ22003 fis, clone HEP06764 1 
/cds=UNKNOWN 

NADH dehydrogenase (ubiquinone) 1 
flavoprotein 2 (24kD) (NDUFV2), mRNA 
/cds=(1 8,767) 

mRNA for KIAA1578 protein, partial 1 
cds /cds=(0,3608) 

cDNA FLJ20350 fis, clone HEP13972, 1 
highly similar to 2184_ZINC FINGER 
PROTEIN 184/cds=UNKNOWN 



GCTACTACTTCATTGCAACCTTTATTA 
CTGACCACATCAGACATCATGCT 
GGGCTGAAGTACCTAAGTGTGAATGT 
CTCTCCCGTTAAACTGAGTGTAGA 



AGGAAAACGGTTCACCAGTGTTTAGT 
TTTATATTG AGGTGCTCAG GTTGG 



CCGGGCCTTGCATATAAATAACG GAG 

CATACAGTGAGCACATCTAGCTGA 

ATAATGAAAGCTAAGCCTCGGGCTAA 

TTTCCCCATAGCCGTGGGGTGACT 

TGCATCGTAAAACCTTCAGAAGGAAA 

GGAG AATGTTTTGTG G AC C ACTTT 

TGCTCTGTTCTGGTTTCTGTTTTCAAA 
TCAAATGCCTGTTTGGGAGGAGA 
CAAAATCCCAAAACCAGGGCCAAGG 
AGTGGACG CTTCTCTTGTGAGC CAG 

AC AAATTTCTTG G CTG GATTTG AAG C 
TTAAACTCCTGTGGATTCACATCA 
TCCACGGTTGTGCCTTATTGTTCCAT 
TAAAATTGTATCTTCGATCCATCA 
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1433 Table 3A 

1434 Table 3A 

1435 Table 3A 

1436 Table 3A 

1437 Table 3A 

1438 Table 3A 

1439 Table 3A 

1440 Table 3A 

1441 Table 3A 

1442 Table 3A 

1443 Table 3A 

1444 Table 3A 

1445 Table 3A 

1446 Table 3A 

1447 Table 3A 

1448 Table 3A 

1449 Table 3A 

1450 Table 3A 

1451 Table 3A 

1452 Table 3A 

1453 Table 3A 

1454 Table 3A 

1455 Table 3A 

1456 Table 3A 

1457 Table 3A 

1458 Table 3A 



Hs.13580 BC001909 12804912 



Hs.157236 BC001913 12804920 



Hs.318885 BC001980 12805046 



Hs.288061 
Hs.284214 
Hs.334822 



BC002409 12803202 
BC002435 12803242 
12803270 12803270 



Hs.104879 BC002538 12803428 



Hs.1 04879 BC002538 12803428 



Table 8 

Homo sapiens, methionine 
adenosyltransferase II, alpha, clone 
MGC:4537 IMAGE:3010820, mRNA, 
complete cds /cds=(1 1 6,1 303) 
Homo sapiens, done IMAGE:3537447, 
mRNA, partial cds /cds=(0 ( 790) 

Homo sapiens, clone MGC:3015 
1MAGE:3162543, mRNA, complete cds 
/Cds=(332,1234) 

superoxide dismutase 2, mitochondrial 
(SOD2), mRNA/cds=(4,672) 

actln, beta (ACTB), mRNA 
/cds=(73,1200) 
putative zinc finger protein 
(LOC55818), mRNA /cds=(299, 3937) 
Homo sapiens. Similar to ribosomal 
protein L4, clone MGC:2966 
IMAGE:31 39805, mRNA, complete cds 
/cds=(161 6,2617) 

Homo sapiens, serine (or cysteine) 
proteinase inhibitor, clade B 
(ovalbumin), member 9, clone 
MGC:2131 IMAGE:3 140427, mRNA, 
complete cds /cds=(92,1222) 
Homo sapiens, serine (or cysteine) 
proteinase inhibitor, clade B 
(ovalbumin), member 9, clone 
MGC:2131 IMAGE: 3 140427, mRNA, 
complete cds /cds=(92,1222) 
cell division cycle 42 (GTP-binding 
protein, 25kD) (CDC42), mRNA 
/cds=(69,644) 

Homo sapiens. Similar to dodecenoyl- 
Coenzyme A delta isomerase (3,2 trans- 
enoyl-Coenzyme A isomerase), clone 
MGC:3903 tMAGE:3630568, mRNA, 
complete cds /cds=(1 5,872) 
lymphoblastic leukemia derived 
sequence 1 (LYL1), mRNA 
/cds=(0,803) 

hypothetical protein IWGC4175 
(MGC4175), mRNA /cds=(221 ,577) 
tRNA isopentenylpyrophosphate 
transferase (IPT), mRNA 
/cds=(60,1040) 

Homo sapiens, clone IMAGE:3940519, 
mRNA, partial cds /cds=(0,902) 

proteasome (prosome, macropain) 
subunit, alpha type, 2 (PSMA2), mRNA 
/cds=(0,704) 

suppressor of Ty (S.cerevisiae) 3 
homotog (SUPT3H), mRNA 
/cds=(71,1024) 

Homo sapiens, clone IMAGE:3543711, 
mRNA. partial cds /cds=(0,i620) 

Hs.1600 BC002971 12804224 Homo sapiens, clone IMAGE:3543711, 

mRNA, partial cds /cds=(0,1 620) 



Hs.1 46409 
Hs.322824 



BC002711 12803746 
BC002746 12803812 



Hs.46446 BC002796 12803898 



Hs.322404 
Hs.288036 



BC002837 12803976 
BC002845 12803990 



Hs.318693 BC002867 12804028 



Hs.1 81309 BC002900 12804094 



Hs.96757 



12804148 12804148 



Hs.1600 BC002971 12804224 



Hs.75193 BC003090 13111846 

Hs.334861 BC003137 13111932 

Hs.326456 BC003352 13097158 

Hs.77091 NM_006730 5803006 

Hs.24697 BC003406 13097305 

Hs.42712 BC003525 13097617 

Hs.5322 BC003563 13097716 

Hs.334861 BC003577 13097758 



COP9 homolog (COP9), mRNA 
/cds=(49,678) 

hypothetical protein FU23059 
(FLJ23059), mRNA /cds=(41 ,1681) 
hypothetical protein FLJ20030 
(FLJ2003Q), mRNA /cds=(1, 1239) 
deoxyribonuclease l-like 1 
(DNASE1L1), mRNA/cds=(794,1702) 
cDNA FLJ20709 fis, clone KAIA1124, 
highly similar to D86324 mRNA for 
CMP-N-acetylneuraminic acid 
/cds=UNKNOWN 

Homo sapiens, Simitar to Max, clone 
MGC:10775 )MAGE:3607261, mRNA, 
complete cds /cds={1 15,570) 

guanine nucleotide binding protein (G 
protein), gamma 5 (GNG5). mRNA 
/cds=(333,539) 

hypothetical protein FU23059 
(FU23059), mRNA/cds=(41,1681) 
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GGTACAGAGAAGCCAGCTTGTTTACA 
TGCTTATTCCATGACTGCTTGCCC 



GGGAGAATGAATGTG CAACGTGGCT 
GAAATCTATTTTGTGTAATAAAAGG 

CCCCACCACCCCATTACCACAGCTGC 
CTTTGTGTGTTTGTGTCAATAAAA 

CCAGCAAGATAATGTCCTGTCTTCTA 
AGATGTGCATCAAGCCTGGTACAT 

CCAACTTGAGATGTATGAAGGCTTTT 

GGTCTCCCTGGGAGTGGGTGGAGG 

GCTACTAGAGAGC AAGGG GCTTTCTT 

ACCACCAGTGCTGAGGAGAAAAGT 

ACCAAGAAACCAGCCCCTGAAAAGAA 

GCCTGCAGAGAAGAAACCTACTAC 



TTTCCTCATCTATGAATTGTCATTCAC 
ACACCTACTTTTCTGCTTCGTTT 



TTTCCTCATCTATGAATTGTCATTCAC 
ACACCTACTTTTCTGCTTCGTTT 



AATAATGACAAATGCC CTGC ACCTAC 
CCACATGCACTCGTGTGAGACAAG 

GTGCCCCTGTG G GTCCC AGGGAGGT 
CTTAAACAAGGTATTTTTCAACTTA 



CAGTGAAGACGTCAGGGGCAAGGTC 
TCGGGGGTCCGGAAGG GTGATCATC 

TGCA AGGGA GACATATCCTAGATCAC 
TTTGC 1 1 II ( CTTTAAGGAGCTGA 
TGCATCGTAAAACCTTCAGAAGGAAA 
GGAGAATGTTTTGTGGACCACTTT 

TTGGGGGAGGTTAG GGACTTATCCT 
GTGCTTGTAAATAAATAAG GTCATG 

ACTTGGCTGCCATAGCATAACAATGA 
AGTGACTGAAAAATCCAGAATTTC 

AAAATATTAAACACAAACTACCACCTA 
CCTCCCTCACCAAAGCCCATAAA 

AGCTGTTTGGTAACCATAGTTTCACT 
TGTTCAAAGCTGTGTAATCGTGGG 

AGCTGTTTGGTAACCATAGTTTCACT 
TGTTCAAAGCTGTGTAATCGTGGG 

TGTCGCCTTTTAGAAGGAGAAACTTA 
AGTGTGGAATG CATTATATG GGCA 
TCCTTGGCAGCTGTATTCTGGAGTCT 
GGATGTTGCTCTCTAAAGACCTTT 
TTTGGAGTGGAGG CATTGTTTTTAAG 
AAAAACATGTCATGTAGGTTGTCT 
TGGCTGGGAC GCTAGAAGGGTC ATG 
TGTTAACTATAATCACATTTATGGT 
ATTCTGGTTAACCGCTCACATGCATA 
ACAATAATGCTAGAAATTC AG GAA 



TGCTGATTTCTAGTGTATACTCTGTA 
GTCTCAGTTC GTGTTTGATTC CAT 

AAATG AATCTTTC AAAGGTTTC C C AAA 
CCACTCCTTATGATCCAGTGATA 

TCCTTGGCAGCTGTATTCTGGAGTCT 
GGATGTTGCTCTCTAAAGACCTTT 
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Hs.1 88757 
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Hs.215595 
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Hs.1 11334 


BC004245 
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Hs.70333 


BC004258 
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Hs.9788 
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Hs.254105 
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Hs.1 551 01 
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Hs.151242 


BC004900 
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HS.74335 


BC004928 
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Hs.336916 


BC004994 
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Hs.60377 


BC005101 
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Hs.99858 


BC005128 
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Hs.177507 


BC005187 
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Hs.251531 


BC005361 
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Hs 100000 
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Hs.334573 


BC006008 
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Hs.101150 


BC0D6176 
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Hs 108824 


RP0HR9R9 
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Hs.252716 


BC007004 
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Hs.1 80909 


BC007063 
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Hs.238730 


BC007203 
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Hs.334637 


BC007277 
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Hs.298262 


BE250027 


1487 


Table 3A 


Hs.297095 


BE253125 
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NA 


BE253336 
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Table 3A 


Hs.75313 


BE254064 


1490 


Table 3A 


Hs.314898 


BE255377 


1491 


Table 3A 


Hs.296183 


BE259480 



Table 8 

13097767 hypothetical protein MGC2668 

(MGC2668), mRNA/cds=(20,325) 
1 3277575 Homo sapiens, clone MGC:5564, 

mRNA, complete cds /cds=(227,304) 
1 3278842 guanine nucleotide binding protein (G 

protein), beta polypeptide 1 (GNB1), 

mRNA /cds=(280,1302) 
13279004 RRO2760 mRNA, complete cds 

/cds=UNKNOWN 
1 3279043 mRNA for KIAA1 844 protein, partial 

cds/cds=(0,1105) 

1 327921 7 hypothetical protein MGC1 0924 similar 
to Nedd4 WW-binding protein 5 
(MGC10924), mRNA/cds=(104,769) 

13325286 enolase 1, (alpha) (EN01), mRNA 

/cds=(94,1398) 
1 3325447 mRNA for KIAA1 578 protein, partial 

cds /cds=(0,3608) 
13937690 602326676F1 cDNA, 5' end 

/clone=IMAGE:4427970 /clone_end=5' 

1 34361 00 hypothetical protein MGC1 1 034 

(MGC11034), mRNA/cds=(245,640) 

1 3436172 serine (or cysteine) proteinase Inhibitor, 
ciade G (C1 inhibitor), member 1 
(SERPING1), mRNA/cds=(60,1562) 

13436256 heat shock 90kD protein 1, beta 

(HSPCB),mRNA/cds=<0,2174) . 
1 3436445 death-associated protein 6 (DAXX), 

mRNA/cds=(147^369) 
1 3937700 mRNA for KIAA1 298 protein, partial 

cds/cds=(55,2271) 
1 3477308 ribosomal protein L7a (RPL7A), mRNA 

/cds=(31,831) 
1 3528770 hypothetical protein (HSPC1 55), 

mRNA/cds=(240,743) 
13529190 proteasome (prosome, macropaln) 

subunit, alpha type, 4 (PSMA4), mRNA 

/cds=(59,844) 
1 3543538 S1 00 calcium-binding protein A8 

(calgranulin A) (S100A8), mRNA 

/cds=(55,339) 
13937718 Clone IMAGE:4285740, mRNA 

/cds=UNKNOWN 
13544094 clone IMAGE:40541 56, 

1 3623362 hypothetical protein MGC 10540 

(MGC10540), mRNA/cdS=(49,579) 
1 3623674 H2B histone family, member L 

(H2BFL), mRNA /cds=(0,380) 
13905123 hypothetical protein MGC5469 

(MGC5469), mRNA/cds=(69,1124) 
13937807 oxysterol-binding protein-related 

protein 1 (FLJ10217), mRNA 

/cds=(174,3026) 
13937906 peroxiredoxin 1 (PRDX1), mRNA 

/cds=(60,659) 
13938171 hypothetical protein MGC10823 

(MGC10823), mRNA/cds=(63,1235) 
13938298 hypothetical protein MGC1 561 9 

(MGC15619), mRNA/cds=(744,1454) 
9120132 ribosomal protein S19 (RPS19), mRNA 

/Cds=(69,506) 

9123276 601 1 16648F1 cDNA, 5* end 

/clone=IMAGE:3357178 /clone_end=5' 

9123402 cDNAclonelMAGE:3357826 5' 

91 24489 aldo-keto reductase family 1 , member 
B1 (aldose reductase) (AKR1B1), 
mRNA/cds=(45,995) 

9125816 601115405F1 cDNA, 5' end 

/clone=IMAGE:3355872 /clone_end=5 l 

9129916 601106571F1 cDNA, 5' end 

/clone=IMAGE:3342929 /ctone_end=5' 
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1 TGCGTGTGCCTCAGTTTCCTCCTCCA 
CAACTGAATATTTATAGTGGCTGA 

1 GGGATGTGGAGGATTTTTGTTAAGTG 
TC AATC G AAGTTAAAAAG C AAG G G 

1 AGCTCTCTGCACCCTTACCCCTTTCC 
ACCTTTTGTATTTAATTTTAAAGT 

1 CCCTCCAGCCAATAGGCAG CTTTCTT 
AACTATCCTAAC AAGC CTTG GACC 

1 CGTGGTTGTGGGAGGGGAAAGAGGA 
AACAGAGCTAGTCAGATGTGAATTG 

1 ACAATGTGTTAGCAGAAACCAGTGGG 
TTATAATGTAGAATGATGTGCTTT 



1 GCTAGATCCCCGGTGGTTTTGTG CTC 
AAAATAAAAAGCCTCAGTGACCCA 

1 ACAAATTTCTTGGCTG GATTTGAAGC 
TTAAACTCCTGTGGATTCACATCA 

1 GCTGTG GTTGGTTGCATTACATGACA 
CAGAAAACTGTCCTCTACCTCACG 

1 G CCCTG GTAG GCTCCTTTAGAAG GA 
CCATTTCTGTTCCTAGAGCTTAACT 

1 G GC ATC G CCC ATG CTCCTCACCTGTA 
TTTTGTAATCAGAAATAAATTGCT 



1 TTTCCCTCTCCTGTCCTTGTGTTGAA 

GGC AGTAAACTAAGG GTGTC AAGC 
1 AGACTGGAAATGGGGATGAGGGTGT 

AAATTGTATTG AAAAAG ATC GC G AA 
1 CCATGAGTTGTTTGGTTTTCCAGAAG 

CTGCCAGTGGGTTCCCGTGAATTG 
1 GATACGATG AGATC CGCCGTC ACTG 

GGGTGGCAATGTCCTGGGTCCTAAG 
1 AGTCTTTCTG GTTTCTGG AG ATAACC 

CATCAATAAAGCTGCTTCCTCTGG 
1 CGATGATGGTTACCCTTCATGGACGT 

CTTAATCTTCCACACACATCCCCT 

1 GGCCCCTGGACATGTACCTGCAGAA 
TAATAAAGTCATCAATACCTAAAAA 

1 GCAAACCTG CAG ATTCCCAAGATGTT 

CACGAGCTTGTGCTTTCTAAAGAA 
1 TCCCC ATTGTGCCG CCTTTATCAATT 

GCCTGTTTTGTTTTGTTTG 1 1 1 1 I 
1 CTTTAGCTGCTGTTGCCTCCCTTCTC 

AGGCTGGTGCTGGATCCTTCCTAG 
1 CTGCTTATGGCAC AATTTGC CTC AAA 

ATCCATTC CAAGTTGTATATTTGT C 
1 CTGCTTCTGGGTGCATGGTAGACTTT 

GTGGCATTTGATACAACTTGGACA 
1 CTTATAGTATTTATCCACCCAAACCC 

CAGACTG AGATACTGCTCCC AGG G 

1 GAGAGACCAGCCTTTCTTCCTTTGGT 

AGGAATGGCCTGAGTTGGCGTTGT 
1 CAGAGGTGGGAGTAACTGCTGGTAG 

TGCCTTCTTTGGTTGTGTTGCTCAG 
1 CTGTGTGCCCCAGCTGCATCAGCCA 

GCTTCTAGGTGGCTCCATTGTTTTC 
1 AGAGCAGAATAGCAATATAAGAGCAC 

AGACGAACATAG AC ACGACAG CGA 

1 CTATTAGGACCCAGTGATTATGCTAC 
CTTGGCACGGTTAGGGTACTGCGG 

1 AAAGAAGCATGCACACTTATCACAAA 

CAACTCTCTCAGGTG GCC AGTCTG 
1 TGCTG CCTATATG AAGTCTTTG AG AA 

AGCCC CTCTTGG AGTCTGTGC CTT 

1 GATATACGAGGACAAAACCCATCTAC 
CAGGCAGCTAACAAACCGCCGCCA 

1 G CCACTTTATTAGTAATGGTCG ATAG 
TCCGAATCGATGGCTAGGGTGACT 
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1492 Table 3A 

1493 Table 3A 

1494 Table 3A 

1495 Table 3A 

1496 Table 3A 

1497 Table 3A 

1498 Table 3A 

1499 Table 3A 

1500 Table 3A 

1501 Table 3A 

1502 Table 3A 

1503 Table 3A 

1504 Table 3A 

1505 Table 3A 

1506 Table 3A 

1507 Table 3A 

1508 Table 3A 

1509 Table 3A 

1510 Table 3A 

1511 Table 3A 

1512 Table 3A 



Hs.301809 

Hs.308154 

Hs.279429 

Hs.95835 
Hs.1 42737 

Hs.337986 

Hs. 192755 

Hs.336628 
Hs.129872 
Hs.231510 

Hs.315263 

Hs.258494 

Hs.13328 

Hs.125819 

Hs.5122 

Hs. 180549 

Hs.155101 
Hs.74861 

NA 
NA 

Hs. 194362 



BE260041 

BE264564 

BE279328 

BE292793 
BE293343 

BE297329 

BE298181 

BE311727 
BE379820 
BE407125 

BE410105 

BE531180 

BE537908 

BE538333 

BE539096 

BE540238 

BE547584 
BE549137 

BE569141 
BE612847 
BE618004 



1513 Table 3A Hs.294309 BE621121 

1514 Table 3A Hs.184582 BE730026 

1515 Table 3A Hs.76572 BE730376 

1516 Table 3A Hs.77496 BE737246 

1517 Table 3A Hs.271272 BE737348 



Table 8 

9131017 601150579F1 cDNA, 5' end 

/clone=IMAGE:3503419 /clone_end=5' 

91 381 21 601 1 92330F1 cDNA, ff end 

/c!one=IMAGE:3536383 /cione_end=5' 

9154319 601157666F1 cDNA, 5' end 

/clone=iMAGE:3504328 /clone_end=5' 

9175433 RST8356 cDNA 

9176462 601143756F1 cDNA, 5' end 

/clone=IMAGE:3051493 /clone_end=5' 

9180903 Homo sapiens, clone MGC: 17431 

!MAGE:2984883, mRNA, complete cds 
/cds=(1336,1494) 

9181768 6011 18566F1 cDNA, 5' end 

/clone=IMAGE:3028193 /clane_end=5' 

91 481 86 ribosomal protein L36a (RPL36A), 

mRNA/cds=(30,350) 
93251 98 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 10,2410) 
9343575 601301818F1 cDNA, 5' end 

/clone=IMAGE:3636412 /clone_end=5' 

9346555 601302278F1 cDNA, 5' end 

/c!one=IMAGE:3637002/ctone_end=5 , 

975991 6 Homo sapiens, Similar to hypothetical 
protein FU22376, clone MGC:16044 
IMAGE:3610443, mRNA, complete cds 
/cds=(478,1776) 

9766464 602268829F1 cDNA, 5' end 

/clone=IMAGE:4356966/clone_end=5' 

9766978 putative dimethyladenosine transferase 
(HSA9761), mRNA /cds=(78,1019) 

9767741 60229301 5F1 cDNA, 5' end 

/clone=IMAGE:4387778 /clone_end=5' 

9768883 601 059809F1 cDNA, 5' end 

/clone=IMAGE:3446283 /clone_end=5' 

9776229 mRNA for KIAA1 578 protein, partial 

cds/cds={0,3608) 
9777782 activated RNA polymerase II 

transcription cofactor 4 (PC4), mRNA 

/cds=(0,383) 
9812861 cDNA clone IMAGE:3681 1 80 5* 

9894444 601 4 52239 F1 5' end 

/clone=IMAGE:3856304 

9888942 DNA sequence from clone RP11- 
248N6 on chromosome 13 Contains 
ESTs, STSs and GSSs. Contains two 
olfactory receptor pseudogenes, an 
NPM1 (nucleophosmin, nucleolar 
phosphoprotein B23, numatrin) 
pseudogene and a BCR {breakpoint 
cluster region) pseudogene 
/cds=(0,887) 

9892059 601493943F1 cDNA, 5' end 

/clone=!MAGE:3896051 /ctone_end=5' 

10144018 ribosomal protein L24 (RPL24), mRNA 
/cds=(39,5l2) 

10144368 ATP synthase, H+ transporting, 

mitochondrial F1 complex, O subunit 
(oligomycin sensitivity conferring 
protein) (ATP50), mRNA /cds=(36,677) 

10151226 small nuclear ribonucleoprotein 
polypeptide G (SNRPG), mRNA 
/cds=(83,3l3) 

10151340 DKFZP434K1715.J1 cDNA, 5* end 

/clone=DKFZp434Kl71 5 /clone_end=5' 
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TAATCTGGCGGGTTATACCCCCGTGT 
TCTCC G GATTATATTTCGGGACAC 

GCTGG ATTTGTGG GTATGGGGG CGG 
TTTTTGGGCGAAGGTTGGTTGTTAC 

CC ACATCATCGGGG GCGAAATAGAA 
GCCC AGAGAG AG G CTAGGTGTAGGA 

AGGGAGACTCTCAGCCTTCAGCTTCC 
TAAATTCTGTGTCTGTGACTTTCG 
TTGTCAAGCTGCTGCTGTCTTCAAGA 
TCTACCTGGTCAGAATCTCCTGCT 

GGCCAGTCTCTATGTGTCTTAATCCC 
TTGTCCTTCATTAAAAGCAAAACT 

TCTCTCACATTCTGTCTTTCCCCTCCT 
CCTTCACCTTCCCTCCGTCCCTC 

ACACGAGACTATAGAGAATGCAGCAC 

ACAGATGAGAGCAGAGCAAATAGA 

GCATCCAGATGGTG GTTTACTCTGCA 

ACAG TCTAA TGTTCTTCACTTCCA 

GGGGTTTTCACCCTACCTAAAGATGC 

TTTAATTGCTGTTTTCCAAATTGT 

ATGCCTAACAAGCAACATGATCCTAT 
AAATCCACCCCAAGCCAATCTGGT 

CCACCATCTGGTACG M i l 1 A CTTCC 
TCACCCGCGTGTACTCC GATTACC 



GAGTATATTCCCCCAGTTATTTGCTC 
TTCCCCACACAGGGTGGTAGTACC 

CAAAG GAAG GGG CGTGAAGGGGTGA 
GAAAAATATG GGACCC AAATTGTGG 

TTTCCTTACAGGCGGTAACACCGGTC 
CACACAGTTCTTGCCAAAACAAAG 

AATTTTCTCTCACCTCATCACTCGGG 
ACCTCCC CAGTGATAATAACCCGG 

GCGG GTGTAAGGGGATATCTTGATAA 
ACTGGAGCCCAGGAAGATTACAAA 
AC GC CGACAATCAAGAAAATGTGAGT 
TATAACG GAC AAGGTTGTATTATG 

GATATTGGTAGTAAAGGGGTTACCTG 
TG AACTT C CAAAATTC C7TG G GG C 
TAAAGATGTCCG GGTACACTTCGCC A 
AG GGTTAGC GTCTTTGGG CATTTC 
TCCTAATTTCTTCTGTGAACCTTCTCA 
AATC CCCCAG C ATGCGTGTAGTG 



CTGCATGATGTCATCAACCTGCTGTA 
GTGCGGAAACGACCACAACACACA 

AAAGACGAAC GAGACACGAAAG CAA 
CGAACGAACACAGAGCACGCCGCAC 

TTTCAACACGCATCCCTTATGGGCGA 
ACTGTCCTCAAACAACAACAAGTG 



TAGGACGAGAAACGAAGAAGGACAG 
AG CGAGAACAAGTAAGCAGGG ACAC 

G GTGG AG AATC AAAACGACCC CGCA 
AATAAAC ATGGCGATTTG GCTTGGG 
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Table 8 

1 01 53279 602389077F1 cDNA, 5' end 

/clone=IMAGE:4517875 /done_end=5' 

1 01 59637 hypothetical protein FLJ1 4503 

(FU14503), mRNA /cds={19,2217) 

10161202 601473284T1 cDNA, 3' end 

/clone=lMAGE:3876165 /done_end=3' 

10161216 cDNA FLJ14704 fis, clone 

NT2RP3000526 /cds=UNKNOWN 

10162115 601571679F1 cDNA, 5' end 

/clone=IMAGE:3838675 /done_end=5' 

1 01 99747 hypothetical protein MGC2495 
(MGC2495), mRNA/cds=(0,416) 

1 0200482 601464557F1 cDNA, 5' end 

/done=IMAGE:3867566 /done_end=5' 

10202207 602642428F1 cDNA, 5' end 

/clone=1MAGE:4773534 /clone_end=5' 

10202895 601467463F1 cDNA, 5' end 

/clone=IMAGE:3870902 /clone__end=5* 

10204022 602557448F1 cDNA, 5* end 

/clone=IMAGE:4686562 /done_end=5' 

1 0204826 lumican (LUM), mRNA /cds=(84,1 1 00) 

1020801 8 DNA sequence from done RP5-850E9 
on chromosome 20. Contains part of 
the gene for a novel C2H2 type zinc 
finger protein similar to Drosophila 
Scratch (Scrt), Slug and Xenopus Snail, 
a novel gene similar to Drosophila 
CG6762, STSs, GSSs and five CpG 
istends /cds=(0,397) 

10209744 thymopoietin (TMPO), mRNA 
/cds=(204,2288) 

10211672 ribosomal protein L18 (RPL18), mRNA 
/cds=(1 5,581) 

1 021 3323 tuftelin-lnteracting protein (TIP39), 
mRNA/cds=(263,2776) 

1 021 5793 60242991 3F1 cDNA, 5* end 

/clone=IMAGE:4547787 /done_end=5' 

10316617 CLLL8 protein (CLLD8), mRNA 

/cds=(825,2984) 
10317165 tripartite motif protein 14 (TRIM14), 

mRNA/cds=(10,1230) 
10320738 601448005F1 cDNA, 5' end 

/done=lMAGE:3852001 
10321021 retinoblastoma-binding protein 7 

(RBBP7), mRNA /cds=(287, 1564) 
10321 536 hypothetical protein FLJ14495 

(FU14495), mRNA /cds=(83,1 141) 
10324385 60241841 8F1 cDNA, 5' end 

/done=IMAGE:4525397 /done_end=5' 

1 0325061 transporter 1 , ATP-binding cassette, 

sub-family B (MDR/TAP) (TAP1), 

mRNA /Cds=(30,2456) 
1 0325891 interleukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
10326133 601485590F1 cDNA, 5' end 

/done=IMAGE:388795l /clone_end=5' 

10327749 interleukin 7 receptor (IL7R), mRNA 

/cds={22,1401) 
13959823 mitochondrion, complete genome 

10329889 cDNAdonelMAGE:3894306 5' 

1 03301 27 zinc finger protein 6 (CMPX1 ) (ZNF6), 

mRNA /cds=(1 265,3361) 
1 0331 1 1 1 ADP-ribosylation factor-like 7 (ARL7), 

mRNA /cds=(1 4,592) 
10333674 cDNA done IMAGE: 3908551 5' 

1 034031 5 nucleolar protein interacting with the 
FHA domain of pKi-67 (NtFK), mRNA 
/cds=(54,935) 



1 TGGCCTTTTAAATAACTGGGCTTCTC 
ACAACCATAGTGAACAGAAACAGC 

1 ATTGTGACATGGTGATGCCTCATTGC 
TGATATGGTCCTGTGGTTATGTGC 

1 GGAAGAGATAACACCACAACGAAAGA 
G C AGGCAAGAGAG ACCAAAG CAC A 

1 GGTAAAAGGCGTTACTCTCCGCCCTC 
TTCAAGGAACGGCCAAGAGTATAA 

1 ACCCAAGGGTCTCGCCAGTGGGGTT 
AAGTCACAATATTACTAC ACAAG GG 

1 AC AGTACACAATC ACCTGC AAG GGAC 
ATAG C ACACAAAC CGCTAAAGAG G 

1 TCTCACAGCGAGAGGAGGAGACGGG 
ATGACCGAGAGGTAGACGATTATAC 

1 CGCTGGTGTTGTCCCCAAGTGATTTA 
TTCTACTGGAGTGCCTGGTGTCTT 

1 TTCCGGCTTTTAACAAACACACACCA 
CACTAACACAACAACACAAACAAA 

1 AAGACTTGCCTCTTTAAAATTGCTTTG 
TTTTCTGCAGTACTATCTGTGGT 

1 GAACTCGTCCACTCTTCTCGGGCCAC 
TATTCTGGTTCAGGGAATCTTGGG 

1 AGCAATAAACCGAAGCAGCTAGACAG 
CGAAGAAGTACAGCAAAGAGACGA 



1 CGCCCATACTAGAGAAGTTTGCCCTC 

TATTGTCTCTCACACCACAATGAG 
1 CACAGACATCCACGGACACAAAAGG 

CGGGGACCACCAC CACAATG AACAC 
1 GCGTCGATTGATATCAGACAGCATCG 

TCTCTGCGAG CACAAAG ATCTGTT 
1 GGAACAGGGTTAATGGCCAGGCCCT 

TTGCCGCCCCTTTTAAAGGGAATCC 

1 ACAGAGTAACATGGGATATGGGTATG 

AGTGGGATGTG CTG AGAAGGAACT 
1 GGGGGCAAAGAAAGTACATTGGGTG 

AAAATTTAAAAAGGTATGGAGCATT 
1 CAAACGAACAGCGAAGACAACAACTC 

ACGATGCTGCACAACGCGACCAAC 
1 ACATTTTATAAGGCATTTGTGTTAGCC 

ACTCAGTC ATCTTTGG GTGCTGC 
1 GTCACAGCAACGTGTCGCTCCCCAG 

ATCATTTATTAGC GTCGATTGTTGT 
1 ATTCCAAACGGGATCTGCTGAGACCT 

CACAG AG GTGGGCCGCGATTATAA 

1 C CTAG GGTGAAACAC GTG ACAGAAG 
AATAAAGACTATTGAATAGTCCTCT 

1 CCAGCCTTTGCCTCTTCCTTCAATGT 
GGTTTCCATGGGAATTTGCTTCAG 

1 CCCCTTGTTTACTCTGTCTGTATGTAT 
GTCAAAAGCGTGGCAAAACCTCT 

1 CATGATCTCAGAGGAAACTGTCGCTG 

ACCCTGGACATGGGTACGTTTGAC 
1 CCTCTAC CTGC ACG AC AATAC ATAAT 

GACCCACCAATCACATGCCTATCA 
1 ATTTGGAAGCG C CAC CCTAGCAAATA 

TACAAACCATTAAACCTTCCCTCT 
1 TTTACCAATGATTTTCAGGTGACCTG 

GG CTAAGTCATTTAAACTGG GTCT 
1 AGTTTACATATCGACAGCATATCCAC 

TGATTTCTAAATGG G CTGGTCC CA 
1 ATCTGGAGTGGGACCCTTCAAACCAT 

GTCTGTGCTTATGC G G GAAACAAT 
1 GC GG AGAG AAGAAGAG GTAG ATATG 

AGAACAGTGTGTGGTATATGATAGT 
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1553 Table 3A 

1554 Table 3A 

1555 Table 3A 

1556 Table 3A 

1557 Table 3A 

1558 Table 3A 

1559 Table 3A 

1560 Table 3A 

1561 Table 3A 

1562 Table 3A 



Hs.301486 BE886472 



Hs.250824 
Hs.320836 

Hs. 169274 

Hs.71941 

Hs.188757 

Hs.171802 

Hs.4055 



BE887646 
BE888304 

BE888744 
BE889075 
BE891242 
BE891269 
BE891928 

Hs.3297 BE895166 
NA 
NA 
NA 

Hs.285122 BE901218 



1563 Table 3A Hs.293515 BE905040 

1564 Table 3A Hs.278704 BE973840 



Table 8 

10340792 601509688F1 cDNA, 5' end 

/clone=IMAGE:3911301 /done_end=5* 

10343176 cDNA: FU23435 fis, clone HRC12631 

/cds=UNKNOWN 
10344472 601514033F1 cDNA, 5' end 

/clone=IMAGE:391 51 77 /done_end=5' 

10345354 AL528777 cDNA 

/clone=CSODD001 YG24-(3«prime) 
1 034601 9 hypothetical protein MGC1 5677 

(MGC15677), mRNA/cds=(298,807) 
10350376 Homo sapiens, clone MGC:5564, 

mRNA, complete cds /cds=(227.304) 
10350433 RST31551 cDNA 

10351 744 mRNA; cDNA DKFZp564C2063 (from 

clone DKFZp564C2063) 

/cds=UNKNOWN 
10358288 ribosomal protein S27a (RPS27A), 

mRNA/cds=(38,508) 
10361 375 cDNA done IMAGE:3925062 5' 



NCJ)01807 13959823 COX2 gene of mitochondria 

10367264 cDNA clone IMAGE:395221 5 5' 



1 03901 79 Homo sapiens, hypothetical protein 
FU21839, clone MGC:2851 
IMAGE:2967512, mRNA, complete cds 
/cds=(444,2618) 

10397924 602286727T1 cDNA, 3' end 

/done=IMAGE:4375662 /clone_end=3' 



10587176 RST30930 cONA 



1565 Table 3A Hs.217493 D00017 

1566 Table 3A Hs.25 D00022 



1567 Table 3A 

1568 Table 3A 

1569 Table 3A 

1570 Table 3A 

1571 Table 3A 

1572 Table 3A 

1573 Table 3A 

1574 Table 3A 

1575 Table 3A 

1576 Table 3 A 

1577 Table 3A 

1578 Table 3A 

1579 Table 3A 

1580 Table 3A 

1581 Table 3A 



Hs.76549 D00099 

Hs.76549 D0OO99 

Hs. 154890 D10040 

Hs.46 D10202 

Hs.155342 D10495 

Hs.330716 D10522 

Hs.137555 D10923 

Hs.301921 D10925 

Hs.238893 D11086 

Hs.61153 D11094 

Hs.36 D12614 

Hs.333114 D13316 

Hs. 15071 D13627 

Hs.195614 D13642 

Hs.2471 D13645 



21 9909 annexin A2 (ANXA2), mRNA 
/cds=(49,1068) 

21 9653 Homo sapiens, Similar to ATP 
synthase, H+ transporting, 
mitochondrial F1 complex, beta 
polypeptide, done MGC:1 9754 
IMAG&3629237, mRNA, complete cds 
/cds=(12,1601) 

219941 mRNA for Na,K-ATPase alpha-subunit, 
complete cds /cds=(31 8,3389) 

21 9941 mRNA for Na,K-ATPase alpha-subunit, 
complete cds /cds=(31 8,3389) 

21 9899 fatty-add-Coenzyme A ligase, long- 
chain 2 (FACL2), mRNA /cds=(1 3,2109) 

219975 
520586 
219893 
219866 



platelet-activating factor receptor 
(PTAFR), mRNA/cds=(25.1053) 
protein kinase C, delta (PRKCD), 
mRNA /cds=(58.2088> 
CDNA FLJ14368 fls, clone 
HEMBA1001 122 /cds=UNKNOWN 
putative chemokine receptor; GTP- 
binding protein (HM74), mRNA 
/cds=(60,1223) 
21 986? chemokine (C-C motif) receptor 1 

(CCR1), mRNA /cds=(62,1 129) 
303611 Od15g01.s1 cDNA 

/clone^fMAGE: 1368048 
219930 proteasome (prosome, macropain) 26S 
subunit, ATPase, 2 (PSMC2), mRNA 
/cds=(66,1367) 
21 991 1 lymphotoxin alpha (TNF superfamily, 
member 1) (LTA), mRNA 
/cds=(140,757) 
286022 AV71 331 8 cDNA, 5' end 

/done=DCAAAC09 /clone_end=5' 
286010 chaperonin containing TCP1, subunit 8 
(theta) (CCT8). mRNA /cds=(28, 1674) 

285998 splicing factor 3b, subunit 3, 1 30kD 
(SF3B3), mRNA /cds=(1 56,3809) 

286008 KIAA0020 gene product (K1AA0020), 
mRNA /cds=(418,1944) 
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GAAATCCCACCG GCAAGTTAAGGTCA 
CGG AG C AAGTGAATAAACG CGGAG 

GTGATCAAACAAATTCACAGCACAGA 
CACCGCGCAACAACGCAACTTCTC 
GGTATTTGTGTTGTTGAGTATTGTGT 
CTG GGTGTGGGTATTTGATTCTTT 

GGGTTCGTCCAGGGCTGCGCTAAAT 

TATTCTCAATGATTTGTCTCTTTGC 

CAATGACGCAGTCGGACCCTCGGAT 

CCAAGTCCTG CTTTGGGTGTGGACC 

GGGTTATAATAGATGGACGGGTCTTT 

CACGGTGGTGACAGCACCCTTTCC 

TCCGCTGCAATTTGAGTTTAGCTTTA 

CAGATTGTGCCGGGTGTTTAACCT 

CTCCTTCCCAAAGACTTGAGTGGAAC 

TTCCCTTTCATGTGCGTATCGGTC 

AAATTAGTCGCCTTCGTCGAGAGTGC 

CCTTCTGATGAATGTGGTGCTGGG 

GACAGTACTCCTAAGACCCCTGTGTG 

TGTCCCGATGAGATCATGACTGGG 

CATGCCCATCGTCCTAGAATTAATTC 

CCCTAAAAATCTTTGAAATAGGGC 

GGCGTATCATCAACTGGTGAGCCCG 

AAGGGATATTATTTCTAAGGCCTCT 

CCAGAATCGTAAGGGGGCTGACGGA 

GGATGAGAGGGGGCACCCAGAGATC 



CGGTGTTTTCTGATCGGTTTTTGTTTT 
CTGCTTACATATGATGTACTTGT 

ACAGAATGC AGCGGTGCAACACC GG 
CAAGGTTCCACACGCCACAAAGAAA 

TGGAAGTGAAGTCTATGATGTGAAAC 
ACTTTGCCTCCTGTGTACTGTGTC 
CCAAAAAGCTTCATTTTTCTATATAGG 
CTGCACAAGAG CCTTGATTGAAG 



TCACAAGACAGTCATCAGAACCAGTA 
AATATCCGTCTGCCAGTTCGATCA 

TCACAAGACAGTCATCAGAACCAGTA 
AATATCCGTCTGCCAGTTCGATCA 

GCTGTCATTTGTACATTTAAAGCAGC 
TGTTTTG GGGTCTGTGAG AGTACA 

TATCCTGAGTCCCTTAATCTTATGGG 
GCCGGAAGGAATGTCAGGGCCAGG 
CTCTGCCTTCGGAGG GAAATTGTAAA 
TCCTGTGTTTCATTACTTGAATGT 
AAACTC CTGCTTAAGGTGTTCTAATTT 
TCTGTGAGCACACTAAAAGCGAA 
GGGTGCACGTTCCTCCTGGTTCCTTC 
GCTTGTGTTTCTGTACTTACCAAA 

GGGGTTGG GAGGAAGTGTCTACTAG 

GAGGGTGGGTGAGATCTGTGTTGAT 

ATCTACCCTCCGATTGTTCCTGAACC 

GATGAGAAATAAAGTTTCTGTTGA 

AAGTCTTATGCCAAATTCAGTGCTAC 

TC CTCGTTAC ATG AC ATACAACTG 

CACAC G GAGGC ATCTGCACCCTCGA 
TGAAGCCCAATAAACCTCTTTTCTC 

ACAACGTCGTGACTGGGAAAACCCT 
GGCGTTACCCAACTTAATCG CCTTG 
CCAAGCCTCCAAGTGGGAAGAAAGA 
CTGGGATGATGACCAAAATGATTGA 

CAACTACTTGTGGCATGCATTGGCAC 
TCGGAATAAAGCGCACTATTGTCA 
GAAGGGGTAGGGTCCACCATACTGG 
TAATTGGGGTACTCTGTATATGTGT 
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Table 8 

2326266 H-2K binding factor-2 (LOC51 580), 

mRNA/cds=(238,1500) 
21 9924 CD1 64 antigen, sialomucin (CD1 64), 

mRNA /cds=(79,648) 
2B5962 lysosomat-associated protein 

transmembrane 4 alpha (LAPTM4A), 

mRNA /cds=(1 48,849) 
457560 transcription factor 8 (represses 

Interleukin 2 expression) (TCF8), 

mRNA/cds={3,3377) 
303598 calpastatin (CAST), mRNA 

/cds=(66,1358) 
4737 1 1 hydroxyacyl-Coenzyme A 

dehydrogenase/3-ketoacyl-Coenzyme A 

thiolase/enoyt-Coenzyme A hydratase 

(Afunctional protein), beta subunit 

(HADHB), mRNA/cds=(46,1470) 

598768 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75,3503) 

440365 collagen, type IV, alpha 4 (COL4A4), 

mRNA/cds=(208,5260) 
498147 RAD23 (S. cerevisiae) homotog B 

(RAD23B), mRNA /cds=(31 3,1 542) 
434764 mRNA for KIAA0035 gene, partial cds 

/cds=(0,2125) 
434770 KIAA01 1 1 gene product (KIAA01 11), 

mRNA fcds=(214,1449) 
432358 Homo sapiens, Similar to ribosomal 

protein L4, clone MG&2966 

IMAGE:3139805, mRNA, complete cds 

/cds=(1616,2617) 
432362 neural precursor cell expressed, 

developmental^ down-regulated 8 

(NEDD8), mRNA/cds=(99,344) 
5171 14 hect domain and RLD 3 (HERC3), 

mRNA /cds=(1 66,331 8) 
464 1 85 ras-related C3 botulinum toxin 

substrate 1 (rho family, small GTP 

binding protein Rac1) (RAC1), transcript 

variant Radb, mRNA /cds=(0,635) 

43621 7 adenylate cyclase 7 (ADCY7), mRNA 

/cds=(265,3507) 
436221 mRNA for KIAA0039 gene, partial cds 

/cds=(0,1475) 
785998 mRNA for ZFM1 protein alternatively 

spliced product, complete cds 

/cds=(382,624) 
452522 mRNA for KIAA0007 gene, partial cds 

/cds=(0,2062) 
460714 EBP50-PDZ interactor of 64 kD 

(EPI64), mRNA /cds=(24,1 550) 
474986 UDP-Gal:betaGlcNAc beta 1 ,4- 

galactosyltransferase, polypeptide 1 

(B4GALT1), mRNA /cds=(72,1268) 
1 060902 phosphotidytinostto! transfer protein 

(PITPN), mRNA/cds=(219,1028) 
2381480 epiregulin (EREG), mRNA 

/Cds=(1 66,675) 
505091 DAZ associated protein 2 (DAZAP2), 

mRNA /cds=(69,575) 
505095 KIAA0063 gene product (KIAA0063), 

mRNA /cds={279,887) 
505097 mRNA for KIAA0069 gene, partial cds 

/cds=(0,680) 
2366751 lysyWRNA synthetase (KARS), mRNA 

/cds=(40,1833) 
699597 major histocompatibility complex, class 

I, A (HLA-A), mRNA /cds=(0,1097) 

533325 thromboxane A2 receptor (TBXA2R), 

mRNA /cds=(991 ,2022) 
633070 5'-nucleotidase (purine), cytosolic type 

B (NT5B), mRNA/cds=(83,1768) 
559702 Homo sapiens, Similar to selective 

hybridizing clone, clone MGC:13167 

IMAGE:31 63591, mRNA, complete cds 

/cds=(52,3813) 
1531549 RAD21 (S. pombe) homolog (RAD21), 

mRNA /cds=(1 84,2079) 



GCTCAGTTCCATATTTCATCCGTGAA 

AAACTTG C AATACG AGCAGTTTCA 

AATTGTCATTTACCTGGGTATGAATTC 

CCTGACACACATTCATGTCAACA 

GTGACTTGACTGTGGAAGATGATGGT 

TGCATGTTTCTAGTTTGTATATGT 

CAGTG CTGTAATACAGACGGCAATGC 
AATAG CCTATTTAAAGAACTACGT 

AGCTG GTGG ATGGTGACTTTTGAAGA 
ACAAAAGGCTTTGGCAACAGAAAA 
TCTGTTGTCACTAAAGACTAAATGAG 
GGTTTGCAGTTGGGAAAGAGGTCA 



GCGGAGTTGACCAAAATAATATCTGA 
G GATG ATTGCTTTTCCCTGCTGCC 

C ATCTTGAACTTGG CCTG AG AAC ATT 

TTCTGGGAAGAGGTAAGGGTGACA 

TCTGTGGAATCTCCTTCATTGGCATT 

GTTATTTAATCATAAACGGG GCAG 

TGTACTGTTCATGCTGACACAGATAT 

TTCAGTCTGCATGGTAAAAGTTCT 

TAATGGGGTTTATATG GACTTTCTTCT 

CATAAATGGCCTGCCGTCTCCCT 

ACCAAGAAACCAGCCCCTGAAAAGAA 

G CCTG CAGAGAAGAAACCTACTAC 



AGTCCTGTGTGCTTCCCTCTCTTATG 
ACTGTGTCCCTGGTTGTCAATAAA 

ACCCACCACCTCTTGCACTCTCGCTT 
TTGGAGCAAGTTGCATTAACTATT 
TGACAGTTGCAGAATTGTGGAGTGTT 
TTTACATTGATCTTTTGCTAATGC 



ATGACAGACACACGTATCTAACAAAC 

AAACAAACAGTGACCTTCTCCATG 

GCAAGGGATAATACAAATCCTATGAT 

CTCTATGCCCAATATGCTGCCTCA 

AGTACTTTTCACAGCGTGGCCTTTCA 

CCATAATTTTATATTTCTCCCCCT 

TCTTAAGAGC CAGAGCC ATATAAGCA 
TCTTGGGAAAGCAAGTTTGAACCA 
AAG CC GGTC ATGAG ATTATATGTGGT 
AAAGTTAATTGACTAACAACCCCA 
AG GGGG CTGTGTCTG ATCTTGGTGTT 
CAAAAC AG AACTGTATTTTTGC CT 

GTTCATAGCTTCCTGCAACTTGACAG 

AGCCTGAGTTTGCCTCTTAGTGGG 

CATATGGG AG AAGG G GGAGTAATGA 

CTTGTACAAACAGTATTTCTGGTGT 

ACATGTGATGTTTGACTGTACCATTG 

ACTGTTATGGAAGTTCAGCGTTGT 

TCTTGCTTTTATTCCTTTTTGTTGTTG 

GCCTTGTGCTGCGTTTGTTTACA 

AGTGTTGTTTTCTCCTCTTTAATATTG 

CTGTGAACAGTGGTGCCCATTGT 

AATTCTTGTGTGCTGCTTTCCATTTGA 

C AC CGC AGTTCTGTTCAGC CATC 

GAG GTGTCTCCATCTCTGC CTCAACT 

TCATGGTGCACTGAGCTGTAACTT 

TG AAC CTCC AAC AGGGAAGGCTCTGT 
C CAGAA AGGATTGAATGTGAAACG 
TATTTTCTTCCATTCTTGTCATTGGTC 
AATAGGG G AGGGTAG ATTAG CTG 
TC CCCTG CTTCC ACTAAATC CAGTTG 
TG AC AAAATCTAAC GTGACATC AG 



1 AC CTG GTCAACTTAGCTTTTAAGC AG 
AC GATGCTGTAAAAACTAACGGCT 
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Hs.81964 D38555 

Hs.78871 D42039 

Hs.75243 D42040 

Hs.79123 D42043 

Hs.1560 . D42045 

Hs.151791 D42054 

Hs.1 29914 D43968 

Hs. 183706 D44640 

Hs.1119 D49728 

Hs.83077 D49950 

Hs. 155543 D50063 

Hs.1 82255 D5042O 

Hs.699 D50525 

Hs.82028 D50683 

Hs.90998 D50918 

Hs.70359 D50926 

Hs.1 98899 D50929 

HS.77152 D55716 



Hs.181418 
Hs.3195 

Hs.274472 

Hs.87726 

Hs.155595 

Hs.182741 

Hs.75232 
Hs.1 55968 



D63486 
D63789 

D63874 

D63876 

D63878 

D64015 

D67029 
D76444 



Hs.80905 D79990 



Hs.76666 
Hs.322903 
Hs.79389 
Hs.89385 



D80005 
D80006 
D83018 
D83243 



Table 8 

559716 SEC24 (S. cerevisiae) related gene 

family, member C (SEC24C), mRNA 

/cds=(1 14,3491) 
577290 mRNA for KIAA0081 gene, partial cds 

/cds=(0,702) 
577292 bromodomain-containing 2 (BRD2), 

mRNA /cds=(1701, 4106) 
577298 mRNA for KIAA0084 gene, partial cds 

/cds=(0,1946) 
577302 mRNA for KIAA0086 gene, complete 

cds /cds={91 8,4040) 
577310 KIAA0092 gene product (KIAA0092), 

mRNA/cds=(53,1477) 
966996 AML1 mRNA for AML1 b protein 

(alternatively spliced product), complete 

cds/cds=(1578,2939) 
1 5721 1 5 HUMSUPY04Q cDNA /clone=035-00-1 

1813881 nuclear receptor subfamily 4, group A, 

member 1 (NR4A1), mRNA 

/cds=(110,1906) 
1 40531 8 interleukin 1 8 (fnterferon-^amma- 

inducing factor) (1L18), mRNA 

/cds=(177,758) 
971 269 proteasome (prosome, macropain) 26S 

subunit, non-ATPase, 7 (Mov34 

homolog) (PSMD7), mRNA 

/cds=(83,1057) 
261 8577 non-histone chromosome protein 2 (S. 

cerevisiae)-Hke 1 (NHP2L1), mRNA 

/cds=(94,480) 
1 167502 peptidylprolyl isomerase B (cyclophilin 

B) (PPIB), mRNA/cds=(21,671) 

1 827474 mRNA for TGF-betallR alpha, 

complete cds /cds=(1 572,3275) 
1469178 mRNA for KIAA0128 gene, partial cds 

/cds=(0,1276) 
1 4691 94 genomic DNA, chromosome 21 q22.2, 

PCR fragment from BAC 

clone:KB739Cl1, CBR1-HLCS region 

/cds=(0,2854) 
1469200 eukaryotic translation initiation factor 3, 

subunit 10 (theta, 150/170kD) 

(EIF3S10). mRNA/cds=(113,4261) 
1255616 minichromosome maintenance 

deficient (S. cerevisiae) 7 (MCM7), 

mRNA/cds=(544,2175) 
1469885 KIAA01 52 gene product (KIAA01 52), 

mRNA /cds=(1 28,1006) 
1 754608 small inducible cytokine subfamily C, 

member 1 (lymphotactin) (SCYC1), 

mRNA/cds=(20,364) 
968887 high-mobility group (nonhistone 

chromosomal) protein 1 (HMG1), 

mRNA/cds=(52,699) 
961443 ADP-ribosylation factor-binding protein 

GGA3 (GGA3), mRNA /cds=(8.2080) 

961 447 neurai precursor cell expressed, 
developmentally down-regulated 5 
(NEDD5), mRNA/cds=(258,1343) 
2281 005 TIA1 cytotoxic granule-associated RNA- 
binding protein-like 1 (TIAL1), transcript 
variants mRNA /cds=(1 57,954) 

1669536 SEC14 (S. cerevisiae)-!ike 1 

(SEC14L1), mRNA/cds=(303,2450) 
1 94561 4 zinc finger protein homologous to 

Zfp103 in mouse (ZFP103), mRNA 

/cds=(922,2979) 
1 1 36395 Ras association (RalGDS/AF-6) 

domain family 2 (RASSF2), mRNA 

/cds=(1 96,1 176) 
1 1 36425 mRNA for K1AA01 83 gene, partial cds 

/cds=<0,3190) 
1136427 mRNA for KIAA01 84 gene partial cds 

/cds=(0,2591) 
1 827484 nel (chicken)-like 2 (NELL2), mRNA 

/cds=(96,2546) 
1304113 nuclear protein, ataxia-telangiectasia 

locus (NPAT), mRNA/cds=(34,4317) 
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ACCTGGGATGCCCCTGCTCTGGACC 
TCTCATTTCTCTTCATTGGTTTATT 

ATCTATCCTTGCCAGCCTTGGG CATC 

AC ATTTA C C AGTTTAATA G ATTGT 

G CCCTGATCTGG AGTTAC CTGAGGC 

CATAGCTGCCCTATTCACTTCTAAG 

CTTGACCAAACCCACAGCCTGTCTCT 

TCTCTTGTTTAGTTACTTAC GGCA 

CCTTAGAAGAGGAAGCAAAGGCAGA 

TTCAGGGACCAAAAGGATTAATGAT 

ATGTGTCAACCACCATTTCAGCTATT 

AAAAACTCCTGTTATCTCCTTGTT 

AGCCACCAGAGCCTTCCTCTCTTTGT 

ACCACAGTTTCTTCTGTAAATCCA 

ACATGAAATATAGTTGCATATATGGA 
CACCGACTTGGGAGGACAGGTCCT 
CTTTCCAGCCTCCTGCTGGGCTCTCT 
CTTC CTACCCTCCTTCCACATGTA 

AGATAGCCAGCCTAGAG GTATGGCT 
GTAACTATCTCTGTGAAGTGTGAGA 

TG GCATCCTCAGGGGTTGTG ATCCA 
GCTCCATATATTGTTTACCTTCAAA 



C ATGAGGAGAGTG CTAGTTCATGTGT 
TCTCCATTCTTGTGAGCATCCTAA 

CAGCAAATCCATCTGAACTGTGGAGG 
AGAAG CTCTCTTTACTGAGG GTGC 

TCAGCATAAACTGGAATGTAGTGTCA 
GAG GATACTGTGG CTTGTTTTGTT 
TG GTGAAAC AAAACCAGTC ATTAGAA 
ATGGTCTGTGCTTTTATTTTCCCA 
ACTAT GCTT TATTGGTCCCATGTTTTG 
TGCAATTTTAAAG AG ATG G CTTT 



AAAGATGAACTATTTGGTCTCATTGA 
AGCCAACACAGAACTTGCTGCTGT 

GGAGC CCCTCTTTCTCCCATGCTGCA 
CTTACTCCTTTTG CTAATAAAAGT 

CCTTCCATGTCCCACCCCACTCCCAC 
CAAAAAGTACAAAATCAGGATGTT 
TGATGGTAACCATAATGGAAGAGATT 
CTGGCTAGTGTCTATCAGAGGTGA 

GTCCTGGTGGTATCTTCAATAGCCAC 
TAACCCTGCCTGGTACAGTATGGG 

CCCAGCTCTGCTGCCCTTGTTTTGCT 

GCATGTTAAATAAAACCATTTTCA 

CCCA CACTG CTACACTTCTGATCCCC 
TTTGGTTTTACTACCCAAATCTAA 

CTGTAATACCTCCTCCTAACCAAGCC 
GGATATGGTATGGCAAGTTACCAA 



C CCTTGTAAGGG AATTCTGGGGCAG 
CTATGGT7TGAGTATGCAGTTTGCA 
AC AATCTCTGTCCAGCAC CTCTTGGT 
TAAATAATGTATGCTGTGAGACAT 

ACAGGGC CTCAG CAAGG G AGCCATA 
CATTTTTGTAACATTTTGATATGTT 

TTGACTGTCGATGGATTGTGGTGTGG 
TGTATCTGAAGGCTATTGAATGCA 
TTCTGTTCCAAACAAGTATTCTGTAGA 
TCC AAATGGATTACCAGTGTG CT 
ATCTTCAGAATCAGTTAGGTTCCTCA 
CTGC AAG AAATAAAATGTCAG GCA 
TGAACCTTACTGCAAAAACTTGTGAT 
GTAAGAAATTTGTATGGTGTGGCA 
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Table 8 

1 228034 mRNA for KIAA01 91 gene, partial cds 
/cds=(0,4552) 

1 228044 mRNA for KIAA01 97 gene, partial cds 
/cds=(0,3945) 

7804467 methionine-tRNA synthetase (MARS), 
mRNA/cds=(23,2725) 

1 526437 protein translocase, JM26 protein, UDP- 
galactose translocator, pim-2 
protooncogene homolog plm-2h, and 
shat-type potassium channel genes, 
complete cds; JM 12 protein and 
transcription factor IGHM enhancer 3 
genes, partial cds; and unknown gene 
/cds=(323,1504) 

1816451 UI-H-BI4-aoq-d-01-0-Ul.s1 cDNA,3* 
end /clone=IMAGE:3085848 
/clone_end=3' 

1772437 mRNA for serine/threonine protein 

kinase, complete cds /cds=(1 473,3737) 

1503985 heat shock 105kD (HSP105B), mRNA 

/cds=(313,2757) 
1 504001 mRNA for KIAA0209 gene, partial cds 

/cds=(0,5530) 
1504007 KIAA0212 gene product (KIAA0212), 

mRNA/cds=(58,2031) 
1504021 PI-3-kinase-related kinase SMG-1 

(SMG1), mRNA/cds=(132,9227) 
1 504041 mRNA for K1AA0231 gene, partial cds 

/cds=(0,1430) 
6634002 mRNA for KIAA0232 protein, partial 

cds/cds=(0,3836) 
1665758 solute carrier family 7 (cationic amino 

acid transporter, y+ system), member 6 

(SLC7A6), mRNA/cds=(261,1B08) 
1665780 mRNA for KIAA0257 gene, partial cds 

/cds=(0,5418) 
1665788 mRNA for KIAA0261 gene, partial cds 

/cds={0,3865) 
1665796 mRNA for KIAA0265 gene, partial cds 

/cds=(0,1205) 
1 94441 9 mRNA for KIAA0278 gene, partial cds 

/cds=(0,1383) 
1663703 mRNA for KIAA0242 protein, partial 

cds /cds=(0, 1590) 
1596166 N-myc downstream regulated 

(NDRG1). mRNA /cds=(1 10,1294) 

1 694681 Src-like-adapter (SLA), mRNA 

/cds=(41,871) 
3218539 heterogeneous nuclear 

ribonucleoprotein D-like (HNRPDL), 

transcript variant 1, mRNA 

/cds=(580,1842) 
5541649 vanin 2 (VNN2), mRNA /cds=(1 1,1573) 

219905 gene for LD78 alpha precursor, 

complete cds 
866231 tc88c1 1 .x1 cDNA, 3" end 

/clone=IMAGE:2073236 /clone_end=3' 

870318 yl83g05.r1cDNA,5 , end 

/clone=IMAGE:44737 /clone_end=5* 

878951 ym62a02.r1 cDNA, 5* end 

/clone=IMAGE:1 63466 /clone_end=5' 

991637 602387586F1 cDNA, 5' end 

/clone=IMAGE:4516388 /clone_end=5* 

1004988 AV716627 cDNA, 5' end 

/done= DC B BCH05 /clone end=5* 
1010053 ESTs 

1068420 mRNA for zinc finger protein RINZF " 

(RIN2F gene) /cds=(598,3141) 
1 8823 1 major histocompatibility complex, class 

II. DR alpha (HLA-DRA), mRNA 

/cds=(26,790) 
1 84229 high-mobility group (nonhistone 

chromosomal) protein 14 (HMG14), 

mRNA/cds=(1 50,452) 



1 GCTGTCTCAAGGGTATCCGTACCTCA 

ATGTCAGTTACATTCAGCAGAAAA 
1 TTGGTCAGATTTAGAAGCATTCATGC 

TCACAAGTTTTGGGAAAGTGAAAA 
1 CCCTAAAGG C AAG AAGAAAAAGTAAA 

AG AC CTTGGCTCATAGAAAGTCAC 
1 GTGTGTGCATG GAAG ATGC CTGG GC 

TGTCTTTGCTATATGTAAATAGAGC 



GCCTTGGCTTTATTTGCAGGCTACTA 
AAGCTGCTTTTACTTTGTAACTTT 

ACAGTTTGGTTACAGGACTTCTGTGC 
ATTGTAAACATAAAC AG C ATGGAA 

TGTGAAAGTGTGGAATGGAAGAAATG 

TCGATCCTGTTGTAACTGATTGTG 

ACAACCAACCAGTTTCTTTTCTAGCC 

AATCATCTCTGAAGAGTTGCTGTT 

GAACTCCCTGATTCTATACCCTCTTC 

CTTCTTTCTGCAAGGCAGAGGAAT 

CACCCTCAGCTCCACCCTCAGCAGAT 

GATAATATCAAGACACCTGCCGAG 

TTGG CCCTCAGGTTTACTGTGTAAAT 

CTGCATTTTTGGTGGTAAATCCCT 

GCATTTCCATAGCACTGAAGTACCAG 

TTTCCATTCCTGGGCTGAGATTGT 

CTCCTTTTAACGTGTTATTGACAAACC 

TCCCCAAAAGAATATGCAATTGT 

AACATTCAGTTGAGACCATATGCATT 

TTCTGTGCTGTTTGTACTTGAGGT 

TTAACCCTCAGAGAACTCTGCATTTT 

AGGGTACTTGAGGCTGACTTAACT 

AGCGACCTCTTCTCTAGTCCGGTGTT 

ACGAACAGAAGTTCTGAGTTGTGC 

TAAATGTCGGTCCAG GCCCTGTG CAC 

CTTACCCCAGAGACAGACTCTTTT 

ATAAG GCTGTAAAATGAGAATTCTGC 

CCCCTCACCTCTTACCCCAGTACT 

AAAAGTCGGGGATCGGGGCAAGAGA 

GGCTGAGTAC GGATGGGAAACTATT 

GAGCACCCAGAGGGATTTTTCAGTG 
GGAAGCATTACACTTTGCTAAATCA 
TGATTAG GTGACG AGTTGACATTGAG 
ATTGTCCTTTTCCCCTGATCAAAA 



I TGTATGTATGGGAGTGAGGAGTTTCA 
GGGC CATTGCAAACATAGCTGTGC 

I ACAGAGTTATCCACTTTACAACGGAG 
ACACAGTTCTGGAACATTGAAACT 

I ATACG GGACAATAAAATCTGC CTTTT 
GCTCTGGAGG GAGATACTACCTCT 

I GGGCAAACMCTTTAGGAATACTAGT 
TACTCACTTAACATGGAGGGCGGG 

I AAAG GCCG CGCAGATTGTTTAATTCT 
GGAAAGTCAATCCCCG G ATTTAGC 

I GGGACTCCATG G G AATATTTGCCCAG 
TAATG GTAAG GAAATCTTTCGGGT 

I CC AG AAAG GTGATGAATGAATAG GAC 

TGAGAGTCACAGTGAATGTGGCAT 
I TCCC AAG GTTGTTAGTGACTG ATAAG 

CTTC C AAACTACAGTAC AGTTTTT 
I- " GTTTTCTTGTAGTTGC G GGTCCCTC G 

CG AAAGTTCATTCATGG CCCCACT 
I C ATG G G GCTCTCTTGTGTACTTATTG 

TTTAAGGTTTCCTCAAACTGTGAT 

I ACAAATTGAAATGTCTGTACTGATCC 
TCAACC AATAAAATCTC AG CCGAA 
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Hs.317 J03250 

Hs.81118 J03459 

Hs.177766 J03473 

Hs.73792 J03565 

Hs.727 J03634 

Hs.86948 J03798 

Hs75703 J04130 

Hs.1799 J04142 

Hs.298469 J04144 

Hs.176663 J04162 

Hs.62954 J04755 

Hs.288156 J05016 

Hs.80758 J05032 

Hs.850 J05272 

Hs.84298 K01144 

Hs.79070 K02276 

Hs.1290 K02766 

Hs.303157 K02885 

Hs.21595 L03426 

Hs. 1991 60 L04731 

Hs.234569 L05148 

Hs.75528 L05425 

Hs.284192 L06132 

HS.1845 L06175 

HS.75348 L07633 

Hs.324278 L08048 

Hs.94 L08069 

Hs.99899 L08096 

Hs.1652 L08176 

Hs.211576 L10717 



Table 8 

339501 coagulation factor 111 (thromboplastin, 

tissue factor) (F3), mRNA 

/cds=(1 23,1 010) 
184645 interferon (alpha, beta and omega) 

receptor 1 (IFNAR1), mRNA 

/cds=(78,1751) 
339805 topoisomerase (DNA) I (TOP1), mRNA 

/cds=(247 t 2544) 
1 871 72 leukotriene A4 hydrolase (LTA4H), 

mRNA /cds=(68,1 903) 
337423 ADP-ribosyltransferase (NAD+; poly 

(ADP-rlbose) polymerase) (ADPRT), 

mRNA /cds=(1 59,3203) 
181 919 complement component (3d/Epstein 

Barr virus) receptor 2 (CR2), mRNA 

/cds=(69,3170) 
1 8 1 946 inhibin, beta A (activin A, acth/ln AB 

alpha polypeptide) (INHBA), mRNA 

/cds=(85,1365) 
338264 small nuclear ribonucleoprotein D1 

polypeptide (16kD) (SNRPD1). mRNA 

/cds=(1 50,509) 
178017 small inducible cytokine A4 

(homologous to mouse Mip-1b) 

(SCYA4), mRNA/cds=(108,386) 
61 9799 CD1D antigen, d polypeptide (CD1D), 

mRNA /cds=(164,1 171) 
178285 dipeptidyl carboxypeptldase 1 

(angiotensin I converting enzyme) 

(ACE), mRNA/cds=(22,3942) 
1 83038 leukocyte IgG receptor (Fc-gamma-R) 

mRNA, complete cds/cds=(17,718) 

182512 ferritin, heavy polypeptide 1 (FTH1), 

mRNA /cds=(91, 663) 
181507 cDNA: FU21819 fis, clone HEP01185 

/cds=UNKNOWN 
1791 01 aspartyl-tRNA synthetase (DARS), 

mRNA /cds=(93,1 595) 
1 86393 IMP (inoslne monophosphate) 

dehydrogenase 1 (IMPDH1), mRNA 

/cds=(600,2144) 
188469 CD74 antigen (Invariant polypeptide of 

major histocompatibility complex, class 

It antigen-associated) (CD74), mRNA 

/cds=(7,705) 
1 88927 v-myc avian myelocytomatosis viral 

oncogene homolog (MYC), mRNA 

/cds=(558,1B77) 
1 79725 complement component 9 (C9), mRNA 

/cds=(4,1683) 
338928 mRNA for T-cell specific protein 

/cds=(37,975) 
340386 DNA segment on chromosome X and Y 

(unique) 155 expressed sequence 

(DXYS155E), mRNA/cds=(166,1323) 
339921 translocation T(4:11) of ALU gene to 

chromosome 4 /cds=UNKNOWN 
340Q38 protein tyrosine kinase related mRNA 

sequence /cds=UNKNOWN 
179284 nucleolar GTPase (HUMAUANTIG), 

mRNA/cds=(79,2274) 
3401 98 clone HQ0072 teds=UNKNOWN 

189448 MHC class \ region ORF (P5-1), mRNA 

/cds=(304,735) 
1 665 1 2 proteasome (prosome, m aero pain) 

activator subunit 1 (PA28 alpha) 

(PSME1), mRNA/cdsK92,841) 
1 84250 mRNA; cDNA DKFZp566M063 (from 

clone DKFZp566M063) 

/cds=UNKNOWN 
3067 13 heat shock protein, DNAJ-like 2 

(HSJ2), mRNA /cds=(82,1 275) 
3071 27 tumor necrosis factor (ligand) 

superfamity, member 7 (TNFSF7), 

mRNA/cds=(137,718) 
1 83484 chemokine (C-C motif) receptor 7 

(CCR7), mRNA/cds=(66,1202) 
307507 !L2-inducibte T-cell kinase (ITK), 

mRNA /cds=(202l ,3883) 
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1 TGC AG GAGACATTGGTATTCTGGG CA 
GCTTCCTAATATGCTTTACAATCT 

1 TCATCCCGAGAACATTGGCTTCCACA 
TCACAGTATCTACCCTTACATGGT 

1 GGCATTGTTAGTTTAGTGTGTGTGCA 
GAGTCCATTTCCCACATCTTTCCT 

1 GACTGCAATGCTG GTGG GGAAAGAC 
TTAAAAGTGG ATTAAAG ACCTG CGT 

1 GCTTTCCTTCTCCAGGAATACTGAAC 
ATGGGAGCTCTTGAAATATGTAGT 

1 TGGGAATCAAGATTTAATCCTAGAGA 
TTTGGTGTACAATTCAG GCTTTG G 

1 GCAGTAGTGTGGACTAGAACAACCCA 
AATAGCATCTAGAAAGCCATGAGT 

1 TGTGTAATGTACCTGTCAGTG CCTCC 
TTTATTAAGGGGTTCTTTGAGAAT 

1 CCACTGTCACTGTTTCTCTGCTGTTG 
CAAATACATGGATAACACATTTGA 

1 AGTTTGCCCTGGATGTCATATTGGCA 
GTTGGAGGACACAGTTTCTATTGT 

1 CCAAGTTCCACATTCCTTCTAGCGTG 
CCTTACATCAGGTACTTTGTCAGC 

1 " AGCTGTCTCCTGTTTTGTAAGCTTTC 
AGTGCAACATTTCTTGGTTCCAAT 

1 TGC ATGTTGGG GTTTCCTTTACCTTTT 

CTATAAGTTGTACCAAAACATCC 
1 GGGTTTGTGCTATACACTGGGATGTC 

TAATTGCAGCAATAAAGC CTTTCT 
1 GCCACACTTATTCTTTTCAGTAACCT 

GCTAGTGCACAGGCTGTACTTTAG 
1 CAGTCGAAGGCTTTAACTTTGCACAC 

TTG GG ATCACAGTTGCGTC ATTGT 

1 TTCCCTTTCCCCAGCATCACTCCCCA 
AG G AAGAGC CAATGTTTTCCACCC 



AGCCATAATGTAAACTGCCTCAAATT 
GGACTTTG GGCATAAAAGAACTTT 

TTG CTTTTACTAGTCTTAGCTCTACGA 
TTTAAATCCATGTGTCCAAGGGG 
CACACCTGCACACTCACGGCTGAAAT 
CTCCCTAAC CC AGG GGGACCTTAG 
AG CTGTAAC GTTCGCGTTAG G AAAGA 
TGGTGTTTATTCCAGTTTGCATTT 

AGGGGTTCCACTAGTGTCTGCTTTCC 

TTTATTATTGCACTGTGTGAGGTT 

CATCCTCAGGTGGTCAGGCGTAGAT 

CACCAGAATAAACCCAGCTTCCCTC 

ACACACAACGTGAAAAATAGGAACAG 

GAACAAAAAGAAGACCAATGACTC 

TTTAGAGTCTTCCATTTTGTTGGAATT 

AGATC CTCCCCTTCAAATGCTGT 

CTAATTTCAGTGCTTGTGCTTGGTTG 

TTCAGGGCCATTTCAGGTTTGGGT 

CCAGATTTTCCCCAAACTTG CTTCTG 

TTG AGATTTTTC CCTCACCTTGCC 

TGG GGGTTGTAAATTGG CATGG AAAT 
TTAAAGCAGGTTCTTGTTGGTGCA 

AGGTGGTGTTCAGTGTCAGACCTCTT 
AATGGCCAGTGAATAACACTCACT 
GGGGGTAGTTTGTGGCAGGACAAGA 
GAAGGCATTGAGCTTTTTCTTTCAT 

TCGTTAAGAGAGCAACATTTTACCCA 
CACACAGATAAAGTTTTCCCTTGA 
CCCTATCCCGCAAAATGGGCTTCCTG 
CCTGGGTTTTTCTCTTCTCACATT 
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Hs.181125 L21961 
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Hs.79117 L24498 

Hs.80409 NM_021998 
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HS.152931 L29218 
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Hs.78504 L29348 

Hs.1742 L33075 

Hs.137232 L33842 



Table 8 

307322 heat shock 70kD protein 9B (mortalln- 1 

2) (HSPA9B), mRNA /cds=(29,2068) 
307183 mitogen-activated protein kinase 1 

kinase 1 (MAP2K1), mRNA 

/cds=(72,1253) 
559539 dual specificity phosphatase 2 1 

(DUSP2), mRNA /cds={85, 1 029) 
431034 transforming growth factor, beta 1 

receptor I (activin A receptor type ll-like 

kinase, 53kD) (TGFBR1), mRNA 

/cds=(76,1587) 
179892 cAMP phosphodiesterase PDE7 1 

(PDE7A1) mRNA, complete cds 

/cds=(50,1498) 
178083 adenyty! cydase-assoctated protein 1 

(CAP), mRNA/cds=(62,1489) 
292054 regulator of 6-protein signalling 2, 1 

24kD (RGS2), mRNA/cds=(32,667) 
292360 killer cell lectin-like receptor subfamily 1 

C, member 3 (KLRC3), transcript 

variant NKG2-E, mRNA/cds=(45,767) 

405227 Homo sapiens, clone MGC:1 2849 1 
IMAGE:4308973, mRNA, complete cds 
/cds=(24,725) 

291928 cytotoxic T-lymphocyte-associated 1 
protein 4 (CTLA4), mRNA /cds=(0, 671) 

388306 core-binding factor, beta subunit 1 

(CBFB), transcript variant 2, mRNA 

/cds=(1 1,559) 
404044 Rho GDP dissociation inhibitor (GDI) 1 

beta (ARHGDIB), mRNA 

/cds=(1 52,757) 
493133 glutamate receptor, tonotropic, AMPA 2 1 

(GRIA2), mRNA/cds=(160,2811) 

347313 Homo sapiens, clone MGC:1 2849 1 

IMAGE:430B973, mRNA, complete cds 

/cds=(24,725) 
408689 heterogeneous nuclear 1 

ribonucleoprotein H1 (H) (HNRPH1), 

mRNA /cds={72,1 421) 
410217 mRNA for corticotrophin releasing 1 

factor receptor /cds=(226,1473) 
4031 27 mRNA for corticotrophin releasing 1 

factor receptor /cds=(226,1 473) 
11527399 gadd45 gene, complete cds 1 

/cds=(2327,2824) 
435049 DNA sequence from PAC 75N1 3 on 1 

chromosome Xq21.l . Contains 2NF6 

like gene, ESTs, STSs and CpG islands 

/cds=(567,2882) 
407696 prostaglandin E receptor 4 (subtype 1 

EP4) (PTGER4), mRNA 

/cds=(388,1854) 
4406707 prostaglandin E receptor 4 (subtype 1 

EP4) (PTGER4), mRNA 

/cds=(388,1854) 
438638 Homo sapiens, Similar to hypothetical 1 

protein, clone MGC:1824 

IMAGE:3509518, mRNA, complete cds 

/cds=(533,1504) 
632967 lamin B receptor (LBR), mRNA 1 

/cds=(75,1922) 
537529 CDC-like kinase 2 (CLK2), transcript 1 

variant phclk2, mRNA /cds={129,1628) 

951045 TXK tyrosine kinase (TXK), mRNA 1 

/cds=(86,1669) 
1 1 60962 CDC-like kinase 2 (CLK2). transcript 1 
variant phclk2, mRNA /cds=(129,1628) 

460282 inner membrane protein, mitochondrial 1 

(mitofilin) (IMMT). mRNA 

/Cds={92,2368) 
536843 IQ motif containing GTPase activating 1 

protein 1 (1QGAP1), mRNA 

/Cds=(467,5440) 
602457 yq19a04.n cDNA,5'end 1 

/clone=IMAGE:274063 /clone end=5* 
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AAACAAGGTAGGAATGAGGCTAGAC 
CTTTAACTTCCCTAAGGCATACTTT 
TTCCCCATATCCAAGTACCAATGCTG 
TTGTAAACAACGTGTATAGTGCCT 

TGAGCCTTTC ACACCTGTGCTG GCG C 
TGGAAAATTATTTGTGCTCAGCTG 
TGGGATTGTACTATACCAGTAAGTGC 
CACTTCTGTGTCTTTCTAATGGAA 



TTTTTCCTCACAGGAGCGGAAGAACT 
AGGGGGAGCAGGAGCTGCAATGCG 

TCTACCCATTrcCTGAGGCCTGTGGA 

AATAAAC CTTTATGTA CTTAAAGT 

GTGTCCGTTATGAGTGCCAAAAATCT 

GTCTTGAAGGCAGCTACACTTTGA 

CTGTGCAATGCTACATGTACGTGGAC 

TTATATCAGACCAGTGTGGATCTT 



AGTCCCCTGTCCTGGTCATCTATCAA 
GATAACAAG CGG CCCTCAGGGATC 

G GGTCTATGTGAAAATGCCC CCAACA 
GAG C C AGAATGTGAAAAG C AATTT 

CTTGCCTTAAGCTACCAGATTGCTTT 
TGCCACCATTGGCCATACTGTGTG 

CCCCTG CCAGAGG GAGTTCTTCTTTT 
GTGAGAGACACTGTAAACGACACA 

TGCAGCCACTATTGTTAGTCTCTTGA 
TTCATAATGACTTAAGCACACTTG 

TGACTATTACTGTCAGGCGTGGGACA 
CCAACACTGCGGTATTCGGCGGAG 

TTTGAGACGCAATACCAATACTTAGG 
ATTTTGGTCTTGGTGTTTGTATGA 

TCCTTCCAGGGCTTCTTTGTGTCTGT 
GTTCTACTGTTTCCTCAATAGTGA 
CCATGTCCATCCCCACCTCCCCAACC 
CGTGTCAGCTTTCACAGCATCAAG 
TGCCCTCAAGTAAAAGAAAAGCCGAA 
AGGGTTAATCATATTTGAAAACCA 
ATGCTACTTG GGAGAAAACTCTCACT 
AACTGTCTCACCGG GTTTCAAAGC 



GGACTTTGCGAATATCAGAGACCTCA 
GACTCTTCACAGGGTCAGGACTCA 

AGCTCCCTGCAAGTCACATTTCCCAG 
TGAAACACTGAACTTATCAGAAAA 

TTCCTTCAGGATGATCTAGAGCAGCA 
TGGAGCTGTTGGTAGAATATTAGT 



GGGGAGGAAGGAAGGACATTAAATT - 
CTTTCCCTGGTAATGAAAAGAGCCC 
G CCTTGTACATAATACTATTCCATCC A 
CACAGTTTCCACCCTCACCTGCC 

AGCAAGATAGCCAAATGTGACATCAA 
G CTCC ATTGTTTCGGAAATCC AGG 
G CCGAGTG AG GTAACCAGGTGGCAT 
CTACC CCATGTTTTATAAGG AATTT 

TTCTTTCCATTTGCTATCATGTCAGTG 
AACGCCAGGAGTGCTTTCTTTGC 

TGAATTTACTTC CTCCC AAGAGTTTG 
GACTGCCCGTCAGATTGTTTCTGC 

ACCCTCATTTCCAGGGGGAGCCTCA 
GGCCCCGAGATAAATGTGCTCCATG 



380 



WO 02/057414 



1738 Table 3A Hs.1697 L35249 
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Hs.79107 L35263 

Hs.75217 L36870 

Hs.83086 L38935 

Hs.180446 L38951 

Hs.41726 L40377 



Hs.1 55079 

Hs.78504 

Hs.80642 

Hs.75678 
Hs.80642 

Hs.181307 
Hs.198253 

Hs.181307 
Hs.277477 



L42373 

L78440 

L47345 

L49169 
M11353 

M10901 
M11124 

M12679 
M11717 



Hs.277477 M12824 



Hs.85258 

Hs.254105 

Hs.122007 



M14328 
M12824 
M12888 



Hs.82085 M14083 

Hs.254105 M15182 

HS.1 83868 M1464B 

Hs.1416 M15059 

Hs.183868 M15330 

Hs.126256 M15353 

Hs.79306 M16342 

HS.182447 M15796 

Hs.80887 M16038 

Hs.89476 M16336 

Hs.182447 M16342 



Table 8 

522192 ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), beta 
polypeptide, 56/58kD, isoform 2 
(ATP6B2), mRNA /cds=(25,1 560) 

603916 mitogen-activated protein kinase 14 
(MAPK14), mRNA/cds=(362,1444) 

685175 mitogen-activated protein kinase 
kinase 4 (MAP2K4), mRNA 
/cds=(9,1208) 
1 008845 GT212 mRNA /cds=UNKNOWN 

893287 importin beta subunit mRNA, complete 

cds/cds=(337.2967) 
1 160926 serine (or cysteine) proteinase inhibitor, 
clade B (ovalbumin), member 8 
(SERPINB8), mRNA/cds=(83,1207) 

1 000887 protein phosphatase 2, regulatory 

subunit B (B56), alpha isoform 

(PPP2R5A), mRNA /cds=(571 ,2031) 
1479978 inner membrane protein, mitochondrial 

(mitofilin) (IMMT), mRNA 

/cds=(92,2368) 
992562 signal transducer and activator of 

transcription 4 (STAT4), mRNA 

/cds=(81,2327) 
1082037 FBJ murine osteosarcoma viral 

oncogene homolog B 
1 84092 signal transducer and activator of 

transcription 4 (STAT4), mRNA 

/cds=(81,2327) 
183032 H3 histone, family 3A (H3F3A), mRNA 

/Cds={374,784) 
1 881 09 major histocompatibility complex, class 

It, DQ alpha 1 (HLA-DQA1), mRNA 

/cds=(43,810) 
187911 H3 histone. family 3A(H3F3A), mRNA 

/cds=(374,784) 
184416 major histocompatibility complex, class 

I, C (HLA-C), mRNA/cds=(0,1100) 

339426 major histocompatibility complex, class 
I. C (HLA-C), mRNA /cds=(0, 1100) 

1 821 1 3 CDS antigen, alpha polypeptide (p32) 
(CD8A), mRNA /cds=(65,772) 

339426 enolase 1 , (alpha) (EN01), mRNA 
/cds=(94,1398) 

338836 qn52b08.x1 cDNA, 3* end 

/cJone=IMAGE:1 901 847 /done_end=3' 

1 89566 serine (or cysteine) proteinase inhibitor, 

clade E (nexin, plasminogen activator 

inhibitor type 1), member 1 

(SERPINE1), mRNA/cds=(75.1283) 
183232 enolase 1, (alpha) (EN01). mRNA 

/cds=(94.1398) 
340306 glucuronidase, beta (GUSB), mRNA 

/cds=(26,1981) 
1 82447 Fc fragment of IgE, low affinity II, 

receptor for (CD23A) (FCER2). mRNA 

/cds=(213.1178) 
186283 glucuronidase, beta (GUSB), mRNA 

/cds=(26,1981) 
306486 interleukin 1 , beta (IL1 B), mRNA 

/cds=(86,895) 
1 84266 eukaryotic translation initiation factor 

4E (EIF4E), mRNA /cds=(1 8.671) 
1 81 27 1 heterogeneous nuclear 

ribonucleoprote'm C (C1/C2) (HNRPC), 

transcript variant 1 , mRNA 

/cds=(191,1i02) 
1 87268 v-yes-1 Yamaguchi sarcoma viral 

related oncogene homolog (LYN), 

mRNA /cds=(297,1 835) 
180093 CD2 antigen (p50), sheep red blood 

cell receptor (CD2), mRNA 

/cds=(6,1061) 
188352 heterogeneous nuclear 

ribonudeoprotein C (C1/C2) (HNRPC), 

transcript variant 1 , mRNA 

/cds=(191,1102) 
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TTCTCTGAGGG CTGGGG GTTGG GGG 
AGTCAGCATGATTATATTTTAATGT 



ACTTGGCTGTAATCAGTTATGCCGTA 
TAGGATGTCAGACAATACCACTGG 
TGGAGCTCAGTAACATAACTGCTTCT 
TGGAGCTTTGGAATATTTTATCCT 

AAATTTCACAAGCAATACTTTGGACC 
ACTGGGGTTC AGGCCC CAAG AAAT 
ACACACAAMCAGCAAACTTCAGGTA 
ACTATTTTG G ATTG CAAACAGG AT 
TCTTGCCTTAATTAACATTCCCTGTGA 
CCTAGTTGGTGCAGTG GCTTGAA 



ACTTGCAGTTGTGTGGAAAACTGTTT 
TGTAATGAAAGATCTTCATTGGGG 

TGTGATCTCTACTACTGTTGATTTTGC 
CCTCGGAGCAAACTGAATAAAGC 

TAGGAAATGTTTGACATCTGAAGCTC 
TCTTCACACTCCCGTGGCACTCCT 

CGTCCCCTCTCCCCTTGGTTCTGCAC 
TGTTGCCAATAAAAAGCTCTTAAA 
GGGAGTGTTGTGACTGAAATGCTTGA 
AACCAAAGCTTCAGATAAACTTGC 

A GGGGA CAGAAATCAGGTATTGGCA 
GTTTTTCC^TTTTCATTTGTGTGTG 
AGCCGCCCAGCTACCTAATTCCTCAG 
TAACATCGATCTAAAATCTCCATG 

ACATGCAAGTACATGTTTTTAATGTTG 
TCTGTCTTCTGTGCTGTTCCTGT 
CCTGTGTGGGACTGAGATGCAGGAT 
TTCTTCACACCTCTCCTTTGTGACT 

GGCATCTGMTGTGTCTGCGTTCCTG 
TTAGCATAATGTGAGGAGGTGGAG 

CTGAGAGCCCAAACTGCTGTCCCAAA 

CATGCACTTCCTTGCTTAAGGTAT 

AAGCTCCCTGGAGCCCTGTTGGCAG 

CTCTAGCTTTTGCAGTC GT GTAATG 

AGCCCTCTTTCTCTCCACCCAATGCT 

GCTTTCTCCTGTTCATCCTGATGG 

TCCACAG GGGTG GTGTCAAATGCTAT 
TGAAATTGTGTTGAATTGTATGCT 



GCTAGATC CCCGGTGGTTTTGTGCTC 
AAAATAAAAAGC CTCAGTGACCCA 
GACTTCCACAGCAGCAGAACAAGTG 
CCTCCTGGACTGTTCACGGCAGACC 
TATCCC CAGCTC AGGTGGTGAGTCCT 
CCTGTCCAGCCTGCATCAATAAAA 

CTGGGTTTTGTG GTCATCTATTCTAG 
CAGGGAACACTAAAGGTGGAAATA 
AGCTATGGAATCAATTCAATTTGGAC 
TGGTGTGCTCTCTTTAAATCAAGT 
TGG CTCAAGTAG AAAAGCAGTCCC AT 
TCATATTAAGACAGTGTACAAAAC 
AGCTCTTGAMGC AG CTTTGAGTTAG 
AAGTATGTGTGTTACACCCTCACA 



AACCGGATATATACATAG CATGAC AT 
TTCTTTGTGCTTTGGCTTACTTGT 

AGCCTATCTGCTTAAGAGACTCTGGA 
GTTTCTTATGTGCCCTGGT GGACA 

AMGTTGATACTGTGG G ATTTTTGTG 
AACAGCCTGATGTTTGGGACCTTT 
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Table 8 

1 84420 Homo sapiens, done MGC:1 2387 

IMAGE3933019, mRNA; complete cds 

/cds=(63,863) 
188352 Homo sapiens, done MGC: 12387 

IMAGE:3933019, mRNA, complete cds 

/cds=(63,863) 
1 88437 Homo sapiens, clone MGC:12387 

IMAGE',3933019. mRNA, complete cds 

/cds=(63,863) 
1 824 1 1 major histocompatibility complex, dass 

II, DR beta 5 (HLA-DRB5), mRNA 

/cds=(29,829) 
1 87282 mannose-6-phosphate receptor (cation 

dependent) (M6PR), mRNA 

/cds=(170,1003) 
1 83063 trinudeotide repeat containing 3 

(TNRC3), mRNA/cds=(517,1356) 
1 86328 interleukin 3 (colony-stimulating factor, 

multiple) (IL3), mRNA /cds=(9,467) 

1 87 1 82 major histocompatibility complex, dass 

II. DR beta 5 (HLA-DRB5), mRNA 

/cds=(29,829) 
1 83684 selectin L (lymphocyte adhesion 

molecule 1) (SELL), mRNA 

fcds={88,1206) 
183059 yz35c09.s1 cDNA, 3' end 

/clone=IMAGE:285040 /done_end=3' 
339420 small Inducible cytokine A5 (RANTES) 

(SCYA5), mRNA/cds=(26,301) 

1 90888 phospholipase A2, group tIA (platelets, 

synovia) fluid) (PLA2G2A), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(1 35,569) 
986883 NADH dehydrogenase (ubiquinone) 

ftavoprotein 2 (24kD) (NDUFV2). mRNA 

/cds=(1 8,767) 
1 88555 selectin L (lymphocyte adhesion 

molecule 1) (SELL), mRNA 

/cds=(88,1206) 
1 90740 macrophage migration inhibitory fador 

(glycosylation-inhibiting factor) (MIF), 

mRNA/cdS=(97,444) 
1 88627 macrophage migration inhibitory fador 

(glycosylation-inhibiting fador) (MIF), 

mRNA/cds=(97,444) 
184641 interleukin 8 (IL8), mRNA 

/cds=(74,373) 
186289 small inducible cytokine A2 (monocyte 

chemotactic protein 1, homologous to 

mouse Sig-je) (SCYA2), mRNA 

/cds=(53,352) 
340067 interleukin 1 receptor, type I (IL1 R1), 

mRNA /cds= (82, 1791) 
1 80035 Interleukin 1 receptor, type I (IU R1), 

mRNA/cds=(82,1791) 
862622 thymocyte antigen CDla mRNA, 

complete cds /cds=(533,1516) 
1 69775 platelet/endothelial cell adhesion 

molecule (CD31 antigen) (PECAM1), 

mRNA /cds=(1 41 ,2357) 
1 86279 thymocyte antigen CD1 a mRNA, 

complete cds /cds=(533,1 51 6) 
1 86365 interleukin 1 , alpha (IL1 A), mRNA 

/cds=(36,85l) 
337452 interleukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
1 80259 Interleukin 7 receptor (IL7R), mRNA 

/cds=(22,140l) 
1 81 464 cholesteryl ester transfer protein, 

plasma (CETP), mRNA 

/cds=(130,1611) 
179039 cholesteryl ester transfer protein, 

plasma (CETP), mRNA 

/cds=(130,i61i) 
339994 amphiregulin (schwannoma-derived 

growth factor) (AREG), mRNA 

/cds=(209,967) 
1 84485 tumor necrosis factor, alpha-induced 

protein 6 (TNFAIP6), mRNA 

/cds=(68,901) 
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1 CTTCCTTAGCTCCTGTTCTTGGCCTG 
AAGCCTCACAGCTTTGATGGCAGT 

1 TTTGTG CTTCC CTTTACCTAAACTGTC 
CTGC CTC CC ATGC ATCTGTACCC 

1 TTTGTGCTTCCCTTTACCTAAACTGTC 
CTGC CTC CC ATGC ATCTGTACCC 

1 CTTGTGGCTTCCTCAGCTCCTGCCCT 
TGGCCTGAAGTCCCAGCATTGATG 

1 ATTTGTTTGCATCCCTCCCCCACACC 
CTGGTGTTTTAAAATGAAGAAAAA 

1 CATCCGACATAATCCTACAGGTGCTG 
TGTTATTCATGGGGCAGATAAACA 

1 AGTG GGGTG GGG AG CATGTTCATTT 
GTACCTCGAGTTTTAAACTGGTTCC 

1 CCTAAACCGTATGGCCTCCCGTGCAT 
CTGTATTCACCCTGTATGACAAAC 

1 TTTCATCTCAGGCCTCCCTCAACCCC 
ACCACTTCTTTTATAACTAGTCCT 

1 GCATGGCTTAACCTGGTGATAAAAGC 
AGTTATTAAAAGTCTACGTTTTCC 

1 AGCTTCCGCCGTCTCAACCCCTCACA 
GGAG CTTACTGGCAAACATGAAAA 

1 TCTCCTCCACCTCAACTCCGTGCTTA 
ACCAAAGAAGCTGTACTCCGGGGG 



1 ACCCAAGGGACCTGGATTTGGTGTAC 
AAGCAGG CCTTTAATTTATATTGA 

1 AGCTCCTCTTC CTG GCTTCTTACTGA 
AAG GTTACC CTGTAAC ATGCAATT 

1 GTCTACATCAACTATTAC GACATGAA 
CGCGGCCAATGTGG GCTG GAACAA 

1 CCACCCCAACCTTCTGGTGGGGAGA 
AATAAACG GTTTAGAG ACAGCTCTG 

1 GCCAAGGGCCAAGAGAATATCCGAA 
CTTTAATTTCAGGAATTGAATGGGT 

1 GAAATTGCTTTTCCTCTTGAACCACA 
GTTCTACCCCTGGGATGTTTTGAG 



1 CCGGTTGTTAAAACTGGTTTAGCACA 

ATTTATATTTTCC CTCTCTTGCCT 
1 ATTAAAGCACCAAATTCATGTACAGC 

ATGCATCACGGATCAATAGACTGT 
1 TAGCCGTACTTTGCTAACTGTGCTCC 

TCACTTCCTCTTCTTCATTGCAGT 
1 AGGCTAAG CTGCCGGTTCTTAAATCC 

ATCCTGCTAAGTTAATGTTGG GTA 

1 AATATATGC ATCC CTG GTGAAGGATC 

TTGCCTGCATGAAACATGTTCTCA 
1 ACCTG G GCATTCTTGTTTCATTCAATT 

CCACCTG C AATCAAGTCCTACAA 
1 CTC CCTC ACAGC ACAG AGAAGACAAA 

ATTAGCAAAACCCCACTACACAGT 
1 GTTCAGTGGCACTCAACATGAGTCAA 

GAG C ATCCTG CTTCTAC CATGTGG 
1 CTTGAGCTAGAAGTCTCCAAGGAGGT 

CGGGATGGGGCTTGTAGCAGAAGG 

1 CTCCC AACTCCTC CCTATCCTAAAGG 
CCCACTG GCATTAAAGTGCTGTAT 

1 TCG GTCCTCTTTCC AGTGG ATC ATAA 
GACAATGGACCCTTTTTGTTATGA 

1 AACACACAGTGTTTATGTTGGAATCT 
TTTGGAACTCCTTTGATCTCACTG 
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Table 8 

181948 X-box binding protein 1 (XBP1), mRNA 

/cds=(48,833) 
190501 complement component 4-binding 

protein, alpha (C4BPA), mRNA 

/cds=(1 38,1 931) 
339477 transcription factor (E2A) mRNA, 

complete cds /cds=(30,1 994) 
182473 X-box binding protein 1 (XBP1), mRNA 

/cds={48.833) 
188194 Fc fragment of IgG, low affinity Ha, 

receptor for (CD32) (FCGR2A), mRNA 

/cds=(1 1,958) 
1 89267 major histocompatibility complex, class 

II, DQ beta 1 (HLA-DQB1), mRNA 

/cds=(57,842) 
1 891 85 tumor necrosis factor receptor 

superfamily, member 1B (TNFRSF1B), 

mRNA /cds=(89,1 474) 
1 83628 major histocompatibility complex, class 

II, DQ beta 1 (HLA-DQB1), mRNA 

/cds=(57,842) 
1 526989 GR02 oncogene (GR02), mRNA 

/cds=(74,397) 
1 841 94 major histocompatibility complex, class 

II, DQ alpha 1 (HLA-DQA1), mRNA 

/cds=(43,810) 
189982 protein kinase, cAMP-dependent, 

catalytic, beta (PRKACB), mRNA 

/cds=(47,1102) 
1 90738 protein tyrosine phosphatase, receptor 

type, A(PTPRA), mRNA 

/cds=(695,3103) 
1 801 52 CD59 antigen p1 8-20 (antigen 

identified by monoclonal antibodies 

16.3A5, EJ16, EJ30, EL32 andG344) 

(CD59), mRNA/cds=(29,415) 
1 90851 v-ral simian leukemia viral oncogene 

homolog B (ras related; GTP binding 

protein) (RALB), mRNA /cds=(1 70,790) 

183532 integnn, beta 3 (platelet glycoprotein 

Ilia, antigen CD61) (ITGB3), mRNA 

/cds={16,2382) 
1 83628 GR02 oncogene (GR02), mRNA 

/cds=(74,397) 
183632 GR03 oncogene (GR03), mRNA 

fcds=(77,397) 
1 84059 CD53 antigen (CD53), mRNA 

/cds=(93,752) 
179968 H2A histone family, member 2 

(H2AFZ), mRNA /cds=(1 06,492) 
4503074 macrophage-specific colony-stimulating 

factor (CSF-1) mRNA, complete cds 

/cds=(105,1769) 
189988 H2A histone family, member 2 

(H2AFZ), mRNA /cds=(1 06,492) 
1 89988 protein kinase C, eta (PRKCH), mRNA 

/cds=(166,2214) 
1 89988 protein kinase C, eta (PRKCH), mRNA 

/cds=(1 66,221 4) 
829176 guanylate bfnding protein 2, interferon- 
inducible (GBP2), mRNA 

/cds=(156,1931) 
340071 ublquitin-activating enzyme E1 (A1S9T 

and BN75 temperature sensitivity 

complementing) (UBE1), mRNA 

fcds=(32,3208) 
189870 one single clone, artifact ? 

1 84505 small inducible cytokine A1 (I-309, 

homologous to mouse Tca-3) (SCYA1), 
mRNA /cds=(72,362) 

1 86270 interleukln 1 0 (IL1 0), mRNA 
/cds=(30,566) 

1 831 54 granzyme B (granzyme 2, cytotoxic T- 
rymphocyte-associated serine esterase 
1) (GZMB), mRNA/cds=(33,776) 

1 89177 ubiquitin-activating enzyme E1 (A1 S9T 
and BN75 temperature sensitivity 
complementing) (UBE1), mRNA 
/cds=(32,3208) 



1 GGGGCTCTTTCCCTCATGTATACTTC 
AAGTAAGATCAAGAATCTTTTGTG 

1 TC ATCCTCTGTGTG GCTCATGTTTTT 
GCTTTTCAACACACAAAGCACAAA 

1 TGGATGATTG GGACTTTAAAACGACC 
CTCTTTCAGGTGGATTCAGAGACC 

1 TGTAGCTTCTGAAAGGTGCTTTCTCC 
ATTTATTTAAAAACTACCCATGCA 

1 TGTAGCAACATGAGAAAC GCTTATGT 
TACAGGTTACATGAGAGCAATCAT 

1 CTGATGG CTGTG ACCCTGCTTCCTGC 
ACTGACCCAGAGCCTCTGCCTGTG 

1 TGTGTGTTGATCCCAAGACAATGAAA 
GTTTGCACTGTATGCTGGACGGCA 

1 CTCTCCTCAGACTGCTCAAGAGAAGC 
ACATGAAAACCATTACCTGACTTT 

1 GCCAGTAAGATCAATGTGACGGCAG 
GGAAATGTATGTGTGTCTATTTTGT 

1 GCAACAATGAAGTTAATGGATACCCT 
CTGC CTTTGGCTC AGAAATGTTAT 

1 TGTCTTTCGGTTATCAAGTGTTTCTG 
CATGGTAATGTCATGTAAATGCTG 

1 TATCATGGGGAGTAATAGGACCAGAG 
CGGTATCTCTGGCACCACACTAGC 

1 TGATCTTGGCTGTATTTAATGG CATA 
G GCTG ACTTTTGC AGATGGAGGAA 



1 AGTACTGAGAAAAATCCCTTCAGCTC 
TAAGAAC ACTG AAAAATCCACC GA 



1 AC7TTGCACACATTTGCATCCACATAT 
TAGGGAAGGAATAAGTAGCTGCA 

1 ATGCAGTGTTTCCCTCTGTGTTAGAG 

CAGAGAGGTTTCGATATTTATTGA 
1 TGCTGAAGTTTCCCTTAGACATTTTAT 

GTCTTGCTTGTAGGGCATAATGC 
1 CACTGGACCATTGTCACAACCCTCTG 

TTTCTCTTTGACTAAGTGCCCTGG 
1 AAGTGTTACTGTGGCTTCAAAGAAGC 

TATTGATTCTGAAGTAGTGGGTTT 
1 GCTGCTTATATATTTAATAATAAAAGA 

AGTGCACAAGCTGCCGTTGACGT 

1 AACAAACATTTGGTTTTGTTCAGACCT 

TATTTCCACTCTG GTGG ATAAGT 
1 GAGAGAGGGCACGAGAACCCAAAGG 

AATAG AGATTCTCCAG GAATTTCCT 
1 TTCCCAGCATCAGCCTTAGAACAAGA 

ACCTTACCTTCAAGGAGCAAGTGA 
1 CTGTCCAGCTCCCTCTCCCCAAGAAA 

CAACATGAATGAGCAACTTCAGAG 

1 CTGTAACGACGAGAGCGGCGAGGAT 
GTCGAGGTTCCCTATGTCCGATACA 



1 ACCTAGTCATCAGGACACTGAGCCAG 
G GCTG CAACC ACTC CATGAGTTTG 

1 C CCCAACCCTCTGG GCTCTTGGATTT 
CAGAGTGAAAACTTGATGGCATTG 

1 TCAATTCCTCTGGGAATGTTACATTG 
TTTGTCTGTCTTCATAGCAGATTT 

1 ACCAGTTTCTTTCCCTTCTAGATCAC 
CCTGTTCTGAAGCCAGCCTCTCTC 



1 CTACCTGAACCCCTCTTGCCACTGCC 
TTCTACCTTGTTTGAAACCTGAAT 
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Table 8 

1 82070 nuclear factor of kappa light 

polypeptide gene enhancer in B-cells 1 

(p105) (NFKB1), mRNA 

/cds=(397,3303) 
1 86496 nuclear factor of kappa light 

polypeptide gene enhancer in B-cells 1 

(p105)(NFKB1),mRNA 

/cds=(397.3303) 
1 77865 integrin, alpha 3 (antigen CD49C, 

alpha 3 subunit of VLA-3 receptor) 

(ITGA3), transcript variant a, mRNA 

/cds=(73,3228) 
1 83048 colony stimulating factor 3 receptor 

(granulocyte) (CSF3R), mRNA 

/cds=(1 69,2679) 
1 83866 integrin, alpha 3 (antigen CD49C, 

alpha 3 subunit of VLA-3 receptor) 

(ITGA3), transcript variant a, mRNA 

/cds=(73,3228) 
1 89507 diphtheria toxin receptor (heparin- 

binding epidermal growth factor-like 

growth factor) (DTR), mRNA 

/cds=(261,887) 
182662 ribosomal protein S6 kinase, 70kD, 

polypeptide 1 (RPS6KB1), mRNA 

/cds=(27,1604) 
1 89424 ribosomal protein S6 kinase, 70kD, 

polypeptide 1 (RPS6KB1). mRNA 

/cds=(27,1604) 
181122 P13-kinase associated p85 mRNA 

sequence /cds=UNKNOWN 
1 90734 P1 3-kinase associated p85 mRNA 

sequence /cds=UNKNOWN 
339679 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75,3503) 

337468 replication protein A1 (70kD) (RPA1), 

mRNA/cds=(69,1919) 
1 90446 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75,3503) 

178996 proteasome (prosome, macropain) 

subunit. alpha type, 1 (PSMA1). mRNA 

/cds=(105,896) 
1 87290 splicing factor, arginine/serine-rich 1 1 

(SFRS11), mRNA /cds=(83,1 537) 
179073 Homo sapiens, Similar to splicing 

factor, arginine/serine-rich 2 (SC-35), 

clone MGC:2622 IMAGE:3501687, 

mRNA, complete cds /cds=(30,878) 
339879 tripeptidyl peptidase II (TPP2), mRNA 

/cds=(23,3772) 
190161 polyposis locus (DP1 gene) mRNA, 

complete cds /cds=(82,639) 
1 84045 splicing factor, arginine/serine-rich 1 1 

(SFRS11), mRNA /cds=(83,1 537) 
1 8951 1 ubiquitin-conjugating enzyme E2B 

(RAD 6 homo log) (UBE2B), mRNA 

/cds=(421,879) 
182353 MAP/microtubule affinity-regulating 

kinase 3 (MARK3), mRNA 

/cds=(171,2312) 
339442 fatty acid binding protein 5 (psoriasis- 
associated) (FABP5), mRNA 

/cds=(48,455) 
189499 GAP-associated tyrosine 

phosphoprotein p62 (Sam68) (SAM68), 

mRNA/cds=(106,1437) 
179311 CD79B antigen (Immunoglobulin- 

associated beta) (CD79B), transcript 

variant 1, mRNA /cds=(94, 783) 
1 79575 BTF3 protein homologue gene, 

complete cds 
41 53827 putative 1L-1 6 protein precursor, 

mRNA, complete cds /cds=(303,2198) 

1 83779 apurinic/apyrimidinic endonuclease 
(HAP1) gene, complete cds 

338038 SET translocation (myeloid leukemia- 
associated) (SET), mRNA /cds=(3,836) 



1 AA CTC GA G AC CTTTTC AACTTG G CTT 
C CTTTCTTG GTTC ATAAATGAATT 



1 AG CTG CTGCTGGATC AC AGCTGCTTT 
CTGTTGTCATTGCTGTTGTCCCTC 



1 GGCTGTGTCCTAAGGCCCATTTGAGA 
AGCTGAGGCTAGTTCCAAAAACCT 



1 ATCCAGCCCCACCCAATGGGCTTTTG 
TGCTTGTTTCCTATAACTTCAGTA 

1 CCTTCTTTGTATATAGGCTTCTCACC 
GCGACC AATAAACAGCTC CCAGTT 



1 AAAACGATGAAGGTATGCTGTCATGG 
TCCTTTCTGGAAGTTTCTGGTGCC 



1 AATGC GAAATTATTG GTTGGTGTGAA 
GAAAGCCAGACAACTTCTGTTTCT 

1 CTGTGGCTCGTTTGAGGGATTGGGG 
TGGACCTGGGGTTTATTTTCAGTAA 

1 . GCTTCCCCACCCCAGTTTTTGTTGCT 
TGAAAATATTGTTGTCCC G G ATTT 

1 TGGACTGTTTTGTTGGGCAGTGCCTG 
ATAAGCTTCAAAGCTGCTTTATTC 

1 CCTGCCGTGCCCACCTAACTGTCCA 
GATGAGGTTTATCAG CTTATGAGAA 

1 CGAGCTGAGAAGCGGTCATGAGCAC 
CTGGGGATTTTAGTAAGTGTGTCTT 

1 ACCATCCAATCGGACAAGCTTTCAGA 
ACCTTATTGAAGGATTTGAAGCAC 

1 TGCTGATGAACCTG CAGAAAAGGCTG 
ATGAACCAATGGAACATTAAGTGA 

1 TCTTATGCACACGGTGATTTCATGTT 
ATATATGCAAAGTAGGCAACTGTT 

1 AACATAGGAGTGGATTCCTGCCCCAA 
CCAAACCG CATTCGTGTGGATTTT 



1 AATAAATTTGCAAAACCAAGATCACA 

GTACACCATATGCACTCTGGTACC 
1 AAATGACCTCATGTTGTGGTTTAAAC 

AGCAACTGCACCCACTAGCACAGC 
1 TGTG CAGTAGAAAC AAAAGTAGGCTA 

CAGTCTGTGCCATGTTGATGTACA 
1 CTGTTTATTCTGGGAMTGTTTTAATG 

CCAGGGCCTGCTGAGTTGCTTCT 

1 CCTTAAGACCAGTTCATAGTTAATAC 
AGGTTTACAGTTCATGCCTGTGGT 

1 TCATCACTTTGGACAGGAGTTAATTA 
AGAGAATGACCAAGCTCAGTTCAA 

1 AGTCTGCCTAAATAGGTAG CTTAAAC 
TTATGTCAAAATGTCTGCAGCAGT 

1 CTGGCCTCCAGTGCCTTCCCCCGTG 
GAATAAACGGTGTGTCCTGAGAAAC 

1 AGCTAATTAAGCTGCAGAACGTGGGA 
AATAAAGTTCGAAACAAAGGTTAA 

1 G GAC AGGTGTGC CGACAGAAG GAAC 
CAGCGTGTATATGAGGGTATCAAAT 

1 C CCTTCGTGG GG CTAC ACATTCTCTT 
CCTCATATTTTCATGCACACAAGT 

1 TTCTGCACAGGTCTCTGTTTAGTAAA 
TAC ATC ACTGTATACC GATCAGG A 
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Table 8 

1 87393 MYC-associated zinc finger protein 
(purine-binding transcription factor) 
(MAZ), mRNA /cds=(91 ,1 584) 
1 84223 fatty acid binding protein 5 (psoriasis- 
associated) (FABP5), mRNA 
/cds=(48,455) 
33781 0 hepatic leukemia factor (HLF) mRNA, 

complete cds /cds=(322,1 209) 
338262 special AT-rich sequence binding 
protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA/cds=(214,2505) 
1 81975 growth factor receptor-bound protein 2 

(GRB2), mRNA /cds=(78,731) 
1 84432 special AT-rich sequence binding 
protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA/cds=(214,2505) 
2281 070 nuclear autoantigenic sperm protein 
(histone-blnding) (NASP), mRNA 
/Cds=(85,2448) 
1 801 1 2 signal transducer and activator of 

transcription 1, 91kD (STAT1), mRNA 
/cds=(1 96,2448) 
1 142056 CD36 antigen (collagen type I receptor, 
thrombospondin receptor) (CD36), 
mRNA/cds=(132,1550) 
1 1 39799 hexokinase 2 (HK2), mRNA 

/Cds=(1490,4243) 
1 271009 hexokinase 2 (HK2), mRNA 

/cds=(1490,4243) 
1 1 47079 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA/cds=(155,820) 
1 1 52099 60229301 5F1 cDNA, 5' end 

/clone=IMAGE:4387778 /done_end=5' 



1 1 55403 mRNA; cDNA DKFZp434A1 1 5 (from 
clone DKFZp434A1 15) 
/cds=UNKNOWN 
296907 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA /cds=(1 55,820) 
307337 DNA-binding protein (PO-GA) mRNA, 

complete cds /cds=(393,3836) 
1 83032 nuclear receptor subfamily 3, group C, 
member 1 (NR3C1), mRNA 
/cds=(1 32,2465) 
6226959 alpha-2-macroglobulin (A2M), mRNA 

/cds=(43,4467) 
4557242 activin A receptor type ll-like 1 

(ACVRL1), mRNA/cds=(282,1793) 
4557248 adenosine deaminase (ADA), mRNA 

/cds=(95,1186) 
4506910 sarcoglycan, alpha (50kD dystrophin- 
associated glycoprotein) (SGCA), 
mRNA/cds=(11.1174) 
4557272 aspartylglucosaminidase (AGA), 

mRNA/cds=(170,1210) 
7262392 ATP-binding cassette, sub-family D 
(ALD), member 1 (ABCD1), mRNA 
/cds=(386.2623) 
455731 8 adenomatosis polyposis coli (APC), 

mRNA/cds=(33,8569) 
4557364 Bloom syndrome (BLM), mRNA 

/cds=(74,4327) 
4502450 breast cancer 2, early onset (BRCA2), 

mRNA/cds'=(228 ) 10484) 
4557376 Bruton agammaglobulinemia tyrosine 
kinase (BTK), mRNA /cds={1 63,21 42) 
4559405 complement component 6 (C6), mRNA 

/cds=(1 55,2959) 
4557428 CD3G antigen, gamma polypeptide 
(TiT3 complex) (CD3G), mRNA 
/cds=(37,585) 
4502838 Chediak-Higashi syndrome 1 (CHS1), 

mRNA /cds=(1 89,1 1 594) 
4557466 Cockayne syndrome 1 (classical) 

(CKN1). mRNA /cds=(36,1 226) 
1 3325059 cytochrome P450, subfamily I (dioxin- 
inducible), polypeptide 1 (glaucoma 3, 
primary infantile) (CYP1B1), mRNA 
/cds=(372,2003) 
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CACCCTCCACCCCTTC CTTTT GCGCG 
GACCCCATTACAATAAATTTTAAA 

CATGCAGCTATTTCAAAGTGTGTTGG 
ATTAATTAGGATCATCCCTTTG GT 

TGGAGAATTGTGGAAGGATTGTAACA 
TGGACCATCCAAATTTATGGCCGT 
TTCACGGGATG C ACCAAAGTGTGTAC 
CCCGTAAGCATGAAACCAGTGTTT 



TCTGTCCATCAGTGCATGACGTTTAA 
GGCCACGTATAGTCCTAGCTGACG 
TCCTATAATTATTTCTGTAGCACTCCA 
CACTGATCTTTGGAAACTTGCCC 



GGG ACACTGGAG GCTGGAGCTACAG 
TTGAAAGCACTGCATGTTAAGAGGG 

TGCTACCACAACTATATTATCATGCAA 
ATGCTGTATTCTTCTTTGGTGGA 

GCAACTTACGCTTGGCATCTTCAGAA 
TGCTTTTCTAGCATTAAGAGATGT 

TTTACAAGAATTGTCCATGTGCTTCC 
CTAGGCTGAGCTGGCA TTGG TCTG 
AAAACTTCC CACC CTACTTTTCCAAG 
AGTG CC AGTTGG ATTCTGAATCTG 
TAGACCAATTCTCTGATCTCGAGTTG 
TTTTTGTTTGGATACAGCCCTTTT 
AACATTCTACATAGCACAGGAGCTTA 
AGAGTGGCATTATCTTCTCGCCTT 

AGATACGCAGACATTGTGGCATCTGG 
GTAGAAGAATACTGTATTGTGTGT 

TTTGACCAGAAGCCCTTAGTAAGTAC 

GTGCCTGAAACTGAAACCATGTGC 

ACACCTGGCTTGGAGTCAGATTTAGT 

TAACAATAATGAGCCTGGAGCAGT 

TCTAATAGCGGGTTACTTTCACATAC 

AGCCCTCCCCCAGCAGTTGAATGA 

CTGAAAAGTGCTTTGCTGGAGTCCTG 

TTCTCTGAGCTCCACAGAAGACAC 

AAGCCTAAAGTGATTCAATAGCCCAG 

GAGCACCTGATTCCTTTCTGCCTG 

TGGGCATGGTTGAATCTGAAACCCTC 

CTTCTGTGGCAACTTGTACTGAAA 

GGGGTGGGGTGGGGTGAGAGTGTGT 

G GAGTAAG GAC ATTCAGAATAAATA 

AGAAGTTGTGCGCGTGCTTTCTCAGC 
AGCATTTTTCCTTCAAAATCATCT 
CTTGCCAGCCAGGAGTGCGGACACC 
ATGTTCCCAGCTCAGTGCCAAAGAG 

ATTTGGGGAGAGAAAACC 1 1 1 1 lAAG 
CATGGTGG GGCACTCAGATAGGAG 
AC CCTCTTTCTTGTTTGTCAGC ATCT 
GACCATCTGTGACTATAAAGCTGT 
TGGTCATCCAAACTCAAACTTGAGAA 
AATATCTTGCTTTCAAATTGACAC 
AC CG AATTTGGCAAGAATGAAATGGT 
GTC ATAAAGATGGGAG GGGAGGGT 
AG CCTGTGACATTAAGCATTCTCACA 
ATTAGAAATAAGAATAAAACCCAT 
AAAAATAAAAACAAATACTGTGTTTCA 
G AAG CGCCAC CTATTG GGGAAAA 

TTATCACAAGCTCTGTTACCTTTATAT 

ACGCTGCCTCTTCAATTTGGAAA 

G CAG AAAATATCCTGG C AG GGAATCT 

GG CTTAAACATG AAATGCTGTAAT 

TGTGTGCATAATAG CTACAGTGCATA 

GTTGTAGACAAAGTACATTCTGGG 
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Tabfe 8 



1888 literature 

1889 Table 3A 

1890 Table 3A 

1891 Table 3A 

1892 Table 3A 

1893 Table 3A 

1894 literature 

1895 literature 

1896 db mining 

1897 Table 3A 

1898 literature 

1899 literature 

1900 Table 3A 

1901 Table 3A 

1902 Table 3A - 

1903 Table 3A 

1904 Table 3A 

1905 Table 3A 

1906 literature 

1907 Table 3A 

1908 literature 

1909 Table 3A 



1910 Table 3A 

1911 Table 3 A 



Hs.77602 NM 000107 



455751 4 damage-specific DNA binding protein 2 
(46kD) (DDB2), mRNA /cds=(175,1458) 



Hs.74635 NMJ>00108 5016092 dtoydrolipoamide dehydrogenase (E3 

component of pyruvate dehydrogenase 
complex, 2-oxo-glutarate complex, 
branched chain keto acid 
dehydrogenase complex) (DID), mRNA 
/cds=(82,1611) 
4557874 dihydropyrimidine dehydrogenase 

(DP YD), mRNA/cds=(101,3178) 
4557552 emerin (Emery-Orelfuss muscular 

dystrophy) (EMD), mRNA /cds=(58,822) 



Hs.1602 NMJD00110 
Hs.2985 NM 000117 



Hs.76753 NM_000118 4557554 
Hs.77929 NMJJ00122 4557562 

Hs.48576 NM 000123 4503600 



endoglin (Osler-Rendu-Weber 
syndrome 1) (ENG), mRNA 
/cds=(350,2227) 

excision repair cross-complementing 
rodent repair deficiency, 
complementation group 3 (xeroderma 
pigmentosum group B complementing) 
(ERCC3), mRNA;cds={95,2443) 



Hs.99924 NM 000124 4557564 



Hs.1657 NM.000125 

Hs.80424 NMJJ00129 

Hs.284153 NMJ)00135 

Hs.37953 NM.000136 

Hs.1437 NMJW0152 

Hs.273 NM 000153 



excision repair cross-complementing 
rodent repair deficiency, 
complementation group 5 (xeroderma 
pigmentosum, complementation group 
6 (Cockayne syndrome)) (ERCC5), 
mRNA /cds=(1 97,3757) 
excision repair cross-complementing 
rodent repair deficiency, 
complementation group 6 (ERCC6), 
mRNA/cds=(79,4560) 
estrogen receptor 1 (ESR1), mRNA 
/cds=(360,2147) 
9961 355 coagulation factor Xlll, A1 polypeptide 

(F13A1), mRNA /cds=(1 01 ,2299) 
4503654 Fanconi anemia, complementation 
group A (FANCA), mRNA 
/cds=(31,4398) 
4557588 Fanconi anemia, complementation 
group C (FANCC), mRNA 
> /Cds=(255,1928) 
11496988 glucosidase, alpha; acid (Pompe 

disease, glycogen storage disease type 
II) (GAA), mRNA fcds=(44 1,3299) 

455761 2 gaiactosylceramidase (Krabbe disease) 
(GALC), mRNA/cds=(263,2272) 



4503602 



Hs. 86724 NM 000161 4503948 



Hs.1466 NMJ300167 

Hs.1144 NM_000174 

Hs.75772 NMJJ00176 

Hs.3248 NMJ>00179 

Hs,1 83868 NMJ)00181 

Hs.75860 NMJW0182 



4504006 
4504076 
4504132 

4504190 
4504222 
4504324 



Hs. 14681 2 NMJJ00183 4504326 



Hs.1 98427 NMJ50O189 
Hs.83951 NM 000195 



GTP cyclohydrolase 1 (dopa- 
responsive dystonia) (GCH1), mRNA 
/cds=(148,900) 
glycero) kinase (GK), mRNA 
/cds-(66,1640) 

glycoprotein IX (platelet) (GP9), mRNA 
/cds=(222,755) 

nuclear receptor subfamily 3, group C, 
member 1 (NR3C1), mRNA 
fcds=(1 32.2465) 

mutS (E. coll) homofog 6 (MSH6), 
mRNA/cds=(87,4169) 
glucuronidase, beta (GUSB). mRNA 
/cds=(26,1981) 
hydraxyacyl-Coenzyme A 
denydrogenase/3-ketoacyl-Coenzyme A 
thiolase/enoyl-Coenzyme A hydratase 
(trifunctional protein), alpha subunit 
(HADHA), mRNA/cds=(27,2318) 

hydroxyacyl-Coenzyme A 
dehydrogenase/3-ketoacyl-Coenzyme A 
thiolase/enoyl-Coenzyme Ahydratase 
(trifunclional protein), beta subunit 
(HADNB), mRNA/cds=(46,1470) 



4504392 hexokinase 2 (HK2), mRNA 

/cds=(i490,4243) 
4504484 Hermansky-Pudlak syndrome (HPS), 

mRNA /cds=(206,2308) 



TCTCAGTGGGTGGTAGCAGAGGGAT 
CAAGCAGTTATTTGATTTGTGCTCT 

GTCTATTTACGGAACTCAAATACGTG 
GGCATTCAAATGTATTAC AGTGG G 



1 TGGACTTTTAGAAATGCATATTTGCCA 
CAAAACCTGTATTACTGAATAAT 

1 GGGAGGGGATTAACCAAAGGCCACC 
CTGACTTTGTTTTTGTG GACAC ACA 

1 GCCTGC CCCTGTGTATTCAC CACCAA 
TAAATCAGAC C ATG AAACCTGAAA 

1 AGGTGTATTTATGTTACCGTTCTGAAT 
AAACAGAATGGACCATTGAACCA 



TGTAATGAATTTGTCGCAAAGACGTA 
ATAAAATTAACTGGTGGCACGGTC 



TGTCAATGGAAGTTGGCTGCACTTGA 
TGTTTGTTTGCATGATGTCTACCT 



TCGAGCACCTGTAAACAATTTTCTCA 

AC C TATTTGATGTTC AAATAAAGA 

AACTTTACTAAGTAATCTCACAGCATT 

TGCGAAGTCTCCCAATATCCAAT 

TAAGATCTTTAAACTGCTTTATACACT 

GTCACGTGGCTTCATCAGCTGTG 

AAAACCAGTACCCTC AGAG AG AGC CA 
AAAATACAGAAGAGGCGGAGAGCG 

CGAGCAAGCCTGGGAACTCAGGAAA 
ATTCACA G GACTTG GG AG ATTC TAA 



GGCTTAGCTACAGTGAAGTTTTGCAT 
TGCTTTTGAAGACAAGAAAAGTGC 

ACTTCAAAATTACCTTTTCATATCCAT 
GATCTTGAGTCCATTTGGGGGAT 

C AAAC ACTTTTGGGCC AG GATTTGAG 

TCTCTGCATGACATATACTTGATT 

CAGACTCCACCAAGCCTGGTCAGCC 

CAAACCACCAGAAGCCCAGAATAAA 

AGTG CAGAATCTCATAGGTTGCC AAT 

AATACACTAATTCCTTTCTATCCT 

AGACTGACTACATTGGAAGCTTTGAG 

TTGACTTCTGACCAAAGGTGGTAA 

CTG GGTTTTGTGGTCATCTATTCTAG 

CAGGGAACAGTAAAGGTGGAAATA 

GTGGTGAGGGCAGTTCTGCACCCAG 

CCAAACACATAACAATAAAAACCAA 



TCTGTGTCCTAAAGATGTGTTCTCTAT 
AAAATACAAACCAACGTGCCTAA 



CTAGTC ATAGAAATAC CTC ATTC G CC 
TGTGGGAAGAGAAGGGAAGCCTCT 
AGCAGCGGCTGGATGTGATATGTCTA 
GTTTAACCAGTCCCCTTGATCTTT 
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1912 Table 3A 



Hs.168383 NM 000201 



1913 Table 3A Hs.172458 NMJ)00202 

1914 Table 3A Hs.238893 NM_000206 

1915 Table 3A Hs.83968 NM_000211 



1332 literature 

1933 Table 3A 

1934 db mining 

1935 literature 

1936 db mining 

1937 Table 3A 

1938 literature 

1939 Table 3A 

1940 Table 3A 



4557877 

5360215 

4557881 
4557885 



1916 literature 

1917 literature 

1918 db mining 

1919 literature 

1920 literature 

1921 Table 3A 

1922 Table 3A 

1923 Table 3A 

1924 Table 3A 

1925 Table 3A 

1926 Table 3A 

1927 Table 3A 

1928 Table 3A 



1929 Table 3A Hs.288986 NM_000344 

1930 Table 3A Hs.2316 NM_000346 

1931 Table 3A Hs.1 18787 NM 000358 



Hs.99877 NM_000215 4557680 

Hs.1770 NM_000234 4557718 

Hs.3076 NM_000246 4557748 

Hs.57301 NMJ)00249 4557756 

Hs.78934 NMJ)00251 4557760 

Hs.75514 NM_000270 4557800 

Hs.76918 NM_000271 4557802 

Hs.1023 NM_0002B4 4505684 

Hs.78771 NMJD00291 4505762 

Hs.196177 NM_000294 4505784 

Hs. 169857 NMJ)00305 4505952 

Hs.3873 NMJ>00310 4506030 



Table 8 

intercellular adhesion molecule 1 
(CD54), rhinovirus receptor (ICAM1), 
mRNA/cds=(57,1655) 
iduronate 2-su)fatase (Hunter 
syndrome) (IDS), transcript variant 1, 
mRNA /cds=(331, 1983) 
Od15g01.s1 cDNA 
/done=IMAGE:1 368048 
integrin, beta 2 (antigen CD16 (p95), 
lymphocyte function-associated antigen 
1; macrophage antigen 1 (mac-1) beta 
subunit) (ITGB2), mRNA 
/cds=(72,2381) 

Janus kinase 3 (a protein tyrosine 
kinase, leukocyte) (JAK3), mRNA 
/cds=(95,3469) 

ligase I, DNA, ATP-dependent (LIG1), 

mRNA/cds=(120,2879) 

MHC class II transactlvator (MHC2TA), 

mRNA/cds=(138 t 3530) 

mutL (E. coli) homolog 1 (colon cancer, 

nonpolyposis type 2) (MLH1), mRNA 

/cds=(21,2291) 

mutS (E. coli) homolog 2 (colon 
cancer, nonpolyposis type 1) (MSH2), 
mRNA/cds=(68,2872) 
nucleoside phosphorylase (NP), mRNA 
/cds=(1 09,978) 

Niemann-Pick disease, type C1 
(NPC1), mRNA /cds=(1 23,3959) 

pyruvate dehydrogenase (lipoamide) 
alpha 1 (PDHA1), mRNA 
/cds=(105,1277) 

phosphogrycerate kinase 1 (PGK1), 
mRNA /cds=(79,1 332) 

phosphorylase kinase, gamma 2 
(testis) (PHKG2), mRNA 
/cds=(93,1313) 

paraoxonase 2 (PON2), mRNA 
/cds=(32,l096) 

palmitoyl-protein thioesterase 1 (ceroid- 
lipofuscinosis, neuronal 1 , infantile) 
(PPT1), mRNA /cds=(1 3,933) 



Hs.74621 NM.00031 1 45061 1 2 prion protein (p27-30) (Creutzfetd- 

Jakob disease, Gerstmann-Strausler- 
Scheinker syndrome, fatal familial 
insomnia) (PRNP), mRNA 
/cds=(49,810) 
13259515 survival of motor neuron 1 , telomeric 
(SMN1), transcript variant d, mRNA 
/cds=(1 63,1 047) 
4557852 SRY (sex determining region Y)-box 9 
(campomelic dysplasia, autosomal sex- 
reversal) (SOX9) 
4507466 transforming growth factor, beta- 
induced, 68kD (TGFBI), mRNA 
/cds=(47,2098) 
4507482 Thrombomodulin 



Hs.2030 NMCGG3S1 

Hs.83848 NM_000365 4507644 

Hs.1 23078 NM_000369 4507700 

Hs.75593 NMJJ00375 4557872 

Hs.2157 NM_000377 4507908 

Hs.250 NM_000379 9257259 

Hs.1 92803 NM.O00380 4507936 

HS.179665 NM_OO0389 11386202 

Hs.83942 NMJXJ0396 4503150 



triosephosphate isomerase 1 (TPI1), 
mRNA/cds=(34,783) 
thyroid stimulating hormone receptor 
(TSHR), mRNA /cds=(1 00,2394) 
uroporphyrinogen lil synthase 
(congenital erythropoietic porphyria) 
(UROS), mRNA /cds=(1 96,993) 
Wiskott-Aldrich syndrome (eczema- 
thrombocytopenia) (WAS), mRNA 
/cds=(34,1542) 

xanthene dehydrogenase (XDH), 
mRNA /cds=(81, 4082) 
xeroderma pigmentosum, 
complementation group A (XPA), 
mRNA/cds=(26,847) 
cyctin-dependent kinase inhibitor 1 A 
(p21,Cip1)(CDKN1A). mRNA 
/cds=(75,569) 

cathepsin K (pycnodysostosis) (CTSK), 
mRNA/cds=(129,11l8) 



PCT/US01/47856 



TATTGGAGGACTCCCTCCCAGCTTTG 
GAAGGGTCATCCGCGTGTGTGTGT 

ATACAAAGCAAACAAACTCAAGTTAT 
GTCATAC CTTTGG ATACGAAGACC 

ATCTACCCTCCGATTGTTCCTGAACC 
GATGAGAAATAAAGTTTCTGTTGA 
CATGGAGACTTGAGGAGGGCTTGAG 
GTTGGTGAGGTTAGGTGCGTGTTTC 



GCCCAAAGAAGCAAGGAACCAAATTT 
AAGACTCTCGCATCTTCC CAACCC 

CCGGAGTCTGGGATTCATCCCGTCAT 

TTCTTTCAATAAATAATTATTGGA 

GCAATGGC AGCCTTGG CAAACGCTA 

AATGAAAATCGTGACAACACTTGTG 

AGTGTTGGTAGCACTTAAGACTTATA 

CTTGCCTTCTGATAGTATTCCTTT 

AACTGAG GACTGTTTGC AATTG AC AT 
AGGCAATAATAAGTGATGTGCTGA 

GGG CTCAGTTCTGCCTTATCTAAATC 

ACCAGAGACCAAACAAGGACTAAT 

GGCATGAAATGAGGGACAAAGAAAG 

CATCTCGTAGGTGTGTCTACTGGGT 

TCTTG GAAACTTCCATTAAGTGTGTA 

GATTGAGCAGGTAGTAATTGCATG 

ACTACTCAGCATGGAAACAAGATGAA 
ATTCCATTTGTAGGTAGTGAGACA 
CACTAATGATCCTGCTACCCTCTTGA 
AGACCAGCCCGGTACCTCTCTCCC 

GTGACCTCACTTCTGGCACTGTGACT 
ACTATGG CTGTTTAGAACTACTGA 
AAGCCTTATTCTTCAACTAAAAGATGA 
GG ATTAAGAG CAAGAAGTTGG GG 



GCACTGAATCGTTTCATGTAAGAATC 
CAAAGTGGACACCATTAACAGGTC 



GGTGCTCACATTCCTTAAATTAAGGA 
GAAATGCTGGCATAGAGCAGCACT 

CTTTT GTTCT CTCCGT GAAACTT ACCT 
TTCCCI 1 1 1 1 CTTTCTC 1 1 1 1 1 1 

TG GTATGTAGAGCTTAG ATTTCCCTA 
TTGTGACAGAGCCATGGTGTGTTT 

TG GAGATAATCTAGAACACAGG CAAA 

ATCCTTGCTTATGACATCACTTGT 

GTGCCTCTGTGCTGTGTATGTGAACC 

ACCCATGTGAGGGAATAAACCTAG 

TGCAAACGGTTTTGTAAGTTAACACT 

ACACTACTCACAATGGTAGGGGAA 

CCTGTGCC CAGCAGG AAGGAAGTCA 

AATAAACCACACTGACTACCTGTGC 

CCCAACAATCCCAAGGCCCTTTTTAT 
ACAAAAATTCTCAGTTCTCTTCAC 

TGTCTGTTTTAATCATGTATCTGGAAT 
AGGGTCGGGAAGGGTTTGTGCTA 
CACGATGGTGGAAACAGTGGGGAAC 
TACTGCTGGAAAAAGCCCTAATAGC 

CC CTGGAGGCACTGAAGTGCTTAGT 
GTACTTG GAGTATTGGGGTCTGACC 

ACAAGTTTACATGATAAAAAGAAATGT 
GATTTGTCTTCCCTTCTTTGCAC 
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Table 8 



1941 


Table 3A 


Hs.88974 


NM_000397 


6996020 


1942 


Table 3A 


Hs.1 395 


NMJJ00399 


9845523 


1943 


Table 3A 


Hs.1 80866 


NMJJ00416 


4557879 




laDie oA 


Hs.1724 


NM_000417 


A CC7CM 

4557666 


1945 


Table 3A 


Hs.75545 


NM_000418 


4557668 


1946 


Table 3A 


Hs.785 


NM_000419 


6006009 


1947 


Table 3A 


Hs.77318 


NMJJ00430 


6031206 


1948 


Table 3A 


Hs.949 


NMJ)00433 


4557786 


1949 


Table 3A 


Hs.78146 


NMJJ00442 


4505706 


1950 


db mining 


Hs.1 66891 


NM_000449 


4557842 


1951 


Table 3A 


Hs.75428 


NM_000454 


4507148 


1952 


Table 3A 


Hs.83918 


NMJJ00480 


4502078 


1953 


Table 3A 


HS.88251 


NM.000487 


7262293 


1954 


Table 3A 


Hs.663 


NM_000492 


6995995 


1955 


Table 3A 


Hs.273385 


NM_000516 


8659565 


1956 


Table 3A 


Hs.1 55376 


NMJI00518 


13788565 


1957 


Table 3A 


Hs.1 19403 


NM_000520 


13128865 


1958 


Table 3A 


Hs.51043 


NM_000521 


13128866 


1959 


literature 


Hs.111749 


NM_0 00534 


11496979 


1960 


literature 


Hs.177548 


NM_000535 


11125773 


1961 


db mining 


Hs.301461 


NM_000538 


4506500 


1962 


literature 


Hs.1 50477 


NM_000553 


5739523 


1963 


Table 3A 


Hs.82212 


NMJD00560 


10834971 


1964 


Table 3A 


Hs.77424 


NM__0Q0566 


10835132 


1965 


literature 


Hs.334687 


NMJJ00569 


12056966 


1966 


Table 3A 


Hs.1 369 


NM_000574 


10835142 


1967 


Table 3A 


Hs.1722 


NMJ300575 


13236493 


1968 


Table 3A 


Hs.1 26256 


NM_000576 


10835144 


1969 


literature 


Hs.54443 


NM_000579 


4502638 



cytochrome b-245, beta polypeptide 1 
(chronic granulomatous disease) 
(CYBB), mRNA/cds=(14,1726) 

early growth response 2 (Krox-20 1 
(Drosophila) homolog) (EGR2), mRNA 
/cds=(338,1768) 

interferon gamma receptor 1 (IFNGR1), 1 
mRNA/cds=(43,1512) 

interteukin 2 receptor, alpha (IL2RA), 1 
mRNA /cds=(1 59,977) 

Interteukin 4 receptor (IL4R), mRNA 1 
/cds=(175,2652) 

integrin, alpha 2b (platelet glycoprotein 1 
lib of llb/llla complex, antigen CD41 B) 
(ITGA2B), mRNA/cds=(32,3151) 

platelet-activating factor 1 
acetylhydrolase, isoform lb, alpha 
subunit (45kD) (PAFAH1B1), mRNA 
/cds=(555,1787) 

neutrophil cytosolic factor 2 (65kD, 1 
chronic granulomatous disease, 
autosomal 2) (NCF2), mRNA 
/cds=(67,1647) 

platelet/endothelial cell adhesion 1 
molecule (CD31 antigen) (PECAM1), 
mRNA/cds=(141,2357) 

regulatory factor X, 5 (influences HLA 1 
dass I) expression) (RFX5), mRNA 
/cds=(161,2011) 

superoxide dismutase 1 , soluble 1 
(amyotrophic lateral sclerosis 1 (adult)) 
(SOD1), mRNA/cds=<0,464) 

adenosine monophosphate deaminase 1 
(isoform E) (AMPD3), mRNA 
/Cds=(344,2674) 

arylsulfatase A (ARSA), mRNA 1 
/cds=(375,1898) 

cystic fibrosis transmembrane 1 
conductance regulator, ATP-binding 
cassette (sub-family C, member 7) 
(CFTR), mRNA /cds=(1 32,4574) 

guanine nucleotide binding protein (G 1 
protein), alpha stimulating activity 
polypeptide 1 (GNAS1), mRNA 
/cds=(68,1252) 

hemoglobin, beta (HBB), mRNA 1 
/cds=(50,493) 

hexosaminidase A (alpha polypeptide) 1 
(HEXA), mRNA /cds=(26,1 61 5) 

hexosaminidase B (beta polypeptide) 1 
(HEXB), mRNA/cds=(75,1745) 

postmeiotic segregation Increased (S. 1 
cerevisiae) 1 (PMS1), mRNA 
/cds=(80,2878) 

postmeiotic segregation increased (S. 1 
cerevisiae) 2 (PMS2), mRNA 
/cds=(24,2612) 

601 845227F1 cDNA, 5» end 1 
/clone=IMAGE:4070407/c!one_end=5' 

Werner syndrome (WRN), mRNA 1 
/cds=(231,4529) 

CD53 antigen (CD53), mRNA 1 
/cds=(93,752) 

Fc fragment of IgG, high affinity la, 1 
receptor for (CD64) (FCGR1A), mRNA 
/cds=(0,1124) 

Fc fragment of IgG, low affinity Ilia, 1 
receptor for (CD16) (FCGR3A), mRNA 
/cds=(33,797) 

decay accelerating factor for 1 
complement (CD55, Cromer blood 
group system) (DAF), mRNA 
/cds=(65,1210) 

interteukin 1 , alpha (IL1A), mRNA 1 
/cds=(36,851) 

interteukin 1 , beta (IL1 B), mRNA 1 
/cdss(86,895) 

chemokine (C-C motif) receptor 5 1 
(CCR5), mRNA/cds=(357,1415) 



TTGTATGTGAATAATTCTAGCGGGGG 
ACCTGGGAGATAATTCTACGGGGA 

ATCTATTCTAACGCAAAACCACTAACT 
GAAGTTCAGATATAATGGATGGT 

GTAACGGAACATATCCAGTACTCCTG 

GTTCCTAGGTGAGCAGGTGATGCC 

ACTAATTTGATGTTTACAGGTGGACA 

CACAAGGTGCAAATCAATGCGTAC 

TGTGTGTTTTAGTTTCATCACCTGTTA 

TCTGTGTTTGCTGAGGAGAGTGG 

TTGGAGCTGTTCCATTG GGTCCTCTT 

GGTGTCGTTTCCCTCCCAACAGAG 



ATTTGTTGCTCTCAGACTGTGTAAAA 
CAAAATTTATTCATGTTTTCTGCA 



CTGAACCATTACTGTAATTGGCTCTT 
AAGGCTTGAAGTAACCTTATAGGT 



GCTAAGCTGCCGGTTCTTAAATCCAT 
CCTGCTAAGTTAATGTTGGGTAGA 

TGTAACCAATAAATCTGTAGTGACCT 
TACCTGTATTC CCTGTGCTATCCT 

ACATTCCCTTGGATGTAGTCTGAGGC 
CCCTTAACTCATCTGTTATCCTGC 

ATTTCTCCCTTATCTACTGTGATGACT 
TC AGAAGATACAATGGTCC CAGG 

TGTCTGGAGGGGGTTTGTGCCTGATA 
ACGTAATAACACCAGTGGAGACTT 
ACACTGCCTTCTCAACTCCAAACTGA 
CTCTTAAGAAGACTGCATTATATT 



AGATGTTCCAAATTTAGAAAGCTTAA 
GGCGGCCTACAGAAAAAGGAAAAA 



AAGTCCAACTACTAAACTGGGGGATA 
TTATGAAGGGCCTTGAGCATCTGG 
ATCCACCTCCCTCCCCTAGAGCTATT 
CTCCTTTGGGTTTCTTGCTGCTGC 

AAAAGGCCACAGCAATCTGTACTACA 
ATCAACTTTATTTTGAAATCATGT 
GATTAGTTACCATTGAAATTGGTTCT 
GTCATAAAACAGCATGAGTCTGGT 

AAAAATACACATCACACCCATTTAAAA 
GTGATCTTGAGAACCTTTTCAAA 

AC AG C AACAGCTATTAAATCAGCAAG 
TTTTGG AGCAAAGACAACAG CAGT 

TGA CCAG GG C AGTGAAAATG AAACC 

GC ATTTTGGGTG CCATTAAATAGGG 

CAATTTCTTTATTAGAGGGCCTTATTG 

ATGTGTTCTAAGTCTTTCCAGAA 

AGAGCTGAAATGTCAGGAACAAAAAG 

AAGAACAGCTGCAGGAAGGGGTGC 

GGTAATAAG AGC AGTAG CAG CAGCAT 
CTCTG AACATTTCTCTG GATTTGC 

AGAGTTTGGAAAAAGCCTGTGAAAGG 
TGTCTTCTTTGACTTAATGTCTTT 



GTATGGTAGATTCAAATGAACCACTG 
AAAAGGCATTTAGTTTCTTGTCCC 
AG CTATGGAATC AATTC AATTTGGAC 
TGGTGTG CTCTCTTTAAATCAAGT 
GCTCTTAAGTTGTGGAGAGTGCAACA 
GTAG CATAGGACCCTACCCTCTG G 
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1970 


Table 3A 


Hs.313 


NMJ300 5 82 


4759165 


1971 


Table 3A 


Hs.624 


NM_0005B4 


10834977 


1972 


Table 3A 


Hs. 1681 32 


NM__000585 


10835152 


1973 


Table 3A 


Hs.89679 


NM_000586 


10835146 


1974 


Table 3A 


Hs.694 


NM_000588 


4504666 


1975 


literature 


Hs.73917 


NM_000589 


4504668 


1976 


i aula on 


no. / 


MIWl WWW 1 




1977 


Table 3A 


Hs.158164 


NMJJ00593 


9665247 


1978 


Table 3A 


Hs.241570 


NMJ)00594 


10835154 


1979 


Table 3A 


Hs.1 19663 


NMJJ00611 


10835164 


1980 


Table 3A 


Hs.856 


NMJ>00619 


10835170 


1981 


Table 3A 


Hs.172631 


NMJJ00632 


6006013 


1982 


Table 3A 


Hs.1 94778 


NM_000634 


4504680 


1983 


TahlP ^A 


nb.o I oooo 




infl^i rr. 


1984 


Table 3A 


Hs.2007 


NMJJ00639 


4557328 


1985 


Table 3A 


Hs.82848 


NM_000655 


5713320 


1986 




Hs 1103 


MM nnnRRn 


I UODOO/ Z 


1987 


Table 3A 


Hs.1 57850 


NM_000661 


4506664 


1988 


Table 3A 


Hs.89499 


NM.000698 


4502056 


1989 


Table 3A 


Hs.78225 


NMJ)00700. 


4502100 


1990 


db mining 


Hs.89485 


NM_000717 


9951925 


1991 


Table 3A 


Hs.97087 


NM_000734 


4557430 


1992 


db mining 


Hs.28408 


NMJJ00752 


4505032 


1993 


Table 3A 


Hs.2175 


NM 000760 


4503080 


1994 


literature 


Hs.82568 


NMJ500784 


13904863 


1995 


Table 3A 


Hs.709 


NM_000788 


4503268 


1996 


Table 3A 


Hs.1 50403 


NM_00079O 


4503280 


1997 


Table 3A 


Hs.83765 


NM_000791 


7262376 


1998 


Table 3A 


HS.179661 


NM_000801 


4503724 



Table 8 



(osteoponttn, bone slaloproteln I, early T- 
lymphocyte activation 1) (SPP1), mRNA 
/cds=(87,989) 
interleukin 8 (IL8), mRNA 
/cds=(74,373) 

interleukin 15 (IL15), mRNA 
/cds=(31 6,804) 
interleukin 2 (IL2), mRNA 
/cds=(47,517) 

interleukin 3 (colony-stimulating factor, 
multiple) (IL3), mRNA/cds=(9,467) 

interleukin 4 (IL4), mRNA 
/cds=(65,526) 

CD14 antigen (CD14), mRNA 
/cds=(1 19,1246) 

transporter 1 , ATP-binding cassette, 
sub-family B (MDRTTAP) (TAP1), 
mRNA/cds=(30,2456) 

tumor necrosis factor (TNF 
superfamily, member 2) (TNF), mRNA 
/cds=(85,786) 

CD59 antigen p18-20 (antigen 
identified by monoclonal antibodies 
16.3A5, EJ16, EJ30, EL32 and G344) 
(CD59), mRNA/cds=(29.415) 
interferon, gamma (IFN6), mRNA 
/cds=(108,608) 

integrin, alpha M (complement 
component receptor 3, alpha; also 
known as CD11b (p170), macrophage 
antigen alpha polypeptide) (ITGAM), 
mRNA/cds=(75,3533) 

interleukin 8 receptor, alpha (IL8RA), 
mRNA /cds=(100,1 152) 

superoxide dismutase 2, mitochondrial 
(SOD2), mRNA/cds=(4,672) 

tumor necrosis factor (ligand) 
superfamily, member 6 (TNFSF6), 
mRNA /cds=(1 57,1 002) 
selectin L (lymphocyte adhesion 
molecule 1) (SELL), mRNA 
/cds=(88,1206) 

transforming growth factor, beta 1 
(TGFB1), mRNA/cds={841,2016) 
Homo sapiens, clone MGC: 15545 
IMAGE:3050745, mRNA, complete cds 
/cds=(1 045,1 623) 

arachidonate 5-lipoxygenase (ALOX5), 
mRNA/cds=(44,2068) 
annexin A1 (ANXA1), mRNA 
/cds=(74,1114) 

carbonic anhydrase IV (CA4), mRNA 
/cds=(46,984) 

CD3Z antigen, zeta polypeptide (TiT3 
complex) (CD3Z), mRNA 
/cds=(178,669) 

leukotriene b4 receptor (chemokine 
receptor-like 1) (LTB4R), mRNA 
/cds=(1717,2775) 

colony stimulating factor 3 receptor 
(granulocyte) (CSF3R), mRNA 
/cds={1 69,2679) 

cytochrome P450, subfamily XXVIIA 
(steroid 27-hydroxylase, 
cerebrotendinous xanthomatosis), 
polypeptide 1 (CYP27A1), mitochondrial 
protein encoded by nuclear gene, 
mRNA /cds=(201 ,1796) 
deoxycytidine kinase (DCK), mRNA 
/cds=(159,94l) 

dopa decarboxylase (aromatic L-amino 
acid decarboxylase) (DDC), mRNA 
/cds=(69,151l) 

dihydrofolate reductase (DHFR), 
mRNA /cds=(479,1 042) 
Homo sapiens, tubulin, beta 5, clone 
MGC:4029 IMAGE:3617988, mRNA, 
complete cds /cds=(1 705,3039) 



PCT7US01/47856 



GAATTTGGTGGTGTCAATTGCTTATTT 
GTTTTCCCACGGTTGTCCAGCAA 



AAAACAGCCAAAACTCCACAGTCAAT 
ATTAGTAATTTCTTGCTG GTTGAA 
TAGCATTTGTTTAAGGGTGATAGTCA 
AATTATGTATTGGTGGGGCTGGGT 
GCAGATGAGACAGCAACCATTGTAGA 
ATTTCTGAACAGATGGATTACCTT 
TCTAATTTCTGAAATGTG CAGCTCCC 
ATTTGGC CTTGTGCGGTTGTGTTC 

ACCAGAGTACGTTGGAAAACTTCTTG 
GAAAGGCTAAAGAC GATCATGAGA 
TGAGGACTTTTCGACCAATTCAACCC 
TTTGCCCCACCTTTATTAAAATCT 
GCTGGCCCATAAACACCCTGTAGGTT 
CTTG ATATTTATAATAAAATTG GT 

CCCAGGGAGTTGTGTCTGTAATCGG 
CCTACTATTCAGTGGCGAGAAATAA 

TGATCTTGGCTGTATTTAATGGCATA 
GGCTGACTTTTGCAGATGGAGGAA 



TTGTTGACAACTGTGACTGTACCCAA 
ATG GAAAGTAACTC ATTTGTTAAA 
GTCAAGATTGTGTTTTGAGGTTTCCT 
TCAGACAGATTCCAGGCGATGTGC 



TCACCAGTCCCTCCCCAAATGCTTTC 
CATGAGTTGCAG I 1 1 1 I ICCTAGT 
TACTTTGGGGACTTGTAGGGATGCCT. 
TTCTAGTCCTATTCTATTGCAGTT 

CCATCGGTGAAACTAACAGATAAGCA 
AGAGAGATGTTTTGGGGACTCATT 

AGCTCCTCTTCCTG GCTTCTTACTGA 
AAGGTTACCCTGTAACATGCAATT 

CACCAGGAACCTGCTTTAGTGGGGG 
ATAGTGAAGAAGACAATAAAAGATA 
GGCTACAGAAAG AAG ATGC CAG ATG 
ACACTTAAGACCTACTTGTGATATT 

G CATTTCCACACCAAGC AGCAACAGC 

AAATCACGACCACTGATAGATGTC 

TCCCCAAACCATAAAACCCTATACAA 

GTTGTTCTAGTAACAATACATGAG 

G CTTCCG GTCCTTAGCCTTCCCAGGT 

GGGACTTTAGGCATGATTAAAATA 

TGCTATTGCCTTCCTATTTTGCATAAT 

AAATGCTTCAGTGAAAATGCAGC 

GGAAGAAGAGGG AG AGATG GAGCAA 
AGTGAGGGCCGAGTGAGAGCGTGCT 

ATCCAGCCCCACCCAATGGCCTTTTG 
TGCTTGTTTCCTATAACTTCAGTA 

CTCAGCTAAAAGGCCACCCCTTTATC 
GCATTGCTGTCCTTGGGTAGAATA 



ACCTTATGAACTAC AGTG G AGCTAC A 
CTCATTGAAATGTAATTTCAGTTC 
TCCAGGGCAATCAATGTTCACGCAAC 
TTGAAATTATATCTGTGGTCTTCA 

GCCAGATTTGGGGCATTTGGAAAGAA 
GTTCATTGAAG ATAAAG CAAAAGT 
CTGCACCCTrcCCCCAGCACCATTTA 
TGAGTCTCAAGTTTTATTATTGCA 
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1999 


Table 3A 


Hs.324784 


NMJJ00817 




i aoie oa 


MS. iiusa 


INiVl_UUUooy 


2001 


literature 


Hs.1570 


NM_00Q861 


on<v> 

ZVUZ 


i aufe 


HS.oJ/oo 


NWI — UUUOf 0 


2003 


Table 3A 


Hs.82112 


NM_000877 


2004 


Table 3A 


Hs.75596 


NM_0Q0878 


2005 


Table 3A 


Hs.2247 


NM_000879 


2006 


db mining 


Hs.72927 


NMJ)00880 


2007 


literature 


Hs.673 


NM.000882 


2008 


Table 3A 


Hs.75432 


NM_000884 


2009 


Table 3A 


Hs.40034 


NM.000885 


2010 


Table 3A 


Hs.51077 


NM_000887 


2011 


Table 3A 


Hs.1741 


NM_000889 


2012 


Table 3A 


Hs.81118 


NM_000895 


2013 


literature 


Hs.456 


NM.000897 


2014 


Table 3A 


Hs.171880 


NM_000937 


2015 


Table 3A 


Hs.1 83842 


NM_000942 


2016 


Table 3A 


Hs.74519 


NMJJ00947 


2017 


Table 3A 


Hs.1 99248 


NM_000958 


2018 


Table 3A 


Hs.1 99248 


NM_000958 


2019 


Table 3A 


Hs.250505 


NM_D00964 


2020 


Table 3A 


Hs.1 19598 


NM_000967 


2021 


Table 3A 


Hs.1741 31 


NM_000970 


2022 


Table 3A 


Hs.1 53 


lit 1 nnA A 

NM_000971 


2023 


Table 3A 


Hs.99858 


1.11 « 

NM_000972 


2024 


Table 3A 


Hs. 178551 


Nlvl_OU0973 


2025 


Table 3A 


Hs.1 79943 


NM_000975 


2026 


Table 3A 


Hs.1 80842 


NM_000977 


2027 


Table 3A 


Hs.234518 


NM_000978 


2028 


Table 3A 


Hs.75458 


NM_000979 


2029 


Table 3A 


Hs.272822 


NMJ300981 


2030 


Table 3A 


Hs.184108 


NM_000982 


2031 


Table 3A 


Hs.326249 


NM_000983 


2032 


Table 3A 


Hs.326249 


NM_000983 



Table 8 

4503872 glutamate decarboxylase 1 (brain, 

67kD) (GAD1), transcript variant 

GAD67, mRNA/cds=(550,2334) 
4557642 3-hydroxy-3-methylglutaryi-Coenzyme 

A reductase (HMGCR). mRNA 

/cds=(50,2716) 
13435403 histamine receptor H1 (HRH1), mRNA 

/cds=(178,1641) 
1 0433041 cDNA FLJ1 1724 fis, clone 

HEMBA1005331 /cds=UNKNOWN 
4504658 interleukln 1 receptor, type I (IL1R1), 

mRNA/cds=(82,1791) 
4504664 interleukin 2 receptor, beta (IL2RB), 

mRNA /cds=(1 31 ,1 786) 
4504670 interleukin 5 (colony-stimulating factor, 

eosinophil) (IL5), mRNA /cds=(44,448) 

4504676 interleukin 7 (IL7), mRNA 

/cds=(384,917) 
4504638 interleukin 12A (natural killer cell 

stimulatory factor 1 , cytotoxic 

lymphocyte maturation factor 1, p35) 

(IL1 2A), mRNA /cds=(1 69,828) 
4504688 IMP (inosine monophosphate) 

dehydrogenase 2 (IMPDH2), mRNA 

/cds=(47,1591) 
6006032 Integrin, alpha 4 (antigen CD49D, 

alpha 4 subunit of VLA-4 receptor) 

(ITGA4), mRNA /cds=(1 1 51 ,4267) 
6006014 integrin, alpha X (antigen CD1 1 C 

(p150), alpha polypeptide) (ITGAX), 

mRNA/cds=(58,3549) 
4504776 integrin, beta 7 (ITGB7), mRNA 

/cds=(151,2547) 
4505028 teukotriene A4 hydrolase (LTA4H), 

mRNA /cds=(68,1 903) 
4505040 leukotriene C4 synthase (LTC4S), 

mRNA/cds=(96,548) 
14589948 polymerase (RNA) II (DNA directed) 

polypeptide A (220kD) (POLR2A), 

mRNA/cds={386,6298) 
4758949 ubiquitin B (UBB). mRNA 

/cds=(94,783) 
4506052 primase, polypeptide 2A (58kD) 

(PRIM2A), mRNA /cds=(87,1616) 
4506258 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/cds=(388,1854) 
4506258 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/cds=(388,1854) 
450641 8 retinoic acid receptor, alpha (RARA), 

mRNA/cds=(102,1490) 
4506648 ribosoma! protein L3 (RPL3), mRNA 

/cds=(6,1217) 
4506656 ribosomal protein L6 (RPL6), mRNA 

/cds=(26,892) 
4506658 ribosomal protein L7 (RPL7), mRNA 

/cds=(1 0,756) 
4506660 ribosomal protein 17a (RPL7A), mRNA 

/cds=(31,831) 
4506662 ribosomal protein L8 (RPL8), mRNA 

/cds=(43,816) 

4506594 ribosomal protein L11 (RPL11), mRNA 

/cds=(0,536) 
4506598 ribosomal protein L1 3 (RPL13), mRNA 

/cds=(51,686) 
14591907 ribosomal protein L23 (RPL23) 

4506606 ribosomal protein L1 8 (RPL1 8), mRNA 

7cds=(15,581) 
4506608 RuvB (E coli homolog)-like 1 

(RUVBL1), mRNA/cds=(76,1446) 
4506610 ribosomal protein L21 (gene or 

pseudogene) (RPL21), mRNA 

/cds=(33,515) 
4506612 ribosomal protein L22 (RPL22), mRNA 

/cds=(51,437) 
4506612 ribosomal protein L22 (RPL22), mRNA 

/cds=(51,437) 



PCT/US01/47856 



TTTTGAAGAAGG GAAATTC ACACTGT 
GCGTTTTGAGTATG CAAG AAG AAT 

TGTTGTGACTTTTTAGCCAGTGACTTT 
TTCTGAGCTTTTCATGGAAGTGG 

ACTTC ACAC AGACAAGTG GCTAAGTG 
TCCATTATTTAC CTTG AACAATCA 
AC AG CCAACTGGAAAG ATATAAAAGT 
TTGGGTCTGTCTCCTCTCCTTCAG 
ATTAAAGCACCAAATTCATGTACAGC 
ATGCATCACGGATCAATAGACTGT 
ATGGAAATTGTATTTGCCTTCTCCACT 
TTG GGAG GCTCCCACTTCTTGGG 
TCAGAGG GAAAGTAAATATTTC AGGC 
ATACTGACACTTTGCCAGAAAGCA 

GTGTAACACAGTGCCTTCAATAAATG 
GTATAGCAAATGTTTTGACATGAA 
TGGGACTATTACATCCACATGATACC 
TCTGATCMGTATTTTTGACATTT 



CATTCGTATGAGAAGCGGCTTTTCTG 
AAAAGGGATCCAGCACACCTCCTC 

CTTCAGACTGAACATGTACACTGGTT 
TGAG CTTAGTGAAATGACTTCCGG 

TTTAAATGTTTGTGTTAATACACATTA 
AAACATCGC AC AAAAACGATG CA 

GCAACCTTGCATCCATCTGGGCTACC 
CCACCCAAGTATACAATAAAGTCT 
TG CTGGTGGGGAAAG ACTTAAAAGTG 
GATTAAAGACCTG CGTATTGATGA 
AG GGGCGCTCGCTTCCGCATCCTAG 
TCTCTATCATTAAAGTTCTAGTGAC 
AGCTGATCCTCGGGAAGAACAAAGCT 
AAAGCTGCCTTTTGTCTGTTATTT 

CACAG GCCCATGGACTCACTTTTGTA 

ACAAACTCCTACCAACACTGACCA 

AGGAGGAGTTTCTATTAAAATCTGTC 

ACTTGAGTGATGTCATTTAAGTCC 

CCTGTGCAATAGACACATACATGTCA 

C ATTTAGCTGTGCTC AG AAGG G CT 

CCTGTGCAATAGACACATACATGTCA 
CATTTAGCTGTGCTCAGAAGGGCT 

TGCACCTGTTACTGTTGGGCTTTCCA 
CTGAGATCTACTGGATAAAGAATA 
AAGAAGGAGCTTAATGCCAGGAACA 
GATTTTGCAGTTGGTGGGGTCTCAA 
AGG GCTACCTGCGATCTGTGTTTGCT 
CTGACGAATGGAATTTATCCTCAC 
CCATGATTATTTTTCTAAGCTGGTTG 
GTTAATAAAC AGTAC CTGCTCTCA 
AAAGGCTAAAGAACTTGCCACTAAAC 
TGG GTTAAATGTACACTGTTGAGT 
GGAACCAAGACTGTGCAGGAGAAAG 
AGAACTAGTG CTGAG GG CCTCAATA 

TGGTTCCAGCAGAAGTATGATGGGAT 
C ATCCTTC CTGGC AAATAAATTCC 
TTGGTTGTTTGGTTAGTGACTGATGT 
AAAACGGTTTTCTTGTGGGGAGGT 
ATGCTGGCAGC ATTG CATG ATTCTCC 
AGTATATTTGTAAAAAATAAAAAA 
CGG GC C AG CCGAGGCTAC AAAAACT 
AACCCTG GATCCTACTCTCTTATTA 
AC CTCCCACTTTGTCTGTAC ATACTG 
GCCTCTGTGATTACATAGATCAGC 
TTCAACTAAAGCGCCACCTGCTCCAC 
CCAGAGAAGCACACTTTGTGAGAA 

TTGG AAATCATAGTCAAAGGG CTTCC 
TTGGTTCGCCACTCATTTATTTGT 
TTG G AAATCATAGTCAAAGGG CTTCC 
TTGGTTCGCCACTCATTTATTTGT 
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2033 


Table 3A 


Hs.1 84776 


NM_000984 


2034 


Table 3A 


Hs.82202 


NMJW0985 


2035 


Table 3A 


Hs.1 84582 


NM_000986 


2036 


Table 3A 


Hs.1 92760 


NMJKKJ987 


2037 


Table 3A 


Hs.1 11 611 


NM_000988 


2038 


Table 3A 


Hs.76064 


NMJXJD990 


2039 


Table 3A 


Hs.1 8401 4 


NM_000993 


2040 


Table 3A 


Hs.169793 


NM_000994 


2041 


Table 3A 


Hs.289093 


NMJJ00996 


2042 


Table 3A 


Hs.179779 


NMJ)00997 


2043 


Table 3A 


Hs.5566 


NMJ100998 


2044 


Table 3A 


Hs.300141 


NMJJ01000 


2045 


Table 3A 


Hs.1 19500 


NMJJ01004 


2046 


Table 3A 


Hs:155101 


NM_001006 


2047 


Table 3A 


HS.1B0911 


NMJK>1008 


2048 


Table 3A 


HS.76194 


NM_001009 


2049 


Table 3A 


Hs.301547 


NMJJ01011 


2050 


Table 3A 


Hs.1 82740 


NMJJ01015 


2051 


Table 3A 


Hs.165590 


NM_001017 


2052 


Table 3A 


Hs.80617 


NMJJ01020 


2053 


Table 3A 


Hs.5174 


NM__001021 


2054 


Table 3A 


. HS.298262 


NM_001022 


2055 


Table 3A 


Hs.1 82979 


NM_001024 


2056 


Table 3A 


Hs.182979 


NM_001024 


2057 


Table 3A 


Hs.251664 


NM_001025 


2058 


Table 3A 


Hs.180450 


NM_001026 


2059 


Table 3A 


Hs.1 13029 


NM.001028 


2060 


Table 3A 


Hs.539 


NM_001032 


2061 


Table 3A 


Hs.2934 


NMJW1033 


2062 


Table 3A 


HS.172129 


NMJ)01046 


2063 


Table 3A 


Hs.256278 


NM.001066 


2064 


literature 


ns. i ooo^t-o 


mm nmnfi7 


2065 


Table 3A 


Hs.75248 


NMJ301068 


2066 


Table 3A 


Hs.174140 


NM_001096 


2067 


Table 3A 


Hs.288061 


NMJK)1101 


2068 


db mining 


Hs. 150402 


NM_001105 



Table 8 

4506614 ribosomal protein L23a (RPL23A), 

mRNA /cds=(23,493) 
1 4591 906 ribosomal protein L1 7 (RPL1 7), mRNA 

/cds={286,840) 
4506618 ribosomal protein L24 (RPL24), mRNA 

/cds=(39,512) 
4506620 kinesin family member 5A (KIF5A), 

mRNA/cds=(148,3246) 
4506622 ribosomal protein L27 (RPL27), mRNA 

/cds=(17,427) 
14141189 ribosomal protein L27a (RPL27A), 

mRNA/cds=(22,468) 
4506632 ribosomal protein L31 (RPL31), mRNA 

/cds=(7,3B4) 
4506634 ribosomal protein L32 (RPL32), mRNA 

/cds=(34,441) 
4506638 cDNA FLJ1 1 509 fis, clone 

HEMBA1002166 /cds=UNKNOWN 
4506640 ribosomal protein L37 (RPL37), mRNA 

/cds=(28,321) 
4506642 ribosomal protein L37a (RPL37A), 

mRNA /cds=(1 7,295) 
4506646 cDNA FLJ14163 fis, clone 

NT2RP1000409 /cds=UN KNOWN 
4506670 ribosomal protein, large P2 (RPLP2), 

mRNA/cds=(74,421) 

4506722 mRNA for KIAA1578 protein, partial 

cds/cds={0,3608) 
4506726 ribosomal protein S4, Y-Iinked 
(RPS4Y), mRNA /cds=(1 2,803) 
13904869 ribosomal protein S5 (RPS5). mRNA 

/cds=(53,667) 
4506740 ribosomal protein S7 (RPS7), mRNA 

/cds=(81,665) 
14277698 ribosomal protein S1 1 (RPS1 1 ), mRNA 

/cds=(33,509) 
14591910 ribosomal protein S13 (RPS13), mRNA 
/cds=(32,487) 

14591912 ribosomal protein S16 (RPS16), mRNA 
/cds=(52,492) 

14591913 ribosomal protein S17 (RPS17), mRNA 
/cds=(25,432) 

14591914 ribosomal protein S19 (RPS19), mRNA 
/cds=(69,506) 

14670385 cDNA: FLJ22838 fis, clone KAIA4494, 
highly similar to HUML12A ribosomal 
protein L12 mRNA /cds=UNKNOWN 

14670385 cDNA: FLJ22838 fis, clone KAIA4494, 
highly similar to HUML12A ribosomal 
protein L12 mRNA /cds=UNKNOWN 

14790142 DNA for insulin-like growth factor II 

(IGF-2); exon 7 and additional ORF 

/cds=(0,233) 
1 491 6502 ribosomal protein S24 (RPS24), 

transcript variant 1 , mRNA 

/cds=(37,429) 
1 4591 91 6 ribosomal protein S25 (RPS25), m RNA 

/cds=(63,440) 
13904868 ribosomal protein S29 (RPS29), mRNA 

/cds=(30,200) 
4506748 ribonucleotide reductase M1 

polypeptide (RRM1), mRNA 

/cds=(1 87,2565) 
4506974 cDNA: FLJ21409 fis, clone COL03924 

/cds=UNKNOWN 
4507576 tumor necrosis factor receptor 

superfamiiy, member 1B (TNFRSF1B), 

mRNA /cds=(89,1474) 
4507632 topoisomerase (DNA) II alpha (170kD) 

(TOP2A), mRNA/cds=(36,4631) 

1 1225253 topoisomerase (DNA) II beta (180kD) 

(TOP2B), mRNA/cds=(0,4865) 
4501 864 ATP citrate lyase (ACLY), mRNA 

/cds=(84,340l) 
5016088 actin, beta (ACTB), mRNA 

/cds=(73,1200) 
1 0862690 acth/in A receptor, type I (ACVR1), 
mRNA /cds={340, 1869) 



1 CCTGATGGAGAGAAGAAGGCATATGT 

TCGACTGGCTCCTGATTACGATGC 
1 CAGAAGAAACTGAAGAAACAAAAACT 

TATGGC AC GGGAGTAAATTCAGCA 
1 GTTTCAG CTCCCCGAGTTGGTGGAAA 

ACGCTAAACTGG C AG ATTAGATTT 
1 CTC CTGTTGGGTAAGGGTGTTGAGTG 

TGACTTGTGCTGAAAACCTGGTTC 
1 GA ACAA GTGGTTCTTCCAGAAACTGC 

GGTTTTAGATGCTTTGTnTGATC 
1 GGCTTGAAGCC ACATG GAGG G AGTT 

TCATTAAATGCTAACTACTTTTAAA 
1 ATCTACAGACAGTCAATGTGGATGAG 

AACTAATCGCTGATCAAATAACGT 
1 GCGCAGTGAAGAAAATGAGTAGGCA 

GCTCATGTGCACGTTTTCTGTTTAA 
1 CAATCTTCCTGCTAAGGCCATTGGAC 

ACAGAATCCG AGTGATG CTGTACC 
1 GGCAGCTGTTGCAGCATCCAGTTCAT 

CTTAAGAATGTCAACGATTAGTCA 
1 AGACGCTCCTCTACTCTTTGGAGACA 

TCACTGGCCTATAATAAATGG GTT 
1 TCTGTTATG AACACGTTG GTTGG CTG 

GATTCAGTAATAAATATGTAAGGC 
1 TGAGAAGAAGGAGGAGTCTGAAGAG • 

TCAGATGATGACATGGGATTTGGCC 

1 GCTAAAGTTGAACGAGCTGATGGATA 

TGAAC CACCAGTCCAAG AATCTGT 
1 GCTGGCCACCAAACAGAGCAGTGGC 

TAAATTGCAGTAGCAGCATATCTTT 
1 GCCAAGTCCAACCGCTGATTTTCCCA 

GCTGCTGCCCAATAAACCTGTCTG 
1 TGGTGTCTATAAGAAGCTCACGGGCA 

AG GATGTTAATTTTGAATTCCCAG 
1 AGGCTGGACATCGGCCCGCTCCCCA 

CAATGAAATAAAGTTATTTTCTCAT 
1 CATCTACAGCCTCTGCCCTGGTCGCA 

TAAATTTGTCTGTGTACTCAAGCA 
1 CTACCAGAAATCCTACCGATAAGCCC 

ATCGTGACTCAAAACTCACTTGTA 
1 CTCG GGGACCTGTTTGAATTTTTTCT 

GTAGTGCTGTATTATTTTCAATAA 
1 GCTGCCAACAAGAAGCATTAGAACAA . 

ACCATGCTGGGTTAATAAATTGCC 
1 GATGGCATCGTCTCAAAGAACTTTTG 

ACTGG AG AGAATCACAG ATGTG G A 



1 GATGGCATCGTCTCAAAGAACTTTTG 
ACTG G AGAGAATCACAGATGTGG A 



1 CC AATGTTTCTCTTTTG G CCCTATACA 
AAGGCAAGAAGGAAAGACCAAGA 

1 CTGGCAAAAAGCCGAAGGAGTAAAG 
GTGCTGCAATGATGTTAGCTGTGGC 

1 TGGTGAAGATGCATGAATAGGTCCAA 
CCAGCTGTACATTTGGAAAAATAA 

1 GCCAGTGTTTCCGTCAGTACGCGAA 
GGATATCGGTTTCATTAAGTTGGAC 

1 GAGTGATAACTCATGAGAAGTACTGA 
TAG G ACCTTTATCTGGATATGGTC 

1 GGTGATTCTTCTCTGTTGAACTGAAG 
TTTGTGAGAGTAGTTTTCCTTTGC 

1 TGTGTGTTGATCCCAAGACAATGAAA 
GTTTGCACTGTATGCTGGACGGCA 

1 GGGGAAGGTGTTTTTAGTACAAGACA 
TCAAAGTGAAGTAAAGCCCAAGTG 

1 AG GAAAAC ATCCAAAAC AACAAGC AA 

GAAAC CGAAG AAGACATCTTTTGA 
1 AGCTG CC ACCTC AGTCTCTTCTCTGT 

ATTATCATAGTCTGGTTTAAATAA 
1 GGAGGCAGCCAGGGCTTACCTGTAC 

ACTGACTTGAGACCAGTTGAATAAA 
1 AGCAAAGATTTCAGTAGAATTTTAGT 

CCTGAACGCTACGGGGAAAATGCA 
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Hs.1 72028 NM 001110 



4557250 a disintegrin and metailoproteinase 
domain 10 (ADAM10), mRNA 
/cds=(469,2715) 

Hs.7957 NM_001111 7669471 adenosine deaminase. RNA-specific 

(ADAR), transcript variant ADAR-a, 
mRNA /cds=(1 87,3867) 
4557254 adenylate cyclase 7 (ADCY7), mRNA 

/cds=K265,3507) 
4557260 adipose differentiation-related protein 
(ADFP), mRNA/cds=(0,1313) 



Hs.172199 NM_001114 
Hs.3416 NM_Q01122 



Hs.394 NM_O01124 
Hs.278398 NM.O01151 



Hs.300711 NMJW1154 

Hs.300711 NM_001154 

Hs.1 18796 NMJX)1155 

Hs.75510 NM_001157 

Hs.14142 NM_001161 

Hs.289107 NM_O01166 

Hs.83656 NMJ301175 

Hs.74515 NMJJ01178 

Hs.6551 NMJ)01183 

Hs.77613 NM_001184 

Hs.2556 NM_O01192 

Hs.158303 NM_O01198 

Hs.87223 NMJXH203 

Hs.53250 NMJJ01204 

Hs.1 01 025 NM_O01207 

Hs.32124? NM_O01225 

Hs.1 9949 NMJ)01228 

Hs.514 NMJ)01239 

Hs.180841 NM_001242 

Hs.1314 NM_O01243 

Hs.1313 NMJD01244 

Hs.25648 NM_001250 

Hs.99899 NM 001252 



4501944 adrenomedullin (ADM), mRNA 
/cds=(156,713) 

4502096 DNA sequence from clone RP1- 

202D23 on chromosome 6q14.1-1 5 
Contains part of the gene for N- 
acetytglucosamlne-phosphate mutase, 
part of a gene for a novel protein, ESTs, 
STSs and GSSs /cds=(0,5916) 

4809273 annexin A5 (ANXA5), mRNA 
/cds=(1 92,1 154) 

4809273 annexin A5 (ANXA5), mRNA 
/cds=(192,H54) 

4809274 annexin A6 (ANXA6), transcript variant 
1,mRNA/cds=(170,2191) 

455731 6 annexin A1 1 (ANXA1 1), mRNA 

/cds=(178,1695). 
4502124 nudix (nucleoside diphosphate linked 

moiety X)-type motif 2 (NUDT2), mRNA 

/cds={174,617) 
1 08801 27 baculoviral IAP repeat-containing 2 

(BIRC2), mRNA /cds=(1 159,3015) 
1 0835001 Rho GDP dissociation inhibitor (GDI) 

beta (ARHGDIB), mRNA" 

/cds=(1 52,757) 
4502232 aryl hydrocarbon receptor nuclear 

translocator-like (ARNTL), mRNA 

/cds=(145,1896) 
4557340 ATPase, H+ transporting, lysosomal 

(vacuolar proton pump), subunit 1 

(ATP6S1), mRNA /cds=(1 353,21 98) 
4502324 ataxia telangiectasia and Rad3 related 

(ATR), mRNA /cds=(79,8013) 
4507572 tumor necrosis factor receptor 

superfamily, member 17 (TNFRSF17), 

mRNA/cds=(218,772) 
4557362 PR domain containing 1 , with ZNF 

domain (PRDM1), mRNA 

/cds=(223,2592) 
4502430 bone morphogenetic protein receptor, 

type IB (BMPR1B), mRNA 

/cds=(273.1781) 
4755129 bone morphogenetic protein receptor, 

type II (serine/threonine kinase) 

(BMPR2), mRNA/cds=(408,3524) 
4502464 basic transcription factor 3 (BTF3), 

mRNA/cds=(0,476) 
4502576 mRNA; cDNA DKFZp586A181 (from 

clone DKF2p586A181); partial cds 

/cds=(0,314) 
4502582 mRNA for MAC H-alpha-1 protein 

/cds=(291,1730) 
4502622 cyclin H (CCNH), mRNA 

/cds=(60,1031) 
4507586 tumor necrosis factor receptor 

superfamily, member 7 (TNFRSF7), 

mRNA /cds=(1 00,882) 
4507588 tumor necrosis factor receptor 

superfamily, member 8 (TNFRSF8), 

mRNA/cds=(222,2009) 
4507606 tumor necrosis factor (ligand) 

superfamily, member 8 (TNFSF8), 

mRNA /cds=(1 14,818) 
4507580 tumor necrosis factor receptor 

superfamily, member 5 (TNFRSF5), 

mRNA /cds=(47,880) 
4507604 tumor necrosis factor (ligand) 

superfamily, member 7 (TNFSF7), 

mRNA /cds=(1 37,71 8) 



PCT/US01 747856 



1 TGGTGGTATTCAGTGGTCCAGGATTC 
TGTAATGCTTTACACAGGCAGTTT 

1 TGCTTTTATGTGTCCCTTGATAACAGT 
GACTTAACAATATACATTCCTCA 

1 TTGTTTCAAAATG CTGTTTCATTTTTA 
TAAAGTACCAGTGTTTAGCTGCT 

1 AGAGATGG AC AAGAG CAGC C AGG AG 
ACCCAGCGATCTGAGCATAAAACTC 

1 TGAAAGAGAAAGACTGATTACCTCCT 
GTGTGGAAGAAGGAAACACC GAGT 

1 GGAATACCTCAGAAGAGATGCTTCAT 
TGAGTGTTCATTAAACCACACATG 



ACCATGATACTTTAATTAGAAGCTTAG 

C CTTG AAATTGTGAACTCTTGG A 

ACCATGATACTTTAATTAGAAGCTTAG 

C CTTG AAATTGTGAACTCTTGG A 

G CCTCTGCCCTGGTTTGGCTATGTC A 

GATCCAATAAACATCCTGAACCTC 

TGCCTTTTCTACC CCATCCCTCACAG 

CCTCTTGCTGCTAAAATAGATGTT 

GGCCAGGCCCAAGTAAGTGTACCTT 

GTACTTTATAAATAAACCTCAAGCA 

GCCGAATTGTCTTTGGTGCTTTTCAC 
TTGTGTTTTAAAATAAG GATTTTT 
CCCCTGCCAGAGGGAGTTCTTCTTTT 
GTGAGAGACACTGTAAACGACACA 

AGAAGTCCCCCATGTGGATATTTCTT- 
ATACTAATTGTATCATAAAGCCGT 

GGGCAGGAGCATGGGGTGCTTGGTT 
GTTTCCTTCCTAATAAAATAAACGC 

ATGCATTTGGTATGAATCTGTGGTTG 
TATCTGTTCAATTCTAAAGTACAA 
TTCTCTAGGTTACTGTTGGGAGCTTA 
ATGGTAGAAACTTCCTTGGTTTCA 

CCTCCCAGCAACCCACTACCTCTGGT 
ACCTGTAAAGGTCAAACAAGAAAC 

CCGTGTCTGTTTGTAGGCGGAGAAAC 
CGTTGGGTAACTTGTTCAAGATAT 

TGAGGGTGAGGGCAGGCTGAGGCAA 
CGAGTGGGAGGTTCAAACAAGAGTG 

CCCAAACAATCTGTGGATGGAAAAGC 
ACCACTTGCTACTGGAGAGGATGA 
AATCAACTTCAAGGAGCACCTTCATT 
AGTAC AG CTTGC ATATTTAACATT 

AGGCGATGATATTCTCACCATCCTGA 

CTGAAGTGAACTATGAAGTAAGCA 

TGACGACCTGGTAGAATCTCTCTAAC 

CATTTGAAGTTGATTTCTCAATGC 

GCTGCGAAAGAC CCACATG CTACAA 

GACGGGCAAAATAAAGTGACAGATG 

CGCCCATGATGG GAGGG ATTGACAT . 
GTTTCAACAAAATAATGCACTTCCT 

TCTTTCAGATAGCAGGCAGGGAAGCA 
ATGTAGTGTGGTGGGCAGAGCCCC 

CAG G AGG ATGG CAAAG AG AGTCG C A 
TCTCAGTGCAGGAGAGACAGTGAGG 

G G GG GTAGTG GTG GC AGG ACAAGAG 
AAGGCATTGAGCTTTTTCTTTCATT 
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2098 db mining Hs.76688 NMJJ01266 



2099 Table 3A 

2100 literature 

2101 db mining 

2102 Table 3A 

2103 Table 3A 

2104 Table 3A 

2105 Table 3A 

2106 Table 3A 

2107 Table 3A 

2108 Table 3A 



2110 Table 3A 

2111 Table 3A 

2112 Table 3A 

2113 Table 3A 

2114 Table 3A 

2115 Table 3A 

2116 Table 3A 

2117 Table 3A 

2118 Table 3A 

2119 Table 3A 

2120 Table 3A 

2121 Table 3A 

2122 Table 3A 

2123 Table 3A 

2124 Table 3A 

2125 Table 3A 

2126 Table 3A 



Hs.22670 NM_001270 



Hs.20295 NM_001274 



Table 8 

7262373 caiboxylesterase 1 

{monocyte/macrophage serine esterase 
1) (CES1), mRNA/cds=(67,1767) 

4557446 chromodomain helicase DNA binding 

protein 1 (CHD1), mRNA 

/cds={163,5292) 
4502802 CHK1 (checkpoint, S.pombe) homolog 

(CHEK1), mRNA/cds=(34,1464) 



Hs.306440 NM_001278 4502842 

Hs.301921 NrVIJ)01295 4502630 

Hs.285313 NM_001300 9961346 

Hs.90073 NM_001316 4503072 

Hs.82890 NM_001344 4503252 

Hs.172690 NMJX)1345 11415023 

Hs.301305 NM_001352 4503262 

Hs.306098 NMJX)1353 5453542 



2109 Table 3A Hs.74578 NM_001357 13514819 



Hs.4747 NM_001363 

Hs.77462 NM_001379 

Hs.154210 NMJJ01400 

Hs.274466 NM_001403 

Hs.2186 NIVL001404 

Hs.129673 NMJ)01416 

Hs.93379 NM_001417 

Hs.183684 NM_00141B 

HS.229533 NMJJ01420 

Hs.151139 NMJD01421 

Hs.79368 NM_001423 

Hs.9999 NM_001425 

Hs.254105 NM_001428 

Hs.t 15263 NM_001432 

HS:99853 NM_001436 

Hs.1 53179 NM_001444 

Hs.14845 NM 001455 



4503336 
4503350 
13027635 



mRNA; cONA DKFZp566L084 (from 

clone DKFZp566L084) 

/cds=UNKNOWN 

chemokine (C-C motif) receptor 1 

(CCR1), mRNA /cds=(62,1 129) 

core promoter element binding protein 

(COPEB) 

chromosome segregation 1 (yeast 
homologate (CSE1L), mRNA 
/cds=(l 23,3038) 

defender against cell death 1 (DAD1), 
mRNA/cds=(66,407) 
diacylglycerol kinase, alpha (80kD) 
(DGKA), mRNA /cds=(1 03,2310) 
Homo sapiens, clone MGC: 13202 
IMAGE:3677636, mRNA, complete cds 
/cds=(366,2330) 

aldo-keto reductase family 1, member 
C1 (dihydrodlol dehydrogenase 1; 20- 
alpha (3-atpha)-hydroxysteroid 
dehydrogenase) (AKR1C1), mRNA 
/cds=(6,977) 

DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 9 (RNA helicase A, nuclear 
DNA helicase II; leukophysin) (DDX9), 
transcript variant 1. mRNA 
/cds=(80 T 3919) 

dyskeratosis congenita 1, dyskerin 
(DKC1), mRNA/cds=(92,1636) 
DNA (cytosine-5-)-methyltransferase 1 
(DNMT1), mRNA /cds=(237,5087) 
endothelial differentiation, sphingoiipid 
G-protein-coupled receptor, 1 (EDG1), 
mRNA/cds=(243,1391) 



4503472 eukaryotic translation elongation factor 

1 alpha 1-like 14 (EEF1A1L14), mRNA 

/cds=(620,1816) 
4503480 Homo sapiens, eukaryotic translation 

elongation factor 1 gamma, clone 

MGC:4501 IMAGE:2964623, mRNA, 

complete cds /cds=(2278,3231) 
4503528 eukaryotic translation initiation factor 

4A, isoform 1 (EIF4A1), mRNA 

/cds=(16.1236) 
4503532 eukaryotic translation initiation factor 

4B (EIF4B), mRNA/cds=(0,1835) 
4503538 eukaryotic translation initiation factor 4 

gamma, 2 (EIF4G2), mRNA 

/cds=(306,3029) 
5231299 Ol06d12.s1 cDNA, 3" end 

fclone=IMAGE: 1522679 /clone_end=3' 

4503554 • E74-like factor 4 (ets domain 

transcription factor) (ELF4), mRNA 

/Cds=(382,2373) 
4503558 epithelial membrane protein 1 (EMP1), 

mRNA /cds=(21 8,691) 
4503562 epithelial membrane protein 3 (EMP3), 

mRNA /cds=(241 ,732) 
4503570 enolase 1 , (alpha) (EN01), mRNA 

/cds=(94,1398) 
4557566 epiregulin (EREG), mRNA 

/cds=(166,675) 
1 2056464 fibrillarin (FBL), mRNA /cds=(59,1024) 

4557580 fatty acid binding protein 5 (psoriasis- 
associated) (FABP5), mRNA 
/cds=(48,455) 

4503738 forkhead box 03A (FOX03A). mRNA 
/Cds=(924,2945) 



PCT/US01/47856 



GCCATGAAGGAGCAAGTTTTGTATTT 
GTG ACCTCAGCTTTG G G AATAAAG 



1 GCTACTTGTTTACATTGTACACTGCG 
ACC AC CTTGCCG CTTTTCATCACA 

1 ACCAAGTTTCAGGGGACATGAGTTTT 
CCAG CTTTTATAC AC ACGTATCTC 

1 GGCAAATGAGGAACAGGGCAATAGT 
ATGATGAATCTTGATTGGAGTTGGT 

1 TGTTCTTCATCTAAGCCTTCTGGTTTT 
ATGGGTCAGAGTTCCGACTGCCA 

1 TATACCATGAGATGAGATGACCACCA 
ATCATTTCCTTGGGGGGAGGGGGT 

1 CCTAGGAAATCACAGGCTTCTGAGCA 
CAGCTGCATTAAAACAAAGGAAGT 

1 AAATGTAACCTTTTGCTTTC CAAATTA 
AAGAACTCCATGCCACTCCTCAA 

1 ACACACATACACACACCCCAAAACAC 
ATACATTGAAAGTGCCTCATCTGA 

1 GACCCTATCCTCCCACCGCCTCCGTT 
AACAC GATCCTG AATAAATCTTGA 

1 ACAG CAAAGCCCATTGGCCAGAAAG 
GAAAGACAATAATTTTG 1 1 1 1 1 I C A 



1 AAGGAGTAAAGATTTG CCTTTAAATA 
ACTTGGTATrTTCCTGGCTTTCGT 



GGCCTCGTTTACTTTTAAAAAATGAAA 

TTGTTCATTGCTGGGAGAAGAAT 

TCAACTAATGATTTAGTGATCAAATTG 

TGCA6TACTTTGTGCATTCTGGA 

TAGGTTTCTGACTTTTGTGGATCATTT 

TGCACATAGCTTTATCAACTTTT 



AAATCAGTACTTTTTAATGGAAACAAC 
TTGACCCCCAAATTTGTCACAGA 

AGATCTTCAAGTGAACATCTCTTGCC . 
ATCACCTAGCTGCCTGCACCTGCC 



1 CAGGAGGGGGGAGGGAAGGGAGCC 
AAGGGATGGACATCTTGTCA I I 1 1 1 1 

1 GCAAGTATGCTGCTCTCTCTGTTGAT 
GGTGAAGATGAAAATGAGGGAGAA 

1 TTGTG GGTGTGAAACAAATGGTGAGA 
ATTTGAATTGGTCCCTCCTATTAT 

1 AAAGG GAAAAAGACCTCGTGGAGAAT 
TTTTACTGGGGATTCTTGAACTTG 

1 AAATGTATTTACTATGCGTGTTTCCAG 
CAGTTGGCATTAAAGTG CCTTTT 

1 ATTTGCATTACTCTGGTGGATTGTTCT 

AGTACTGTATTGGGCTTCTTCGT 
1 GAGGAGGTCTCTTCTATGCCACCGG 

CCTCTGCCAGCTTTGCACCAGCGTG 
1 GCTAGATCCCCGGTGGTTTTGTGCTC 

AAAATAAAAAGCCTCAGTGACCCA 
- 1 TTTGAAGAGCCATTTTGGTAAACGGT 

TTTTATTAAAGATG CTATGG AAC A 
1 GTC AG GATTG CG AGAG ATGTGTGTTG 

ATACTGTTGCACGTGTGTTTTTCT 
1 CATGC AGCTATTTCAAAGTGTGTTG G 

ATTAATTAGGATCATCCCTTTGGT 

1 TAATGGCCCCTTACCCTGGGTGAAGC 
ACTTACCCTTGGAACAGAACTCTA 
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Table 8 

2127 Table 3A Hs.428 NM_O01459 4503750 fms-related tyrosine kinase 3 ligand 

(FLT3LG), mRNA/cds=(92,799) 

2128 Table 3A Hs.99855 NM_001462 4503780 formyl peptide receptor-like 1 (FPRL1), 

mRNA/cds=(772 l 1827) 

2129 Table 3A Hs.58435 NMJ501465 4503820 FYN-binding protein (FYB-1 20/130) 

(FYB), mRNA /cds=(30,2381) 

2130 Table 3A Hs.1 97345 NM_001469 4503840 thyroid autoantigen 70kD (Ku antigen) 

(G22P1), mRNA /cds=(17,1 846) 

2131 Table 3A Hs.56845 NM_001494 6598322 GDP dissociation inhibitor 2 (GDI2), 

mRNA/cds=(152,1489) 

2132 Table 3A Hs.272529 NM_001503 4504088 glycosylphosphatidylinositol specific 

phospholipase D1 (GPLD1), mRNA 
/cds=(32,2557) 

2133 literature Hs.191356 NMJ)01515 6681761 general transcription factor IIH, 

polypeptide 2 (44kD subunit) (GTF2H2), 
mRNA /cds=(0,1 1 87) 

2134 literature Hs.90304 NM_001516 4504198 general transcription factor IIH, 

polypeptide 3 (34kD subunit) (GTF2H3), 
mRNA/cds=(0,911) 

2135 literature Hs.102910 NMJX)1517 4504200 general transcription factor IIH, 

polypeptide 4 (52kD subunit) (GTF2H4), 
mRNA/cds=(127,1515) 

2136 Table 3A Hs.1 97540 NMJ)01530 4504384 hypoxia-Inducible factor 1 , alpha 

subunit (basic helix-loop-helix 
transcription factor) (HIF1A), mRNA 
/cds=(264,2744) 

2137 Table 3A Hs.235887 NMJJ01535 4504494 HMT1 (hnRNP methyltransferase, S. 

cerevisiae)-like 1 (HRMT1L1), mRNA 
/cds=(165,1466) 

2138 Table 3A Hs.94 NM_001539 4504510 heat shock protein. DNAJ-like 2 

(HSJ2), mRNA /cds=(82, 1275) 

2139 Table 3A. Hs.20315 NM_0D1548 4504584 interferon-induced protein with * 

tetratricopeptide repeats 1 (IFIT1), 
mRNA /cds=(64,1 500) 

2140 Table 3A Hs.1 81 874 NM_001549 4504586 interferon-induced protein with 

tetratricopeptide repeats 4 (IFIT4), 
mRNA /cds=(61, 1533) 

2141 Table 3A Hs.7879 NM_001550 4504606 interferon-related developmental 

regulator 1 (IFRD1), mRNA 
/cds=(219,1580) 

2142 Table 3A Hs.239189 NMJD01551 4557662 glutaminase (GLS), mRNA 

/Cds=(19,2028) 

2143 db mining Hs.846 NMJD01557 4504682 interleukin 8 receptor, beta (IL8RB), 

mRNA/cds=(408,1490) 

2144 Table 3A Hs.327 NM_001558 4504632 interleukin 10 receptor, alpha (I L10RA), 

mRNA /cds=(61 ,1797) 

2145 literature Hs.73895 NM_001561 5730094 tumor necrosis factor receptor 

superfamily, member 9 (TNFRSF9), 
mRNA /cds=(1 39,906) 

2146 Table 3A Hs.83077 NM_001562 4504652 Interleukin 18 (interferorvgamma- 

inductng factor) (IL18), mRNA 
/cds=(177,758) 

2147 Table 3A Hs.107153 NM 001564 4504694 inhibitor of growth family, member 1- 

like (ING1L), mRNA Jcds=(91 ,933) 

2148 Table 3A Hs.2248 NMJJ01565 4504700 small inducible cytokine subfamily B 

(Cys-X-Cys), member 10 (SCYB10), 
mRNA/cds=(66,362) 

2149 Table 3A Hs.32944 NM_001568 4504704 inositol polyphosphate-4-phosphatase, 

type 1, 107kD (INPP4A), transcript 
variant b, mRNA /cds=(294,31 58) 

2150 Table 3A Hs.106673 NM_001568 4503520 eukaryotic translation initiation factor 3. 

subunit 6 (48kD) (EIF3S6), mRNA 
/Cds=(22,1359) 

2151" Table 3A Hs.14376 NM_001614 11038618 actin, gamma 1 (ACTG1), mRNA 

/cds=(74,1201) 

2152 Table 3A Hs.63636 NM_001619 6138971 adrenergic, beta, receptor kinase 1 

(ADRBK1), mRNA/cds=(85,2154) 

2153 Table 3A Hs.170087 NMJJ01621 5016091 aryl hydrocarbon receptor (AHR), 
. . . . - . mRNA/cds=(643,3189) 

2154 Table 3A Hs.75313 NM_001628 4502048 aldo-keto reductase family 1, member 

B1 (aldose reductase) (AKR1B1), 
mRNA /cds={45,995) 

2155 Table 3A Hs.100194 NMJJ01629 4502058 arachidonate 5-lipoxygenase-activating 

protein (ALOX5AP), mRNA 
/cds=(30,515) 

2156 Table 3A Hs.262476 NM_001634 5209326 S-adenosylmethionine decarboxylase 1 

(AMD1), mRNA /cds={320,1324) 

2157 Table 3A Hs.82542 NMJJ01637 4502114 acyloxyacyl hydrolase (neutrophIO 

(AOAH), mRNA /cds=(274,2001) 



AAGGCCTCATCCTGG GGAGGATACG 
TAGG CACAC AGAGGG GAGTCAC CAG 

TGGG GTAAGTGGAGTTGGGAAATAC 
AAGAAGAGAAAGACCAGTGGGGATT 
ACCTAG CGG ACAATG ATGGAGAG AT 
CTATG ATGATATTGCTGATGG CTG C 
GTG ATGGTGTAGCCCTCCCACTTTG C 
TGTTCCTTACTTTACTGCCTGAAT 

GCCTCTACTTCTGTCTCAAAATGGCT 
C CAAATGATTTCTGTACTGC AAAA 
TCTCCTTCCACAGTTTATTTCCTCGCT 
TCCTTTGCATCTAAACCTTTCTT 

AC ACTGTTGCCCTG GCTGTATTCATA 
AGATTCCAGCTCCTTCAGGTGTTT 

GTCAATATTCTGCAATTTCAGCCCCA 
TTTGTACTAC GTGCG AGACAGCCT 

GGCGGGACTGGGCGGGGCGGGGCA 
TCAGAACTCAGGTGTTTTTTATTTAC 

TTCCTTTTGCTCTTTGTGGTTGGATCT 
AACACTAACTGTATTGTTTTGTT 



ACGTCTTCCAAATAAATTATGTGTTG 
GTGCCATCGCACATGCTCAATAAA 

AGGTGGTGTTCAGTGTCAGACCTCTT 
AATGGCCAGTGAATAACACTCACT 
CT G AGACTGG CTGCTGACTTTGAGAA 
CTCTGTGAGACAAGGTCCTTAGG C 

GCAGGGAAGCTTTGCATGTTGCTCTA 
AGGTACA 1 1 1 1 IAAAGAGTTGTTT 

CGAACC AAAG CTAGAAGCAAATGTCG 
AGATAAGAGAGCAGATGTTGGAGA 

GGAAGGAAAAGAGTGCTGAGAAATG 
GCTCTGTATAATCTATGGCTATCCG 
ACC AAGG CTAGAACCACCTGCCTATA 
1 1 I I I I GTTAAATGATTTCATTCA 
CCTCTGCCAAAGTACTCTTAGGTGCC 
AGTCTGGTAACTGAACTCCCTCTG 
AAAATAATGCACCACTTTTMCAGAA 
CAGACAGATGAGGACAGAGCTGGT 

GAATTGGGG G ATAGATCTATAATGTT 
C ACTGTTCAAAAC G AAGACTAG CT 

CC GTTTGCTTTCAGAAAATGTTTTAG 
GGTAAATGCATAAGACTATGCAAT 
CCCAAATTCTTTCAGTGGCTACCTAC 
ATACAATTCCAAACACATACAGGA 

AAATTAATAA GTC AC AAGAAAAAC AAA 
AGT6CCAGAAGATGTCCAGCCAC 



AGAGGCTCCTAACTGGGCAACTCAA 
GATTCTG GCTTCTACTGAAG AACC A 

GGTTTTCTACTGTTATGTGAGAACATT 
AGGCCCCAGCAACACGTCATTGT 
CAGCTTCTGCCACTTCC CAGGTAAGC 
AGGAGGAGGTGCCAACAGTGTTAG 
ACCATTTTTGTTACTCTCTTCCACATG 
TTACTGG ATAAATTGTTTAGTGG 
GTGCCACTAACGGTTGAGTTTTGACT 
GCTTG GAACTGG AATCCTTTC AGC 

TCTCCACCACCATCTCCCCTCTACTT 
CTCATTTCCTAACTCTCTG CTGAA 

GGTGTTGGACTTAAATCAGTTGAAAT 
GTATTTCTGTACCACAATTTACGC 
CCCTTCCGCTGTTCCTGAAATAACCT 
TTCATAAAGTGCTTTGGGTGCCAT 
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2158 Table 3A 

2159 literature 

2160 Table 3A 

2161 Table 3A 

2162 literature 

2163 literature 

2164 Table 3A 

2165 Table 3A 

2166 Table 3A 

2167 Table 3A 

2168 Table 3A 

2169 Table 3A 

2170 Table 3A 

2171 Table 3A 

2172 Table 3A 

2173 Table 3A 

2174 db mining 

2175 literature 

2176 literature 

2177 Table 3A 

2178 db mining 

2179 Table 3A 

2180 Table 3A 

2181 Table 3A 

2182 Table 3A 

2183 Table 3A 

2184 Table 3A 

2185 Table 3A 

2186 Table 3A 



Hs.73722 NM_001641 4502136 

Hs.288650 NM_001650 4755123 

Hs.792 NM_001656 4502196 

Hs.270833 NM_001657 4502198 

Hs.74571 NMJJ01658 

Hs.183153 NM_001661 

Hs.77273 NM_001664 

Hs.3109 NMJ>01666 

Hs. 181 243 NM.001675 

Hs.76941 NMJJ01679 

Hs.73851 NM_001685 

Hs.8110 NMJJ01686 

Hs.81634 NM_001688 



4502206 
10835048 
11386132 
4502264 

4502280 

4502292 

4502294 

4502298 



Hs.1697 NM.001693 4502310 

Hs.86905 NM_001695 4502314 

Hs.76572 NM_001697 4502302 

Hs.155024 NM_001706 4502382 

HS.2243 NM_001715 4502412 

Hs.113916 NM_001716 14589867 

Hs.77054 NNL.001731 4502472 

Hs.263812 NM_001736 4502508 

Hs.182278 NM_001743 4502548 

Hs.155560 NM_001746 10716562 

Hs.76288 NMJ)01748 1240B645 

Hs.279607 NM_001750 5729759 

Hs.179881 NMJJ01755 13124872 

Hs.75586 NM_001759 4502616 

Hs.83173 NM_001760 4502618 

Hs.1973 NM 001761 4502620 



Table 8 

APEX nuclease (multifunctional DNA 
repair enzyme) (APEX), mRNA 
/cds=(205,1161) 

aquaporin 4 (AQP4), transcript variant 
a, mRNA /cds=(39,1 010) 
ADP-ribosylation factor domain protein 
1,64kD(ARFD1), mRNA 
/cds=(22,1746) 

amphiregulin (schwannoma-derived 
growth factor) (AREG), mRNA 
/cds=(209,967) 

ADP-ribosylation factor 1 (ARF1), 
mRNA/cds=(75,620) 
ADP-ribosylation factor 4-Iike (ARF4L). 
mRNA /cds=(1 56,761) 
ras homolog gene family, member A 
(ARHA), mRNA;cds=(151,732) 
Rho GTPase activating protein 4 
(ARHGAP4), mRNA/cds=(42,2882) 
activating transcription factor 4 (tax- 
responsive enhancer element B67) 
(ATF4), mRNA/cds=(881,1936) 
ATPase, Na+/K+ transporting, beta 3 
polypeptide (ATP1 B3), mRNA 
/cds=(0,839) 

ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit F6 
(ATP5J), mRNA /cds={1 ,327) 
L-3-hydroxyacyl-Coenzyme A 
dehydrogenase, short chain (HADHSC), 
mRNA/cds=<87,1031) 
ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit b, 
isoform 1 (ATP5F1), mRNA 
/cds=(32,802) 

ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), beta 
polypeptide, 56/58kD, isoform 2 
(ATP6B2), mRNA/cds=(25,1560) 
ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 42kD (ATP6C), 
mRNAfcds=(166,1314) 
ATP synthase, H+ transporting, 
mitochondrial F1 complex, O subunit 
(oligomycin sensitivity conferring 
protein) (ATP50), mRNA /cds=(36, 677) 

B-cell CLL/lymphoma 6 (zinc finger 
protein 51) (BCL6), mRNA 
/Cds=(327,2447) 

B lymphoid tyrosine kinase (BLK), 
mRNA/cds=(222,1739) 
Burkitt lymphoma receptor 1 , GTP- 
binding protein (BLR1), transcript 
variant 2, mRNA /cds=(28B,1 271 ) 
B-cell translocation gene 1 , anti- 
proliferative (BTG1), mRNA 
/cds=(308,823) 

nuclear distribution gene C (A.nidulans) 
homolog (NUDC), mRNA 
/cds=(90,1085) 
Homo sapiens, calmodulin 2 
(phosphorylase kinase, delta), clone 
MGC:1447 IMAGE:3504793, mRNA, 
complete cds /cds= (93,542) 
calnexin (CANX), mRNA 
/cds=(89,1867) 

calpain 2, (m/l!) large subunit (CAPN2), 
mRNA/cds=(142,2244) 
calpastatin (CAST), mRNA 
/cds=(66,1358) 

core-binding factor, beta subunit 
(CBFB), transcript variant 2, mRNA 
/cds=(1 1,559) 
cyclin D2 (CCND2), mRNA 
/cds=(269,1138) 
cyclin D3 (CCND3), mRNA 
/cds=(1 65,1 043) 
cyclin F (CCNF), mRNA 
/cds=(43,2403) 



PCT/US01/47856 



1 TTCTCATGTATAAAACTAGGAATCCTC 
CAACCAGGCTCCTGTGATAGAGT 

1 AG ACAC GTCTATCAGCTTATTCCTTC 
TCTACTGGAATATTG GTATAG TCA 

1 TGTCTGGTAACAAGATGTGACTTTTT 
GGTAGCACTGTTGTGGTTCATTCT 

1 TCCTCTTTCCAGTGGATCATAAGACA 
ATGGACCCnTTTGTTATGATGGT 

1 ACTGTrTTGTATACTTGTTTTCAGTTT 

TCATTTCGACAAACAAGCACTGT 
1 ACATAGTTTTTATTTTTGTGTCTGTGA 

AAGTGCCAAGAACCCCTCCCCAC 
1 TCACCTGGACTTAAGCGTCTGGCTCT 

AATTCACAGTGCTCTTTCTCCTCA 
1 AGATGCCTGGCAGGGCTGGGTGGCG 

ATTCATAAAGACCTCGTGTTGATTC 
1 GGATAGTCAGGAGCGTCAATGTGCTT 

GTACATAGAGTGCTGTAGCTGTGT 

1 TTGTGAAATATCTTGTTACTGCTTTTA . 
TTTAGCAGACTGTGGACTGTAAT 

1 CTGGAGGACCTGTTGATGCTAGTTCA 
GAGTATC ACCAAGAG CTGGAGAGG 

1 GCTGCACAAGAGCCTTGATTGAAGAT 
ATATTCTTTCTGAACAGTATTTAA 

1 TTGCCTTTATAAAAACTTGCTGCCTG 
ACTAAAGATTAACAGGTTATAGTT 



1 TGGTTCTGCTTTTTGACCTCTCTCTAC 
CTTTTCAGGGTAATCTTTGTGGC 



1 CCTGTCCTTGTGTTTGTGTGTGCTAA 
CAGAAATAAGTTGCAGTATGGTCG 

1 AAAAGTGTTGGTTTTCTGCCATCAGT 
GAAAATTCTTAAACTTGGAGCAAC 



1 AGGGTTTGGCTGTGTCTAAACTGCAT 
TACCGCGTTGTAAAAAATAGCTGT 

1 CCTAGGCTGCGCTCCAGCACTGCGG 
GGCTTTTCTGCAATAAAGTCACGAG 

1 GGCAGCACAGAGACCCCCGGAACAA 
G C CTAAAAATTGTTT C AAAATAAAA 

1 AAGTCTTTTCCACAAACCACCATCTAT 
TTTGTGAACTTTGTTAGTCATCT 

1 TGGCAAGTTGGAAAATATGTAACTGG 
AATCTC AAAAGTTCTTTGG G ACAA 

1 TCTGCTTATGGCACAATTTGCCTCAA 
ATCCATTCCAAGTTGTATATTTGT 



1 CCATTGTTGTCAAATGCCCAGTGTCC 

ATCAGATGTGTTCCTCCATTTTCT 
1 GCTGCCTCTGTAAATTCATGTATTCA 

AAGGAAAAGACACCTTGCCTATAA 
1 TCAAGTCAGCAACAGAGCAAAATAAA 

GGTTAGATAAGTCCTTGTGTAGCA 
1 CTTGCCTTAAGCTACCAGATTGCTTT 

TGCCACCATTGGCCATACTGTGTG 

1 TGGTTTTGAATGCAATTAGGTTATGC 
TATTTG G ACAATAAACTC ACCTTG 

1 TGCAAGGTTTAGGCTGGTGGCCCAG 
GAC CATCATCCTACTGTAATAAAG A 

1 GTGTGGTCGGGGTGAGAACCCAAGC 
GTTG G AACTGTAGACCCGTCCTGTC 
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Table 8 

4502642 601885667F1 cDNA, 5' end 

/clone=IMAGE:4104184 /done_end=5' 

4502664 CD38 antigen (p45) (CD38), mRNA 

/cds=(69,971) 
4502666 ectonucleoside triphosphate 

diphosphohydrolase 1 (ENTPD1), 

mRNA /cds = (67,1 599) 
4502674 CD48 antigen (B-cell membrane 

protein) (CD48), mRNA /cds=(36, 767) 
4502676 cDNA: FLJ23181 fis, clone LNG11094 

/cds=UNKNOWN 
4502680 CD69 antigen (p60, early T-cell 

activation antigen) (CD69), mRNA 

/cds=(81,680) 
4502682 CD72 antigen (CD72), mRNA 

/cds=(108,1187) 
4502684 CD79A antigen (immunogtobulin- 

associated alpha) (CD79A), transcript 

variant 1. mRNA /cds=(36,716) 
4502742 cyclin-dependent kinase 7 (homolog of 

Xenopus M015 cdk-activating kinase) 

(CDK7), mRNA /cds=(34,1074) 

4502760 CDW52 antigen (CAMPATH-1 antigen) 
(CDW52), mRNA/cds=(24,209) 

4503140 cathepsin C (CTSC), mRNA 

/cds=<33,1424) 
4502794 carcinoembryonic antigen-related cell 

adhesion molecule 8 (CEACAM8), 

mRNA/cds=(32,1081) 
4502858 CDC28 protein kinase 2 (CKS2), 

mRNA/cds=(95,334) 
4502636 chemokine (C-C motif) receptor 3 

(CCR3), mRNA /cds=(31,1098) 
4502992 cytochrome c oxidase subunit Vile 

(COX7C), mRNA /cds=(1 8,209) 
4503008 carboxypeptidase E (CPE), mRNA 

/cds=(290,1720) 
4503056 crystallin. alpha B (CRYAB), mRNA 

/cds=(25,552) 
45031 24 cystathionase (cystathionine gamma- 

lyase) (CTH), mRNA /cds-(33, 1250) 
4503126 catenin (cadherin-associated protein), 

alpha 1 (102kD) (CTNNA1), mRNA 

/cds=(4,2727) 
45031 38 cathepsin B (CTSB), mRNA 

/cds=(177,1196) 
45031 54 cathepsin L (CTSL), mRNA 

/Cds=(288,1289) 
4503 1 84 cytochrome c-1 (CYC1 ), mRNA 

/cds=(8,985) 
450331 8 deoxyguanosine kinase (DGUOK), 

mRNA /cds=(1 1,793) 
14150113 hypothetical protein MGC4238 ■ 

(MGC4238), mRNA /cds=(30,977) 

450341 8 dual specificity phosphatase 6 

(DUSP6), transcript variant 1 . mRNA 

/cds=(351,1496) 
4503422 dUTP pyrophosphatase (DUT), mRNA 

/cds=(29,523) 
12669917 E2F transcription factor 6 (E2F6), 

mRNA/cds=(0,845) 
4503460 endothelin 1 (EDN1), mRNA 

/cds=(336,974) 
4503476 eukaryotic translation elongation factor 

1 beta2(EEFlB2), mRNA 

/cds=(235,912) 
4503492 early growth response 1 (EGR1 ), 

mRNA /cds=(270, 1901) 
4503534 eukaryotic translation initiation factor 

4E (EIF4E), mRNA /cds=(1 8,671) 
4503548 elastase 2, neutrophil (ELA2), mRNA 

/cds=(38,841) 
6912245 CD3-eps!lon-associated protein; 

antisenseto ERCC-1 (ASE-1), mRNA 

/cds=(488,2020) 
1 051 8499 coagulation factor III (thromboplastin, 

tissue factor) (F3), mRNA 

/cds=(123,10l0) 



1 AGCAGCAGTGACATAAAATTCCATGT 
TAGATAAGCATATGTTACTTACCT 

1 GTCCACAATAAG GTCAATGCCAGAG A 
CGGAAGCCTTTTTCCCCAAAGTCT 

1 TG GAG GTATTCAATATCCTTTGC CTC 
AAGGACTTCGGCAGATACTGTCTC 

1 GGTGCCCACCATTCTTGGCCTGTTAC 
TTACCTGAGATGAGCTCTTTTAAC 

1 TTAAGAAGAAATACCCACTAACAAAG . 
AACAAGCATTAGTTTTGG CTGTCA 

1 G CAAG ACATAGAATAGTGTTGG AAAA 
TGTGCAATATGTGATGTGG CAAAT 

1 GGGCGGCCCGGAGCCAGCCAGGCA 
GTTTTATTGAAATCTTTTTAAATAAT 

1 CTGATTGTAGCAGCCTCGTTAGTGTC 
ACCCCCTCCTCCCTGATCTGTCAG 

1 AGAGAACACTGGACAACATTTTACTA 
CTGAGG GAAATAGCCAAAAAGGCA 



1 CATGGGGGCAACAGCCAAAATAGGG 
GGGTAATGATGTAGGGGCCAAGCAG 

1 TTCTGGAAGATGGTCAGCTATGAAGT 
AATAGAGTTTGCTTAATCATTTGT 

1 GGGTGGCTCTGATATAGTAGCTCTGG 
TGTAGTTTCTGCATTTCAAGAAGA 

1 TTCCAGTCAGTTTTTCTCTTAAGTGCC 

TGTTTGAGTTTACTGAAACAGTT 
1 AAGG ACCAAG G AG ATGAAGCAAACA 

CATTAAGCCTTCCACACTCACCTCT 
1 AGGTGCAGCCTCTGGAAGTGGATCA 

AACTAGAACTCATATGCCATACTAG 
1 ACTTAAAAGTTTAGGGTTTTCTCTTGG 

TTGTAGAGTGGCCCAGAATTGCA 
1 GTCTTGTGACTAGTGCTGAAGCTTAT 

TAATGCTAAGGGCAGGCCCAAATT 
1 CCAGAGCTGCTATTAGAAG CTG CTTC 

CTGTGAAGATCAATCTTCCTGAGT 
1 TCCTCTTTCTCCCAGCTTCAAATGCA 

CAATTCATCATTGGGCTCACTTCT 

1 CAGCTTCACCCTGTCAAGTTAACAAG 

GAATGCCTGTGCCAATAAAAGGTT 
1 CTCGAATCATTGAAGATCCGAGTGTG 

ATTTGAATTCTGTGATATTTTCAC 
1 CTTCATCTGGAAGAAGAGGCAAGGG 

GGCAG G AGACCAGGCTCTAGCTCTG 
1 AG A C TTTG CCATTGTTG CC ATTG TTTT 

CTTTTGTACCTGAAGCATTTTGA 
1 AAAAGTAGGGG AGGG GCTG GGTCTG 

CAAATTAATAAATAGAAGAGGGGGT 

1 GTCGCAAAGGGGATAATCTGGGAAA 
' GACACCAAATCATGGGCTCACTTTA 

1 TCAGTAAACAAATTCTTTCACAAGGTA 

CAAAATCTTGCATAAGCTGAACT 
1 GTTTTACTTAGGACAAGTTGTACCTT 

GCCCTCTCTCCAGCTCTGCTCCCA 
1 ACTGG CTTCCATCAGTGGTAACTG CT 

TTGGTCTCTTCTTTCATCTGGGGA 
1 TGGATGTGGCTGCTTTCAACAAGATC 

TAAAATCCATCCTGGATCATGG C A 

1 TGTGGTGTATATCCTTCCAAAAAATTA 

AAACGAAAATAAAGTAGCTGCGA 
1 GTCTTCCATGTGAACAGCATAAGTTT 

GGAGCACTAGTTTGATTATTATGT 
1 GCCCACACCCACACTCTCCAGCATCT 

G GCAC AATAAACATTCTCTGTTTT 
1 AGCTGTTTCCTGGGTAAATCTAGAGT 

GGGGTTTTGGTTCTTTATTTTCCC 

1 GCAGGAGACATTGGTATTCTGGGCA 
GCTTCCTAATATG CTTTACAATCTG 
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2221 Table 3A Hs.278333 NM_001995 4503650 



2222 Table 3A Hs.77393 NMJ102004 4503684 



2223 Table 3A 

2224 Table 3A 

2225 Table 3A 

2226 Table 3A 

2227 Table 3A 

2228 Table 3A 



2230 db mining 

2231 Table 3A 

2232 Table 3A 

2233 Table 3A 

2234 Table 3A 

2235 Table 3A 

2236 Table 3A 

2237 Table 3A 

2238 Table 3A 

2239 Table 3A 

2240 Tabte3A 

2241 Table 3A 

2242 literature 

2243 Tablo 3A 

2244 db mining 

2245 Table 3A 

2246 Table 3A 

2247 Table 3A 

2248 Table 3A . 

2249 Table 3A 

2250 Table 3A 



Hs.170133 NMJJ02015 9257221 

Hs.89764 NM_002024 4503764 

Hs. 138381 NMJ)02027 4503770 

Hs.753 NM_002029 4503778 

Hs.62954 NMJ)02032 4503794 

Hs.278238 NM_002041 8051596 



2229 Table 3A Hs.169476 NMJ)02046 7669491 



Hs.334695 NM.002050 4503926 

Hs.62661 NM_002053 4503938 

Hs.1 674 NM_002056 4503980 

Hs.296261 NMJX)2072 4504044 

Hs.215595 NMJJ02074 11321584 

Hs. 183773 NM_002078 6715599 

Hs.1 80577 NM_002087 4504150 

Hs.2707 NM_002094 4504166 

Hs.75113 NMJJ02097 4753158 

Hs.1 19192 NM_002106 4504254 

Hs. 181 307 NM_002107 4504278 

Hs.263435 NM_002108 4809282 

Hs.77798 NMJJ02109 6996013 

Hs.89555 Nfv1_002t10 4504356 

Hs.277477 NMJJ02117 11321588 

Hs.814 NIW 002121 

Hs.308026 NMJJ02125 

HS.324278 NM_002128 

Hs.80684 NM_002129 

Hs.1 11 9 NMJ)02135 

Hs.249495 NM 002136 



Table 8 

fatty-acid-Coenzyme A ligase, long- 
chain 1 (FACL1), nuclear gene 
encoding mitochondria! protein, mRNA 
/cds=(73,2172) 

farnesyi diphosphate synthase (famesyl 
pyrophosphate synthetase, 
dimethylailyltranstransferase, 
geranyltranstransferase) (FDPS), 
mRNA /cds=(1 1 4,1 373) 
forkheadboxOIA 
(rhabdomyosarcoma) (FOX01A), 
mRNA /cds=(385,2352) 
fragile X mental retardation 1 (FMR1), 
mRNA /cds=(21 9,21 17) 
famesyltransferase, CAAX box, alpha 
(FNTA), mRNA/cds=(6,1145) 
formy) peptide receptor 1 (FPR1), 
mRNA /cds=(61, 1113) 
ferritin, heavy polypeptide 1 (FTH1), 
mRNA /cds=(91 ,663) 
GA-binding protein transcription factor, 
beta subunit 2 (47kD) (GABPB2), 
transcript variant gamma, mRNA 
/cds=(1 69,1 251) 

Homo sapiens, glyceraldehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 IMAGE3628129, mRNA, 
complete cds /cds=(2306,3313) 

GATA-bindlng protein 2 (GATA2), 
mRNA /cds=(1 93,1617) 

guanylate binding protein 1, interferon- 
inducible, 67kD (GBP1), mRNA 
/cds=(68,1846) 

glutamine-fructose-6-phosphate 
transaminase 1 (GFPT1), mRNA 
/cds=(122,2167) 

guanine nucleotide binding protein (G 
protein), q polypeptide (GNAQ), mRNA 
/cds=(220,1299) 

guanine nucleotide binding protein (G 
protein), beta polypeptide 1 (GNB1), 
mRNA /cds=(280,1302) 
golgi autoantigen, golgin subfamily a, 4 
(GOLGA4), mRNA/cds=(285,6977) 
granulin (GRN), mRNA /cds=(62, 1843) 

G1 to S phase transition 1 (GSPT1), 
mRNA/cds=(648,2147) 
general IranscripVon factor II1A 
(GTF3A), mRNA /cds=(1 9, 1 290) 
H2A histone family, member Z 
(H2AFZ), mRNA /cds={1 06,492) 
H3 histone, family 3A (H3F3A), mRNA 
/cds=(374,784) 

histtdine ammonia-lyase (HAL), mRNA 
/Cds=(297,2270) 

histidyl-tRNA synthetase (HARS), 
mRNA /cds=(455,1 984) 

hemopoietic cell kinase (HCK), mRNA 
/cds=(l68,1685) 

major histocompatibility complex, class 
I, C (HLA-C), mRNA/cds=(0,1100) 



4504404 major histocompatibility complex, class 
II. DP beta 1 (HLA-DPB1), mRNA 
/cds=(1 9,795) 
4504412 major histocompatibility complex, class 
II, DR beta 5 (HLA-DRB5), mRNA 
/cds=(29,829) 
4504424 mRNA; cDNA DKFZp566M063 (from 
clone DKFZp566M063) 
/cds=UNKNOWN 
14141 173 high-mobility group (nonhistone 
chromosomal) protein 2 (HMG2), 
mRNA /cds=(1 90,81 9) 
4504440 nuclear receptor subfamily 4, group A, 
member 1 (NR4A1 ), mRNA 
/cds=(1 10, 1906) 
4504444 heterogeneous nuclear 

ribonucleoproteinAI (HNRPA1), 
transcript variant 2, mRNA 
/Cds=(104,1222) 



TGGTTTTCATATCAAAAGATCATGTTG 
GGATTAACTTGCCTTTTTCCCCA 



ATCTACAAGCGGAGAAAGTGACCTAG 
AGATTGCAAGGGCG G GGAGAGGAG 



TGTTTAAATGGCTTGGTGTCTTTCTTT 
TCTAATTATGCAGAATAAGCTCT 

AAAACTGTACTTTGATTCACATGTTTT 

CAAATGGAGTTG G AGTTC ATTCA 

TCCATCAGAGCTGGTCTGCACACTCA 

CATTATCTTGCTATCACTGTAACC 

GACACTTTCGAGCTCCCAGCTCCAGC 

TTCGTCTCACCTTGAGTTAGGCTG 

TGTTGG G GTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTT 

AGGAGTCTTTTACCCGGTGTGCTTTG 

CCGCAGTCATCCAAAATAAATTCA 



TAGGG AGCC GCACCTTGTCATGTACC 
ATC AATAAAGTACCCTGTG CTCAA 



GCTGTATATAAACGTGTCCCGAGC7T 
AGATTCTGTATGCGGTGACGGCGG 
TGTCTTATGTGTCAAAAGTCCTAGGA 
AAGTGGTTGATGTTTCTTATAGCA 

GCTGAATGACATATTTTATCTTGTTCT 
TTAAAATCACAACACAGAGCTGC 

TGTCTCTCTCTCTTTTTCTTTTCTATG 
GAGCAAAACAAAGCTGATTTCCC 

CAGTGTACTGCAAGGAAGCTGGATG 
CAAGATAGATACTATATTAAACTGT 

TGTATTGTATGCAAATCTGTGATTGTT 

GGCAGTGTCATCTCTGAGAAACA 

GGGGTGTTTGTGTGTGTGCGCGTGT 

GCGTTT CAATAA AGTTTGTACACTT 

TTTAGTATTTTTCCCCCAG GCCAG AT 

CATTCGTGAGTGTGCGAGTGTGTG 

TGCTTTGTTTAAAGGACTGCAGACCA 

AGGAGTCGAGCTTTCTCTCAGAGC 

ACCTTATTTCCACTCTGGTGGATAAG 

TTCAATAAAGGTCATATCCCAAAC 

AATGTTGTCTGTCTTCTGTG CTGTTC 

CTGTAAGTTTGCTATTAAAATACA 

AC CTTCCTCATTTCACAG ATAAG GAA 

TCTTTGGGGATTAACCAACCTCCT 

AGATACCTCCCCACCACCAATTGCCA 

AAGGTCCAATAAAATGCCTCAACC 

G CAATCCACAATCTGACATTCTC AGG 

AAGCCCCCAAGTTGATATTTCTAT 

TCTCAGGCTGCGTGCAGCAACAGTG 

CCCAGGGCTCTGATGAGTCTCTCAT 

GCCTCCAACCATGTTCCCTTCTTCTT 
AGCACCACAAATAATCAAAACCCA 

CTCATCTTCAACTTTTGTGCTCCCCTT 
TGCCTAAACCCTATGGCCTCCTG 

TGGGGGTTGTAAATTGGCATGGAAAT 
TTAAAGCAGGTTCTTGTTG GTGCA 

TGTGTGTATGGTAGCACAGCAAACTT 
GTAG G AATTAGTATC AATAGTAAA 

CCTGCCTGGCTCTCTC7TCCTACCCT 
CCTTCCACATGTACATAAACTGTC 

AGATGGGAATGAAGCTTGTGTATCCA 
TTATCATGTGTAATCAATAAACGA 
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2253 Table 3A Hs.146381 NMJJ02139 

2254 Table 3A Hs.2733 NMJJ02145 

2255 Table 3A Hs.3268 NMJ)02155 

2258 Table 3A Hs.79037 NM.002156 

2257 Table 3A Hs.1197 NM_002157 

2258 db mining Hs.93177 NM_002176 

2259 Table 3A Hs.82065 NM_002184 

2260 Table 3A Hs.237868 NM_002185 

2261 db mining Hs.1702 NM.002186 

2262 db mining Hs.674 NM_002187 

2263 Table 3A Hs.41724 NM 002190 



2264 Table 3A 

2265 Table 3A 

2266 Table 3A 

2267 Table 3A 



2269 Table 3A 

2270 Table 3A 

2271 Table 3A 

2272 Table 3A 

2273 Table 3A 

2274 Table 3A 

2275 Table 3A 

2276 Table 3A 

2277 Table 3A 



Hs.80645 NM_002198 

Hs.83795 NM_002199 

Hs.334450 NMJJ02200 

Hs.241545 NM 002208 



2268 Table 3A Hs.174103 NMJ)02209 



Hs.287797 NM_002211 

Hs.5215 NM_002212 

Hs.50651 NMJ)02227 

Hs.198951 NM_002229 

HS.3886 NM_002267 

Hs.74011 NM_002286 

Hs.334822 NM_002295 

Hs.152931 NMJW2296 

Hs.76506 NMJ)02298 



Table 8 

14043073 heterogeneous nuclear 

ribonucfeoproteinA2/B1 (HNRPA2B1), 

transcript variant B1 , mRNA 

/cds=(169,1230) 
141 10413 heterogeneous nuclear 

ribonucleoprotein D (AU-rich element 

RNA-binding protein 1, 37kD) 

(HNRPD), transcript variant 1, mRNA 

/cds=(285,1352) 
4504450 RNA binding motif protein, X 

chromosome (RBMX), mRNA 

/cds=(11,1186) 
4504464 homeo box B2 (HOXB2), mRNA 

/cds=(78,1148) 
4504514 heat shock 70kD protein 6 (HSP70B') 

(HSPA6), mRNA/cds=(0,1931) 

4504520 Homo sapiens, heat shock 60kD 
protein 1 (chaperonin), clone 
MGC:19755 IMAGE: 3630225, mRNA, 
complete cds /cds=(1 705,3396) 

4504522 heat shock 10kD protein 1 (chaperonin 
10) (HSPE1), mRNA 7cds=(41. 349) 

4504602 interferon, beta 1 , fibroblast (1FNB1), 

mRNA/cds=(0,563) 
4504674 interleukin 6 signal transducer (gp130, 

oncostatin M receptor) (IL6ST), mRNA 

/cds=<255,3011) 
4504678 interleukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
4504684 interleukin 9 receptor precursor (IL9R) 

gene, complete cds /cds=(214,1779) 

4504640 Interleukin 12B (natural killer cell 
stimulatory factor 2, cytotoxic 
lymphocyte maturation factor 2, p40) 
(IL12B), mRNA /cds=(1 3,999) 

4504650 interleukin 17 (cytotoxic T-lymphocyte- 
associated serine esterase 8) (IL17), 
mRNA/cdS={53,520) 

4504720 interferon regulatory factor 1 (IRF1), 

mRNA/cds=(197,1174) 
47551 44 interferon regulatory factor 2 (IRF2), 

mRNA/Cds=(177,1226) 
4504726 interferon regulatory factor 5 (IRF5), 

transcript variant 1, mRNA 

/cds=(1 02,1 616) 
6007850 Homo sapiens, Similar to hypothetical 

protein, clone MGC: 1824 

IMAGE:3509518. mRNA, complete cds 

/cds=(533,1504) 
4504756 integrin, alpha L (antigen CD1 1 A 

(p180), lymphocyte function-associated 

antigen 1; alpha polypeptide) (ITGAL), 

mRNA/cds=(88,3600) 

4504766 mRNA for FU00043 protein, partial 

cds/cds=(0,4248) 
4504770 integrin beta 4 binding protein 

(fTGB4BP), mRNA/cds=(70,807) 
4504802 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75,3503) 

4504808 jun B proto-oncogene (JUNB) 

4504898 karyopherin alpha 3 (importin alpha 4) 

(KPNA3), mRNA /cds=(91,1656) 
1 1 693297 lymphocyte-activation gene 3 (LAG3), 

mRNA /cds=(349, 1938) 
9845501 Homo sapiens, Similar to ribosomal 

protein L4, clone MGC:2966 

IMAGE:31 39805, mRNA, complete cds 

/cds=(1616,2617) 
4504960 lamin B receptor (LBR), mRNA 

/cds=(75,1922) 
7382490 lymphocyte cytosolic protein 1 (L- 

plasUn) (LCP1), mRNA /cds=(1 73,2056) 



PCT/US01/47856 



1 TTAAGAI 1 1 1 ICTCAAAGTTTTGAAAA 
GCTATTAGCCAGGATCATGGTGT 



1 TGCGGCTAGTTCAGAGAGA 1 1 1 1 1 AG 
AGCTGTGGTG GACTTCATAG ATGA 



1 CCATTTTGCCTTTCTGACATTTCCTTG 
GGAATCTGCAAGAACCTCCCCTT 

1 TTCCGTTTGG TAG ACTCCTTCCAATG 
AAATCTCAGGAATAATTAAACTCT 

1 GGCAGAG AAGGAGGAGTATGAG CAT 
CAGAAGAGGGAGCTGGAGCAAATCT 

1 AGCAGCCTTTCTGTGGAGAGTGAGAA 
TAATTGTGTACAAA GTAGAGAAGT 



1 AATG ATAACTAATG ACATC CAGTGTC 
TCCAAAATTGTTTCCTTGTACTGA 

1 TCCCTCTGGGACTGGACAATTGCTTC 
AAGCATTCTTCAACCAG CAGATGC 

1 CGGCTACATG CCTCAGTGAAGGACTA 
GTAGTTCCTGCTACAACTTCAGCA 

1 CATGAGTCAAGAGCATCCTGCTTCTA 
CCATGTGGATTTGGTCACAAGGTT 

1 GTCAGAGGTCCTGTCTGGATGGAGG 
CTGGAGGCTCCCCCCTCAACCCCTC 

1 CCTGATACACAATTATGACCAGAAAA 
TATG G CTCC ATGAAGGTGCTACTT 



1 ATTCAATTCCAGAGTAGTTTCAAGTTT 
CACATCGTAACCATTTTCGCCCG 



1 TG G AAATGTCATCTAACC ATTAAGTC 
ATGTGTGAACACATAAGGACGTGT 

1 AATTCCCAGATTTGAAGACAAAAATA 
CTCTAATTCTAACCAGAGCAAGCT 

1 TG G CAGCTACCCCCTTCTTGAG AGTC 
CAAGAACCTGGAG CAGAAATAATT 

1 TTCCTTCAGGATGATCTAGAGCAGCA 
TG GAG CTGTTGGTAGAATATTAGT 



1 TGCCAAGCACAGTGCCTGCATGTATT 
TATCCAATAAATGTGAAATTCTGT 



1 ACCACTGTATGTTTACTTCTCACCATT 
TGAGTTGCCCATCTTGTTTCACA 

1 GGCTGAGGGTTCTGCTGTCCTGTGC 
CAC CCCATTAAAGTGCAGTTCCTCC 

1 ACCATCCAATCGGACAAGCTTTCAGA 
ACCTTATTGAAGGATTTGAAGCAC 

1 AGTCTCTAAAGAGTTTATTTTAAGAC G 

TGTTTGTGTTTGTGTGTGTTTGT 
1 TGGAAGACTAAAGAGGTGCAATGTGA 

TCTGAGCCTCCATCATTGTCCTCC 
1 GCAGCCAGCAGATCTCAGCAGCCCA 

GTCCAAATAAACGTCCTGTCTAGCA 
1 GGTAG GAGGAACCACTGACTGGTCTT 

AAGCTGTTCTTGCATAGGCTCTTA 



1 TCAG CTACACTTTGTTTTTAAGTTTGT 
TTTTG ACATGTTTATTTG G C AAA 

1 TCCCCCCTCCGCCTCCCAGGAAGAA 
AGAATGTTACTGCCTTAATAAAAAA 
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2294 db mining 

2295 db mining 

2296 db mining 
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2299 db mining 

2300 db mining 

2301 literature 

2302 literature 

2303 Table 3A 

2304 literature 

2305 literature 
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Hs.234489 NM 002300 



Table 8 

4557031 Homo sapiens, lactate dehydrogenase 
B, clone MGC:3600 1MAGE:3028947, 
mRNA, complete cds /cds=(1 745,2749) 



Hs.2250 NM 002309 6006018 



Hs.2798 NMJJ02310 

Hs.166091 NMJJ02312 

Hs.158203 NMJXJ2313 

Hs.890 NM_002341 

Hs.1116 NMJJ02342 



Hs.1 05938 

Hs.210 

Hs.80887 



NMJW2343 
NMJ502344 
NM_002350 



6042197 
4504996 
6006043 

4505034 

4505038 

4505042 
4505044 
4505054 



Hs.75709 NMJJ02355 10947032 



Hs.330716 
Hs.69547 



NM_002356 
NM 002385 



11125771 
4505122 



leukemia inhibitory factor (cholinergic 
differentiation factor) (LIF), mRNA 
/cds=(64,672) 

leukemia inhibitory factor receptor 
(LIFR), mRNA/cds=K153,3446) 

ligase IV. DNA, ATP-dependent (UG4), 
mRNA/cds=(474,3008) 

actin binding LIM protein 1 (ABLIM), 
transcript variant ABLIM-I, mRNA 
/cds=(99,2435) 

lymphotoxin beta (TNF superfamily, 
member 3) (LTB), transcript variant 1, 
mRNA/cds={8,742) 

lymphotoxin beta receptor (TNFR 
superfamily, member 3) (LTBR), mRNA 
/cds=(168,1475) 

lactotransfenin (LTF), mRNA 
/Cds=(294,2429) 

leukocyte tyrosine kinase (LTK), mRNA 
/cds=(170,2581) 

v-yes-1 Yamaguchi sarcoma viral 
related oncogene homolog (LYN), 
mRNA /cds=(297,1 835) 

mannose-6-phosphate receptor (cation 
dependent) (M6PR), mRNA 
/cds=(170,1003) 

cDNA FLJ14368 fis, clone 
HEMBA1001 122 /cds=UNKNOWN 

myelin basic protein (MBP), mRNA 
/cds=(10,570) 



Hs.172195 NM_0024O8 6031183 



HS.13B4 NMJ>02412 

Hs.1 77543 NMJ)02414 

Hs.83169 NMJJ02421 

Hs.83326 NMJ)02422 

HS.2256 NMJ502423 

Hs.73862 NM_002424 

Hs.2258 NMJ)02425 

Hs.1695 NMJW2426 



Hs.2936 

Hs.82380 

Hs.79396 
Hs.1861 

Hs.42674 

Hs.115246 

Hs.112193 



NM_002427 

NMJD02431 

NMJJ02434 
NM_002436 

NMJJ02439 
NMJTO2440 
NM 002441 



mannosyl (afpha-1,6-)-glycoprotein 
beta-1,2-N- 

acetytglucosaminyltransferase 

(MGAT2), mRNA /cds=(489,1 832) 
4505176 O-6-methytguanine-DNA 

methyltransferase (MGMT), mRNA 

/cds=(40,663) 
4505182 antigen identified by monoclonal 

antibodies 12E7, F21 and 013 (M1C2), 

mRNA /cds=(1 23,680) 
13027798 matrix metalloproteinase 1 (interstitial 

collagenase) (MMP1), mRNA 

/cds=(71,1480) 

1 3027803 matrix metalloproteinase 3 (stromelysin 
1, progelafinase) (MMP3), mRNA 
/cds=(63,1496) 

1 3027804 matrix metalloproteinase 7 (matrilysin, 
uterine) (MMP7), mRNA /cds=(47,850) 

4505220 matrix metalloproteinase 8 (neutrophil 

collagenase) (MMP8), mRNA 

/cds=(71,1474) 
4505204 matrix metaHoproteiriase 10 

(stromelysin 2MMMP10), mRNA 

/cds=(22,1452) 
4505206 matrix metalloproteinase 12 

(macrophage elastase) (MMP12), 

mRNA /cds=(1 2,1424) 
1 3027796 matrix metalloproteinase 1 3 

(collagenase 3) (MMP13), mRNA 

/cds=(28,1443) 
4505224 menage a trois 1 (CAK assembly 

factor) (MNAT1), mRNA /cds=(34,963) 

4505232 N-methylpurine-DNA glycosylase 
(MPG), mRNA /cds=(1 46, 1042) 

6006024 membrane protein, palmitoylated 1 

(55kD) (MPP1), mRNA /cds=(1 15,1515) 

4505248 mutS (E. coli) homolog 3 (MSH3), 

mRNA/cds=(16,3402) 
4505250 mutS (E. coli) homolog 4 (MSH4), 

mRNA /cds=(4 1,2851) 
4505252 mRNA for G7 protein (G7 gene located 

in the class HI region of the major 

histocompatibility complex 

/cds=(56,2611) 



PCT/US01/47856 



1 GTGAATTTGGGCTCACAGAATCAAAG 
CCTATGCTTGGTAGCTCTTGAACA 



1 TCCTTCCTTTCCACTGAAAAGCACAT 
G G CCTTGGGTGACAAATTC CTCTT 

1 AGAAATGTTCAGTAATGAAAAAATATA 
TCCAATCAGAGC CATCCC GAAAA 

1 TTTTAACTTTTAAGGTTGAAAAGACAA 
TAGCCCAAAGC CAAG AAAGAAAA 

1 GCACTCCTTTGTCATATACTCTGCAT 
CACTGTCATACTCACAACTTCGTG 

1 TGGCAGTGGGAAAAATGTAGGAGAC 
TGTTTGGAAATTGATTTTGAACCTG 

1 CATGCAAATAAAAAGAATGGGACCTA 
AACTCGTGCCGCTCGTGCCGAATT 

1 GGATTG CCCATCCATCTG CTTACAAT 
TCCCTGCTGTCGTCTTAGCAAGAA 

1 GAGCACTGGATTGCTTTCCCATTATG 
AGCGTCCTTCATCTGGGCAGACCC 

1 AACCGGATATATACATAGCATGACAT 
TTCTTTGTG CTTTGGCTTACTTG T 

1 ATTTGTTTGCATCCCTCCCCCACACC 
CTGGTGTTTTAAAATGAAGAAAAA 

1 AAACTCCTGCTTAAG GTGTTCTAATTT 
TCTGTGAGCACACTAAAAGCGAA 

1 GACATG CGGGCTG GGCAGCTGTTAG 
AGTC CAACGTGGGGCAGCACAGAGA 

1 ACCAAAATTCAGTGAAGGCATTCTAC 
AAGTTTTGAGTTAGCATTACATTT 



TAACACTGCATCGGATGCGGGGCGT 
GGAGGCACCGCTGTATTAAAGGAAG 

TCCATCGAGCACGTCTGAAACC C CTG 
GTAG CCCCGACTTCTTTTTAATTA 

CAGTCACTGGTGTCACCCTGGATAG 
GCAAGGGATAACTCTTCTAACACAA 

GGGAAGCACTCGTGTG CAAC AGAC A 
AGTGACTGTATCTGTGTAGACTATT 

TCTATGAGCTTTGTCAGTG CGCGTAG 
ATGTCAATAAATGTTACATACACA 

ATATG GTGCTGTTTTCTACCCTTG GA 
AAGAAATGTAGATGATATGTTTCG 

TTGCTAGGC GAG ATAGGGG GAAGAC 
AGATATGGGTGTTTTTAATAAATCT 

AAGTTGCTTCCTAACATCCTTGGACT 
GAGAAATTATACTTACTTCTGGCA 

CTCAGGCAAAGAAAATGAAATGCATA 
TTTGCAAAGTGTATTAGGAAGTGT 

TGG AAGAGAGGAATAAATAATTCAC C 
TATATGTGTTTGAGGTTGTGACAG 

GCC TGAGC AAAGGGCCTGCCCAGAC 
AAGAI 1 1 I I I AATTGTTTAAAAACC 
AAATGACACATCTGTGCAATAGAATG 
ATGTCTGCTCTAGGGAAACCTTCA 

ATATTTTTATTTGTTTCAGTTCAGATA 
ATTGGCAACTGGGTGAATCTGGC 
TTC C CAGGACCG AACAAGTTCCAGAA 
AAGACTGAAGAATAATCACAATTC 
TTCC TTATCTCCCTCAG AC GC AGAGT 
TTTTAGTTTCTCTAGAAATTTTGT 
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Table 8 



2307 Table 3A 

230B literature 

2309 Table 3A 

2310 Table 3A 

2311 Table 3A 

2312 Table 3A 

2313 Table 3A 

2314 Table 3A 

2315 Table 3A 

2316 Table 3A 

2317 Table 3A 

2318 literature 

2319 Table 3A 

2320 Table 3A 

2321 Table 3A 

2322 Table 3A 

2323 Table 3A 

2324 Table 3A 

2325 Table 3A 

2326 Table 3A 

2327 Table 3A 

2328 literature 

2329 Table 3A 

2330 literature 

2331 Table 3A 

2332 Table 3A 

2333 Table 3A 

2334 literature 



Hs.288742 NMJJ02444 4505256 

Hs.388 NMJ)02452 4505274 

Hs.82132 NM_002460 4505286 

Hs.82132 NM_002460 4505286 

Hs.76391 NMJD02462 4505290 

Hs.926 NM_002463 1 1 342663 

Hs.79070 NMJ>02467 12962934 

Hs.243886 NM.002482 4505332 

HS.25812 NM_002485 6996019 

Hs.19236 NM_002492 4505362 

Hs.10758 NM_002495 4505368 

Hs.1827 NM_002507 4505392 

Hs.82226 NMJ)02510 4505404 

Hs.214 NM_002515 4505424 

Hs.89385 NM.002519 4505430 

Hs.9614 NMJJ02520 10835062 

Hs.1 53952 NM_002526 4505466 

Hs.66196 NMJ)02528 6224977 

Hs.264981 NM_002535 4505484 

Hs.74563 NMJJ02537 9845506 

Hs.75212 NWL.002539 4505488 

Hs.96398 NM__002542 7949101 

Hs.77729 NMJ502543 4505500 

Hs.81791 NM_002546 4507566 

Hs.172182 NMJXJ2568 4505574 

Hs.75716 NM_002575 4505594 

Hs.188 NM_002600 4505662 

Hs.37040 NMJJ02607 4505678 



cDNA: FLJ22712 fis, done HSI13435 
/cds=UNKNOWN 

nudix (nucleoside diphosphate linked 
moiety X)-type motif 1 (NUDT1), mRNA 
/cds=(26,496) 

interferon regulatory factor 4 (IRF4), 
mRNA/cds=(1 05,1460) 

interferon regulatory factor 4 (IRF4), 
mRNA/cds=(105,1460) 

myxovirus (influenza) resistance 1, 
homolog of murine (interferon-inducible 
protein p78)(MX1), mRNA 
/cds=(345,2333) 

myxovirus (influenza) resistance 2, 
homolog of murine (MX2), mRNA 
/cds=(104,2251) 

v-myc avian myelocytomatosls viral 
oncogene homolog (MYC), mRNA 
/cds=(558,1877) 

nuclear autoantigenic sperm protein 
(histone-binding) (NASP), mRNA 
/cds=(85,2448) 

Nijmegen breakage syndrome 1 
(nibrin) (NBS1), mRNA/cds=(52,2316) 

NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 5 (16kD, SGDH) 
(NDUFB5), mRNA /cds=(6 t 575) 
NADH dehydrogenase (ubiquinone) Fe- 
S protein 4 (18kD) (NADH-coenzyme Q 
reductase) (NDUFS4), mRNA 
/cds=(8,535) 

nerve growth factor receptor (TNFR 
superfamily, member 16) (NGFR), 
mRNA /cds=<1 13,1 396) 
glycoprotein (transmembrane) nmb 
(GPNMB), mRNA/cds=(91,1773) 
neuro-oncological ventral antigen 1 
(NOVA1), transcript variant 1, mRNA 
/cds=(60,1592) 

nuclear protein, ataxia-telangiectasia 
locus (NPAT), mRNA/cds=(34,4317) 
nucleophosmin (nucleolar 
phosphoprotein B23, numatrin) (NPM1), 
mRNA/cds=(0,884) 
5' nucleotidase (CD73) (NT5), mRNA 
/cds=(49,1773) 

nth (E.coli endonuclease lll)-like 1 
(NTHL1), mRNA/cds=(0,938) 

2'-5'-ollgoadenylate synthetase 2 (69- 
71 kD) (OAS2), transcript variant 2, 
mRNA /cds=(1 9,2082) 
ornithine decarboxylase antizyme 2 
(OA22), mRNA /cds=UNKNOWN 
ornithine decarboxylase 1 (ODC1) 
mRNA/cds=(334,1719) 
8-oxoguanine DNA glycosylase 
(OGG1), nuclear gene encoding 
mitochondrial protein, transcript variant 
1b, mRNA /cds=(1 266,2240) 
oxidised low density lipoprotein (lectin- 
like) receptor 1 (OLR1), mRNA 
/cds=(61,882) 

tumor necrosis factor receptor 
superfamily, member 11b 
(osteoprotegerin) (TNFRSF11B), 
mRNA /cds=(94,1 299) 
poly(A)-b)nding protein, cytoplasmic 1 
(PABPC1), mRNA /cds=(5 02,24 03) 
serine (or cysteine) proteinase inhibitor, 
clade B (ovalbumin), member 2 
(SERPINB2), mRNA/cds=(72,1319) 

phosphodiesterase 4B, cAMP-specific 
(dunce (Drosophila)-homotog 
phosphodiesterase E4) (PDE4B), 
mRNA /cds=(765,2459) 

platelet-derived growth factor alpha 
polypeptide (PDGFA), mRNA 
/cds=(403,993) 



TTTTGGAGGGGTTTATGCTCAATCCA 
TGTTCTATTTCAGTGCCAATAAAA 
C ATTGAGTGGCGCAGAGCC GGGTTT 
CATCTGGAATTAACTGGATGGAAGG 

TGGAAATTCCCGTGTTGCTTCAAACT 

GAGACAGATGGGACTTAACAGGCA 

TGGAAATTCCCGTGTTGCTTCAAACT 

GAGACAGATGGGACTTAACAGGCA 

CGTCCTGCGGAGCCCTGTCTCCTCT 

CTCTGTAATAAACTCATTTCTAGCC 



TTTCCCTGATTATGATGAGCTTCCATT 
GTTCTGTTAAGTCTTGAAGAGGA 

CAAATGCAACCTCACAACCTTGGCTG 
AGTCTTGAGACTG AAAG ATTTAG C 

GGGACACTGGAGGCTGGAGCTACAG 
TTGAAAGCACTGCATGTTAAGAGGG 

TCTGTCATGCCCACAATCCCTTTCTA 
AGGAAGACTGCCCTACTATAGCAG 

GGAGAAATAGGAATTTGTGAACCCCT 
AAAATTGTAGCAACTTTGAAAGGT 

ACAAGAGTATCCACAAAATAGGTTGG 
CACTGACTATATCTCTGCTTGACT 



GCCCTCCTGAAACTTACACACAAAAC 
GTTAAGTGATGAACATTAAATAGC 

AAAC CATCTACTATATGTTAGAC ATGA 
CATTCl 1 1 I ICTCTCCTTCCTGA 
GTGTATCTCGTGGAATCAGTGGTTAG 
CATTGCCGCTATTATATTTACTCA 

TTGTGATGTTAAGAAATTTGTATGGT 
GTGGC AGTG GTCTATTCCTAAGG A 
CGGATGACTGACCAAGAGGCTATTCA 
AGATCTCTGGCAGTGGAGGAAGTC 

CCTAAATCTGTGTGTGTATTGTGAAG 
TG GTATAAGAAATGACTTTG AACC 
CAGGCTGAGGTGGACCAAGAAGGCA 
ACCAAGTCCCCAGAGGAGACCCGCG 

G AATGTAGGGAAGAG GTGCC AAGCC 
AACCGTGG GGTTAG CTCTAATTATT 

ACG GGGATGTC AG GGAGGCAAGTGT 
GTTGTGTTACTGTGTCAATAAACTG 
GGC AGAATG GGCCAAAAGCTTAGTG 
TTGTGACCTGTTTTTAAAATAAAGT 
CAAGATGGGGTGGGGGATATTGAGG 
GAG AC AGCGCTAAG GATGGTTTTAT 



TAGGCTTCTATTTCCTTTCCACCCACT 
CTTCACAGGCTATTCTACTTTAA 

GGTAACCAGGTCCAATCAGTAAAAAT 
AAGCTGCTTATAACTGGAAATGGC 



TCTGTTTTAAGTAACAGAATTGATAAC 
TG AG C AAGG AAACGTAATTTG G A 
TGCCTTTAATTGTTCTCATAATGAAGA 
ATAAGTAGGTACCCTCCATGCCC 



TGCCATTAAGCAGGAATGTCATGTTC 
CAGTTCATTACAAAAGAAAACAAT 



1 ACCTGTTTTGTATACCTGAGAGCCTG 
CTATGTTCTTCTTTTGTTGATCCA 
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2335 literature Hs.1976 NMJJ02608 4505680 



2336 literature 

2337 Table 3A 

2338 literature 

2339 Table 3A 

2340 Table 3A 

2341 Table 3A 

2342 Table 3A 

2343 Table 3A 

2344 db mining 



2346 Table 3A 

2347 Table 3A 

2348 Table 3A 

2349 Table 3A 

2350 Table 3A 

2351 literature 

2352 Table 3A 

2353 Table 3A 

2354 Table 3A 

2355 Table 3A 



Hs.81564 NMJJ02619 4505732 

Hs.53155 NM_002621 4505736 

Hs.99910 NMJJ02627 11321600 

Hs.181013 NMJ302629 4505752 

Hs.78713 NM_002635 4505774 

Hs. 166204 NMJ302636 13435395 



Hs. 112341 
Hs.250697 
Hs.32942 



NMJ)02638 
NM_Q02643 
NM 002649 



2345 Table 3A Hs.154846 NM.002651 4505808 



Hs.77274 
Hs.179657 

Hs.77436 
Hs.44499 
Hs. 1801 07 
Hs.99890 

Hs.334828 
Hs.79402 



NMJ302658 
NM_002659 

NM.002664 
NM.002687 
NMJ302690 
NM.002691 

AB058697 
NMJJ02694 



Hs.1101 NMJJ02698 
Hs.2164 NM_002704 



2356 Table 3A Hs.17883 NMJJ02707 4505998 



2357 Table 3A Hs.77876 NM_002709 4506004 



2358 Table 3A 

2359 Table 3A 

2360 Table 3A 

2361 Table 3A 

2362 Table 3A 



Hs.79081 NMJJ02710 4506006 

Hs.36587 NA/)J)02712 4506012 

Hs.179574 NM_002717 4506018 

Hs.171734 NMJJ02719 4506022 

Hs.1908 NMj)02727 4506044 



Table 8 

platelet-derived growth factor beta 
polypeptide (simian sarcoma viral (v- 
sis) oncogene homolog) (PDGFB), 
mRNA /cds=(1 022, 1747) 
platelet factor 4 (PF4), mRNA 
/cds={7,312) 

properdin P factor, complement (PFC), 
mRNA /cds=(242,1 651) 
phosphofructokinase, platelet (PFKP), 
mRNA/cds=(33,2387) 
phosphoglycerate mutase 1 (brain) 
(PGAM1), mRNA /cds=(31, 795) 
solute carrier family 25 (mitochondrial 
carrier phosphate carrier), member 3 
(SLC25A3), nuclear gene encoding 
mitochondrial protein, transcript variant 
1b, mRNA /cds=(48,1 1 33) 
PHD finger protein 1 (PHF1), transcript 
variant 2, mRNA /cds=(215,1 918) 

4505786 protease inhibitor 3, skin-derived 

(SKALP) (PI3), mRNA /cds=(1 19,472) 
4505796 ras-like protein (TC10), mRNA 

/cds=(0,641) 
4505802 phosphotnositide-3-kinase, catalytic, 
gamma polypeptide (PIK3CG), mRNA 
/cds=(323,3628) 

phosphatidyttnositoU-klnase, catalytic, 
beta polypeptide (PIK4CB), mRNA 
/cds=(69,2555) 

plasminogen activator, urokinase 
(PLAU). mRNA/cds=(76,1371) 
plasminogen activator, urokinase 
receptor (PLAUR), mRNA 
/cds=(426,1433) 
pleckstrin (PLEK), mRNA 
/cds={60,1112) 

pinin, desmosome associated protein 
(PNN), mRNA /cds=(30,2261) 
polymerase (DNA directed), beta 
(POLB), mRNA /cds=(1 13,1 120) 
polymerase (DNA directed), delta 1, 
catalytic subunit <125kD) (POLD1), 
mRNA /cds=(53,3376) 
mRNA for KIAA1794 protein, partial 
cds/cds=(1 592,4000) 
polymerase (RNA) II (DNA directed) 
polypeptide C (33kD) (POLR2C), 
transcript variant gamma, mRNA 
/cds=(57,884) 

POU domain, class 2, transcription 
factor2(POU2F2),mRNA 
/cds=(54,1445) 

pro-platelet basic protein (includes 
platelet basic protein, beta- 
thromboglobulin, connective tissue- 
activating peptide III, neutrophil- 
actuating peptide-2) (PPBP), rnRriA 
/cds=(66,452) 

protein phosphatase 1G (formerly 2C), 
magnesium-dependent, gamma isoform 
(PPW11G), mRNA/cds=(24,1664) 

Homo sapiens, Similar to RIKEN cDNA 
2410153K17 gene, clone MGC:19595 
IMAGE:3840843, mRNA, complete cds 
/cds=(469,1899) 
protein phosphatase 1, catalytic 
subunit, gamma isoform (PPP1CC), 
mRNA/cds=(154,1125) 
protein phosphatase 1, regulatory 
subunit 7 (PPP1R7), mRNA 
/cds=(15,1097) 

protein phosphatase 2 (formerly 2A), 
regulatory subunit B (PR 52), alpha 
isoform (PPP2R2A), mRNA 
/cds=(105,1448) 

protein phosphatase 2, regulatory 
subunit B (B56), gamma isoform 
(PPP2R5C), mRNA/cds=(88,1632) 
proteoglycan 1, secretory granule 
(PRG1), mRNA/cds=(24,500) 
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4505862 
4505864 

4505878 
4505922 
4505930 
4505932 

14017804 
14702172 

4505958 
4505980 
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1 CTGCTTC CTTCAG TTTGTAAAGTCGG 
TGATTATATTTTTGGGGGCTTTCC 



AG CATACTTCTTTTTTCCAGTTTCAAT 

C TAACTGTGAAAG AAA CTTCTGA 

GAACTCTAACACTTCTCTCCTCCACT 

CTGAGCCCCCTGACCTTCCAAACC 

CCAGTGCGTGCTGTCTGTGGAGTGT 

GTCTCATGCTTTCAGATGTGCATAT 

CCCTGCCACATGGGTCCAGTGTTCAT 

CTGAGCATAACTGTACTAAATCCT 

TGCTTAAGGCAAGAGTTTCAGATTTA 

CTGTTGAAATAAACCCAACTGTTC 



CCTGACCCCTCCCATCCTTCCCATTT 
CCTTTGATGTTATTTTGTTACAGC 

TAAGTCCCTGCTGCCCTTCCCCTTCC 

CACACTGTCCATTCTTCCTCCCAT 

TGATGTGATTGTAGCTTTTTAAACTAT 

GAAACCCCTGAGAGATTGTACCT 

CCCAAAGGTTCCTAAGCCTGGCTGCA 

AAGAAGAATCAACAGGGACACTTT 

TAGAAGTTTGCTTTTTCCCTGCCTGT 
CTTGGTCACTACCACCTCTTCCCT 

TGACCAGCACTGTCTCAGTTTCACTT 
TCACATAGATGTCC CTTTCTTGGC 
CTGCCCATCTCAGCCTCACCATCACC 
CTGCTAATGACTGCCAGACTGTGG 

TTCCTGAAGCTGTTCCCACTC CC AGA 
TGGTTTTATCAATAGCCTAGAGGT 
GGATTACCTTTCCTTGTAAAGAGGAT 
GCTG CCTTAAGA ATTG CATGTTGT 
GGGTCTTTGGTGTTTTTAAATGATTGT 
TTCTTCTTCATGCTTTTGCTTGC 
CATGGGGCGGGGGCGGGACCAGGG 
AG AATTAATAAAGTTCTG G ACTTTTG 

ATTTAAAGCACAGTTTGTTTTTCTGTC 
ACCTATAGAGTGCAAGAATGCAC 
CAGCACTGTCTCCAGATAGGAACATG 
CACAAAGCAGTTAATTAGGCAGCC 



CTCCCCTCCCATTCCTCTGGTCCCTG 
CCTTGGTCCCTTGCCTGGGAAGAG 

AAGGTTGGTTAAAAGATGGCAGAAAG 
AAGATGAAAATAAATAAGCCTGGT 



CTCATCACCGGTTCTGTGCCTGTGCT 
CTGTTGTGTTGGAGGGAAGGACTG 



TTTGCTTGGCAACACGACTTGAAATA 
AATAAAACTTTGTTTCTTAGGAGA 



AAAAGAAATCTGTTTCAACAGATGAC 
CGTGTACAATACCGTGTGGTGAAA 

G AC GCCACACACCATTTTCAGATGCC 
GTTGCAATTAAATCTTG CC AC ACT 

ATGTTTTAGTAACAGTTGGCTGTAAT 
CACTCCTCGCCGTGTCTGGCACTG 



AGTTCTGCGTTTGG C ATCTTCACTCT 
TTCCAAAATGTATCTGTACATCAG 

TGTGTTTG CAGAGCTAGTGG ATGTGT 
TTGTCTACAAGTATGATTGCTGTT 
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2363 Table 3A Hs.183037 NMJ302734 4506062 protein kinase, cAMP-dependent, 

regulatory, type I, alpha (tissue specific 
extinguisher 1) (PRKAR1A), mRNA 
fcds=(87,1232) 

2364 Table 3A Hs.2499 NMJJ02741 4506072 protein kinase C-like 1 (PRKCL1), 

mRNA/cds=(84,2912) 



2365 literature Hs.324473 NM_002745 4506086 

2366 literature Hs.267445 NMJJ02750 4506094 

2367 literature Hs.274382 NMJ)02759 4506102 

2368 db mining Hs.56 NM_002764 4506126 

2369 Table 3A Hs.82159 NMJ302786 4506178 

2370 Table 3A Hs.167106 NM_002788 4506182 

2371 Table 3A Hs.251531 NMJJ02789 4506184 

2372 Table 3A Hs.76913 NMJ)02790 4506186 

2373 Table 3A Hs.233952 NM_002792 4506188 

2374 Table 3A Hs.89545 NM_002796 4506198 

2375 Table 3A Hs.1 18065 NM_002799 4506202 

2376 Table 3A Hs.61153 NMJJ02803 4506208 

2377 Table 3A Hs.79387 NMJJ02805 4506212 

2378 Table 3A Hs.341867 NMJJ02807 4506224 

2379 Table 3A Hs.74619 NMJJ028Q8 4506226 

2380 Table 3A Hs.155543 NMJJ02811 4506230 



2381 Table 3A Hs.78466 NMJJ02812 

2382 Table 3A Hs.306328 NM 002817 



2383 Table 3A 

2384 Table 3A 

2385 Table 3A 

2386 Table 3A 



Hs.250655 NMJJ02823 

Hs.1 55894 NMJD02827 

Hs.82829 NMJJ02828 

Hs.63489 NMJ302831 



2387 Table 3A Hs.35 NM 002832 



2386 Table 3A Hs.62 NMJ}02835 



2389 Table 3A Hs.26045 NM 002836 



4506232 

4506222 

4506276 
4506288 

4506290 

4506298 

4506298 

4506286 

4506302 



40 kDa protein kinase related to rat 1 
ERK2/cds=(134,1180) 

mRNA; cDNA DKFZp434B231 (from 1 
clone DKFZD434B231) 
/cds=UNKNOWN 

protein kinase, interferon-inducible 1 
double stranded RNA dependent 
(PRKR), mRNA/cds=(435,2090) 
phosphoribosyl pyrophosphate 1 
synthetase 1 (PRPS1), mRNA 
/cds=(66,1022) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 1 (PSMA1), mRNA 
/cds=(1 05,896) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 3 (PSMA3), mRNA 
/cds=(5,772) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 4 (PSMA4), mRNA 
/cds=(59,844) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 5 (PSMA5), mRNA 
/cds=(21,746) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 7 (PSMA7), mRNA 
/cds=(24,770) 

proteasome (prosome, macropain) 1 
subunit, beta type, 4 (PSMB4), mRNA 
/cds=(23,8l7) 

proteasome (prosome, macropain) 1 
subunit, beta type, 7 (PSMB7), mRNA 
/cds=(14,847) 

proteasome (prosome, macropain) 26S 1 
subunit, ATPase, 2 (PSMC2), mRNA 
/cds=(66,1367) 

proteasome (prosome, macropain) 26S 1 
subunit, ATPase, 5 (PSMC5), mRNA 
/cds=(0,1220) 

Zt72b08.r1 cDNA, 5' end 1 
/clone=IMAGE:727863 /clone_end=5' 

proteasome (prosome, macropain) 26S 1 
subunit, non-ATPase, 2 (PSMD2), 
mRNA /cds=(1 1 2,2673) 

proteasome (prosome, macropain) 26S 1 
subunit, non-ATPase, 7 (Mov34 
homolog) (PSMD7), mRNA 
/cds=(83,1057) 

proteasome (prosome, macropain) 26S 1 
subunit, non-ATPase, 8 (PSMD8), 
mRNA/cds=(70,843) 

mRNA activated in tumor suppression, 1 
clone TSAP13 extended 
/cds=UNKNOWN 

prothymosin, alpha (gene sequence 1 
28) (PTMA), mRNA /cds=(1 55,487) 

protein tyrosine phosphatase, non- 1 
receptor type 1 (PTPN1), mRNA 
/cds=(72,1379) 

protein tyrosine phosphatase, non- 1 
receptor type 2 (PTPN2), mRNA 
/cds=(60,1307) 

protein tyrosine phosphatase, non- 1 
receptor type 6 (PTPN6), mRNA 
/cds=(144,1931) 

protein tyrosine phosphatase, non- 1 
receptor type 7 (PTPN7), mRNA 
/cds=(155,1174) 

protein tyrosine phosphatase, non- 1 
receptor type 12 (PTPN12), mRNA 
/cds=(1 9,2361) 

protein tyrosine phosphatase, receptor 1 
type, A (PTPRA), mRNA 
/cds=(695,3103) 
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AAATCTGG6GAAGAGGTTTTATTTAC 
ATTTTAGGGTGGGTAAGAAAGCCA 



CAGAG CG GAGGCTG G GATCTAG C GA 
GAGAGATGCAGAAGATGTGAAGAAA 

CGTTTGGAGGGGCGGTTTCTGGTAG 
TTGTGGCTTTTATG CTTTC AAAGAA 
GGGGTGGGAGGGATGGGGAGTCGG 
TTAGTCATTGATAGAACTACTTTGAA 

TGCAGAAACAGAAAGGTTTTCTTCTT 
TTTGCTTCAAAAACATTCTTACAT 

AG ATTAACTGCTG GACCTCCTAC CTG 
C ATTATCTCATTCTG GCTTCCTTG 

CTTTGTGGTTTTAAAGACAACTGTGA 
AATAAAATTGTTTCACCGCCTGGT 

GAACTCAGCTGGGTTGGTGAATTAAC 
TAATG GAAGACATGAAATTGTTCC 

ACG ATGATGGTTACCCTTCATGGAC G 
TCTTAATCTTCCACACACATCCCC 

TTC AGTT CTAATAATGTC CTTAAATTT 
TATTTCCAGCTCCTGTTCCTTGG 

GCCTTTCCATTCCATTTATTCACACTG 
AGTGTC CTACAATAAACTTCCGT 

TGCATTATCCAGAACTGAAGTTGCCC 
TACTTTTAACTTTG AACTTG GCTA 

GCCCAGTAAGACACTCATGTGGCTAG 
TGTTTGCCGAATGAAACTCAACTC 

TAAGTCTTATGCCAAATTCAGTGCTA 
CTCCTCGTTACATGACATACAACT 

AAGTGAGTG G AC AGCCTTTGTGTGTA 
TCTCTCCAATAAAG CTCTGTGG G C 

TCTCCAAGTCTTTG GTTG AAGAG AAG 
ATATATGACTGTTGAGTGTGCTCT 
G GGG AATTGTCGCCTCCTG CTCTTTT 
GTTACTGAGTGAGATAAGGTTGTT 

TGGCATCCTCAGGGGTTGTGATCCA 
GCTCCATATATTGTTTACCTTCAAA 



CGGGCACTGGGTG GGG CAGGGC AC 
GAGTTATTTAAAACAGTTACACTGCA 

CGGACATCTTrrCCGTTGCGGTTTGA 
G AATGTTCCTATAATAAAC CCCTC 

TTTG GCCTGTTTTG ATGTATGTGTGA 
AACAATGTTGTCCAACAATAAACA 
AGCG AGCTG CTCTGCTATGTCCTTAA 
G CCAATATTTACTCATC AGGTCAT 

TGTAGTTGGGGTAGATTATGATTTAG 
G AAGC AAAAGTAAGAAG CAGCATT 

GCGATGGACAGACTCACAACCTGAA 
C CTAG G AGTGCCC CATTCTTTTGTA 

G CTCAG GAGGGTACAAG CTC CAG AA 
C AGTAACCAAGTG GGAAAATAAAG A 

CTGGATTCATGCAGCCAGCTTTGCAG 
GTTATCAGAGATCAAAGATTGTAA 

TATCATGGGGAGTAATAGGACCAGAG 
CGGTATCTCTG GC AC CACACTAGC 
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2390 


Table 3A 


Hs.170121 


NM_002838 


4506306 


2391 


Table 3A 


Hs.2050 


NMJJ02852 


4506332 


2392 


literature 


Hs.7179 


NM_002853 


4506384 


2393 


Table 3A 


Hs.151536 


NM_00287O 


4506362 


2394 


literature 


Hs.16184 


NM_002873 


4506382 


2395 


literature 


Hs.23044 


NM_002875 


4506388 


2396 


literature 


Hs. 11393 


NM_002876 


4506390 


2397 


literature 


Hs.1 00669 


NMJ)02877 


10835028 


2398 


literature 


Hs. 125244 


NM_002878 


4506392 


2399 


literature 


Hs.89571 


NM_002879 


4506394 


2400 


Table 3A 


Hs.279474 


NMJJ02880 


8850222 


2401 


Table 3A 


Hs.24763 


NM_002882 


6382077 


2402 


Table 3A 


HS.758 


NM_002890 


4506430 


2403 


Table 3A 


Hs.29287 


NMJJ02894 


4506440 


2404 


Table 3A 


Hs.6106 


NM_002896 


4506444 


2405 


Table 3A 


Hs.1 67791 


NM_002901 


4506454 


2406 


literature 


Hs. 115521 


NM_002912 


4506482 


2407 


Table 3A 


Hs.75256 


NMJJ02922 


4506514 


2408 


Table 3A 


Hs.78944 


NM_002923 


4506516 


2409 


Table 3A 


Hs:82280 


NM_002925 


11184225 


2410 


Table 3A 


Hs:1010 


NMJ)02932 


4506544 


2411 


Table 3A 


Hs.84318 


NM_002945 


4506582 


2412 


Table 3A 


Hs.79411 


NMJJ02946 


4506584 


2413 


literature 


Hs.1 608 


NMJKJ2947 


4506586 


2414 


Table 3A 


Hs.2280 


NM_002950 


4505674 


2415 


Table 3A 


Hs.1 69476 


NM_002951 


4506676 


2416 


Table 3A 


Hs.1 82426 


NMJ302952 


4506718 


2417 


Table 3A 


Hs.3297 


NMJ302954 


4506712 


2418 


db mining 


Hs.20084 


NM_002957 


10862707 


2419 


Table 3A 


Hs.79350 


NMJXJ2958 


11863158 


2420 


Table 3A 


Hs.81256 


NM_002961 


9845514 


2421 


Table 3A 


Hs.100000 


NM_002964 


9845519 


2422 


Table 3A 


Hs.23978 


NMJD02967 


4506778 



protein tyrosine phosphatase, receptor 
type, C (PTPRC), mRNA 
/cds=(86,4000) 

pentaxin-related gene, rapidly induced 
by IH beta(PTX3), mRNA 
/cds=(67,1212) 

RAD1 (S. pombe) homolog (RAD1), 
mRNA /cds={437 l 1285) 
RAB13, member RAS oncogene family 
(RAB13), mRNA /cds=<1 39,750) 

RAD17 (S. pombe) homolog (RAD17), 
mRNA/cds={642 l 2654) 
Homo sapiens, Similar to RIKEN cDNA 
2610036L13 gene, clone MGC:16386 
IMAGE:3938081, mRNA, complete cds 
/cds=(82,840) 

RAD51 (S. cerevisiae) homolog C 
(RAD51C), mRNA /cds=(1 6,423) 
RAD51 (S. cerevisiae)-like 1 
(RAD51L1), mRNA /cds=(70,1 122) 

RA051 (S. cerevisiae)-like 3 
(RAD51L3), mRNA /cds=(1 24,993) 
RAD52 (S. cerevisiae) homolog 
(RAD52), mRNA /cds=(31 ,1 290) 
HSPC070 protein (HSPC070), mRNA 
/cdsK331,1581) 



RAS p21 protein activator (GTPase 
activating protein) 1 (RASA1), transcript 
variant 1, mRNA /cds=(1 16,3261) 

retinobtastoma-binding protein 8 
(RBBP8), mRNA/cds=(298,2991) 
RNA binding motif protein 4 (RBM4), 
mRNA /cds=(55,1 1 55) 
reticulocalbin 1, EF-hand calcium 
binding domain (RCN1), mRNA 
/cds=(52,1047) 

REVS (yeast homotog)-like, catalytic 
subunit of DNA polymerase zeta 
(REV3L), mRNA/cds=(822,9980) 

regulator of G-protein signalling 1 
(RGS1), mRNA/cds=(14,604) 

regulator of G-protein signalling 2, 
24kD (RGS2), mRNA /cds-(32,667) 

regulator of G-protein signalling 10 
(RGS10), mRNA/cds=(43,546) 

regulator of mitotic spindle assembly 1 
(RMSA1), mRNA/cds=(774,2030) 

replication protein A1 (70kD) (RPA1), 
mRNA/cds=(69,1919) 

replication protein A2 (32kD) (RPA2), 
mRNA/cds=(77,889) 

replication protein A3 (14kD) (RPA3). 
mRNA/cds=(30,395) 

ribophorin I (RPN1), mRNA 
/cds=(137,1960) 

Homo sapiens, glyceraldehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 IMAGE:3628129, mRNA. 
complete cds /cds=(2306.3313) 

ribosomal protein S2 (RPS2), mRNA 
/cds=(1 1,892) 

ribosomal protein S27a (RP527A), 
mRNA/cds={38,508) 
retinoid X receptor, alpha (RXRA), 
mRNA /cds={75, 1463) 
RYK receptor-like tyrosine kinase 
(RYK), mRNA /cds=(1 03, 1917) 
S100 calcium-binding protein A4 
(calcium protein, calvasculin, 
metastasis murine placental homolog) 
(S100A4), transcript variant 1, mRNA 
/cds=(69.374) 

S100 calcium-binding protein A8 
(calgranulin A) (S100A8), mRNA 
/cds={55.339) 

scaffold attachment factor B (SAFB), 
mRNA/cds=(53,2800) 
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CTGTG GAAAAATATTTAAG ATAGTTTT 
GCCAGAACAGTTTGTACAGACGT 

ACTCTCAAATAATTAAAAAG GACTGTA 
TTGTTGAACAGAGGGACAATTGT 

AACTCATGGGAATAATTGTGAGTCAG 
CGTAACATTTCAAGAGTCTAAAGG 
TGCTCCTGTTCTGTCA CTTGTCATGG 
TCTTTCTTGGTATTAAAG G CCACC 

GGGGTTGTAAATATCAACTATTCAAC 
AGTTTAGGATGCAATTACGAGTGT 
AATCTTATGTTTCCAAGAGAACTAAA 
GCTGGAGAGACCTGACCCTTCTCT 



TGCACCAGGTGTTGGAAAAACACAAT 
TATGGTAAAATAAAGTGTTCTCCT 
AATGG GCACAC AGGG AACAGGAAAT 
GGGAATGAGAGCAAGG GTTGGGTTG 

TCTTCTTC ATCTCTGTTTTG CTCTTAA 

AAATATAAAAAGGCAATTCCCCG 

AGATGTAACCCACCTTGACCATAAAT 

TGGCTTTTCATAGTGCTCAGATGT 

CTAGGCTCTGGGCACATTTCCTGTTC 

TTGAATTCTGCTCCTGAAGAGGGT 

TACCCTGCCCCTCTTTTTCGGTTTGT 

TTTTATTCTTTCATTTTTACAAGG 

GCTGCCTAACTTATCCATCTTTGAAC 

TTCTGACTACTTGTTGTATCTGCT 



CCTTTAAAACAATAAGGCGCTTTCATT 

TTGCACTCTAACTTAAGAGTTTT 

TCCTGCCTCCTGCGGCTGTTGGATTT 

GGGAATGACCTTGGTGAGAGTCTC 

ATACTCTGAGCTGTGGACTGAACTGG 

CAGACACAACCTGTACAGATTGAA 

AAGGAATTATGTGGTCAGTGCATTGT 
I I 1 1 I AAACTGGAAATCATTTTGT 

TGCTCTTAAAACC AG GG AGTCAG ATA 

TATTTGTAAGGTTAAATCATTGGT 

GCCAAAAATCTGTCTTGAAGGCAGCT 

ACACTTTGAAGTGGTCTTTGAATA 

CCTCTCAGGACGTGCCGGGTTTATCA 

TTGCTTTGTTATTTGTAAGGACTG 

TGACTATCTGTAATGGATCAATTTTG 

GATATGACTTTGGGTGGGGGTAAA 

CGAGCTGAGAAGCGGTCATGAGCAC 

CTGGGGATTTTAGTAAGTGTGTCTT 

GGTAGTGCCTCCAGGGGCAGAGGAA 

AAG AAGAAGTGTTACTG CATTTTGT 

ATGGTCAGATTAGATGCAAGAATAAA 

GCAGTTGTCCGAGTCTAAGTTTCT 

TGGTATTCTGTTCTGAAGTCTAGGAT 

ATTTTTCAGCCTATAAAGCCCCCT 

ACTTACCCAGATGTTGCTTTTGAAAA 

GTTGAAATGTGTAATTGTTTTGGA 



AGCGGACTCAGGCTCCAGCTGTGGC 

TACAACATAGGGTTTTTATACAAGA 

TTATTGTGGCAAATGTTGTCTGACTTA 

CTGTTTCAACAAACCAGAAGACA 

TGGACAGTAGCATTAGAATTGTGGAA 

AAGGAACACGCAAAGGGAGAAGTG 

CTGGTAAATTTTGTGCTTATCTTCAAG 

GCTGGCTTAAGTATAAAATTGTT 

C CCTGGCTCCTTCAG ACACGTGCTTG 

ATGCTGAGCAAGTTCAATAAAGAT 



GTTAACTTCC AG G AGTTC CTCATTCT 
GGTGATAAAGATGGGCTGGCAGCC 

CCTGTCTCGTGGCAACAAGGCTATGT 
TCTGTTAGGAGTTACCTTAAACTG 
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2423 Table 3A Hs.28491 NMJJ02970 4506788 spermidine/spermine N1- 

acetyltransferase (SAT), mRNA 
/cds=(1 65,680) 

2424 Table 3A Hs.74592 NM_002971 4506790 special AT-rtch sequence binding 

protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA/cds=(214,2505) 

2425 Table 3A Hs.1 12842 NMJ102978 4506818 sodium channel, nonvoltage-gated 1 , 

delta (SCNN1D), mRNA/cds=(0,1916) 

2426 Table 3A Hs.303649 NM_002982 4506840 small inducible cytokine A2 (monocyte 

chemotactic protein 1 , homologous to 
mouse Sig-je) (SCYA2), mRNA 
/cds=(53,352) 
4506842 small inducible cytokine A3 

(homologous to mouse Mip-1a) 
(SCYA3), mRNA/cds=(83,361) 
4506844 small inducible cytokine A4 

(homologous to mouse Mlp-1b) 
(SCYA4), mRNA 7cds=(1 08,386) 
4506828 small inducible cytokine subfamily A 
(Cys-Cys), member 17 (SCYA17), 
mRNA/cdS=(52,336) 
4506834 small inducible cytokine subfamily A 
(Cys-Cys), member 21 (SCYA21), 
mRNA/cds=(58,462) 
4506836 small inducible cytokine subfamily A 
(Cys-Cys), member 22 (SCYA22), 
mRNA /cds=(1 9,300) 
4506833 small inducible cytokine subfamily A 
(Cys-Cys), member 24 (SCYA24), 
mRNA/cds=(0,359) 
4506850 small inducible cytokine subfamily B 
(Cys-X-Cys), member 6 (granulocyte 
chemotactic protein 2) (SCYB6), mRNA 
/cds=(63,407) 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 5 (epithelial- 
derived neutrophil-activating peptide 78) 
(SCYB5), mRNA /cds=(1 06,450) 
4506852 small Inducible cytokine subfamily C, 
member 1 (lymphotactin) (SCYC1), 
mRNA/cds=(20,364) 
9257243 succinate dehydrogenase complex, 
subunit C, integral membrane protein, 
15kD (SDHC), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(26,535) 

succinate dehydrogenase complex, 
subunit D, integral membrane protein 
(SDHD), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(1 1,490) 
4506866 SEC14 (S. cerevisiaeHike 1 

(SEC14L1), mRNA/cds=(303,2450) 

6031 1 96 selectln P (granule membrane protein 
140kD, antigen CD62) (SELP), mRNA 
/cds=(95,2587) 

6031 197 selectin P ligand (SELPLG), mRNA 
/cds=(59,1267) 

4506888 mitogen-activated protein kinase 
kinase 4 (MAP2K4), mRNA 
/cds=(9,1208) 

SET translocation (myeloid leukemia- 
associated) (SET), mRNA /cds=(3,836) 

4506898 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA /cds=(1 55,820) 
4506924 SH3 domain binding glutamic acid-rich 
protein like (SH3BGRL), mRNA 
/cds=(78,422) 

2445 Table 3A Hs.2554 NM_003032 4506948 sialyltransferase 1 (beta-galactoside 

alpha-2,6-sialylransferase) (SIAT1), 
mRNA /cds=(31 0,1 530) 
4506958 TAL1 (SCL) interrupting locus (SIL), 

mRNA/cds=(380,4243) 
4506968 signaling lymphocytic activation 
molecule (SLAM), mRNA 
/cds=(1 33,1 140) 



2427 Table 3A Hs.73817 NMJJ02983 

2428 Table 3A Hs.75703 NM_002984 

2429 db mining Hs.66742 NM_002987 

2430 cytokine arrays Hs.57907 NM_002989 

2431 Table 3A Hs.97203 NM_00299O 

2432 Table 3A Hs.247838 NMJ)02991 

2433 Table 3A Hs.1 64021 NM_002993 

2434 Table 3A 1 Hs.89714 NM_002994 4506848 

2435 Table 3A Hs.3195 NMJ)02995 

2436 Table 3A Hs.3577 NM.003001 

2437 Table 3A Hs.168289 NM.003002 4506864 

2438 Table 3A Hs.75232 NM_003003 

2439 Table 3A Hs.73800 NMJJ03005 

2440 Table 3A Hs.79283 NM_003006 

2441 Table 3A Hs.75217 NM_003010 

2442 Table 3A Hs.145279 NMJJ03011 4506890 

2443 Table 3A Hs.73965 NM_003016 

2444 Table 3A . Hs.14368 NM_003022 



2446 Table 3A Hs.323032 NM_003035 

2447 Table 3A Hs.32970 NM_003037 



AGTCAGATCTTTCTCCTTGAATATCTT 
TCG ATAAACAACAAG GTGGTGTG 

TCCTATAATTATTTCTGTAGCACTCCA 
CACTGATCTTTGGAAACTTGCCC 



CCACGGGTGATGCTTCCAGGGGTTC 
TGGCG GGAGTCTCAGC CG AAG AG AG 

GAAATTGCTTTTCCTCTTGAACCACA 
GTTCTACCCCTGGGATGTTTTGAG 



ACCAGACTGACAAATGTGTATCGGAT 
GCTTTTGTTCAGGGCTGTGATCGG 

CCACTGTCACTGTTTCTCTGCTGTTG 
CAAATACATGGATAACACATTTGA 

CGAAGAAGAGCCACAGTGAGGGAGA 
TCCCATCCCCTTGTCTGAACTGGAG 

GACCTGATACG GCTCC CC AGTACAC 
CCCACCTCTTCCTTGTAAATATGAT 

CTCAAGCGTCCTG GGATCTCCTTCTC 
CCTCCTGTCCTGTCCTTGCCCCTC 

CCTC AAG GGAGGAGTGATCTTCAC C A 
CCAAGAAGGGCCAGCAGTTCTGTG 

TCCTGTGTGTCATGTTG GTTTTTGGT 
ACTTGTATTGTCATTTGGAGAAAC 



TCCTGTGATGGAAATACAACTGGTAT 
CTTCAC lllli i AGGAATTGGGAA 



AATTTG CAGTAAACTTTTAATTAAATG 
CTCATCTGGTAACTCAACACCCC 

GCTGCTTTTGAG GAG AAAATATATAG 
CTTTGGACACGAGGAAGATCTAGA 



AAACGCTTGGAGTGCTTCTGAATATA 
CAGAAGTTCCATTTAAGGGCAAGT 



TGCATCGTGTTTCTACCTTTAGTACCT 
TGCCACTCTTTTAAAACGCTGCT 
GACCTTCCTGCCACCAGTCACTGTCC 
CTCAAATGACCCAAAGACCAATAT 

AGACCTTTCTTTGGGACTGTGTGGAC. 
CAAGGAGCTTCCATCTAGTGACAA 
GCTCAGTAACATAACTGCTTCTTGGA 
GCTTTGGAATATiTTATCCTGTAT 

TTCTGCACAGGTCTCTGTTTAGTAAA 
TACATCACTGTATACCGATCAGGA 

CGGGCCTTGC ATATAAATAAC GG AGC 
ATACAGTGAGCACATCTAGCTGAT 
AGAGATGC CTTTGTTTGATG AGATTC 
AAACTTGATGCTATGCTTTAAAAT 

AGTCCCATTCTTCCTTTTCAATACCTA 
CCCCCAAATCTTCTCCTAACCCT 

TGTCACACTGGCTATCAAAGAATAAG 
AAAATTATTGAGTATGAGTGTGTT 
GCAAAACCCAGAAGCTAAAAAGTCAA 
TAAACAGAAAGAATGATTTTGAGA 
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2448 Table 3A Hs.198296 NM_003070 4507068 



2449 Table 3A Hs.236030 NM_003075 4507080 



2450 Table 3A Hs.79335 NM 003076 4507082 



2451 Table 3A Hs.174051 NIU 0030B9 

2452 Table 3A Hs.31121 NM_003098 



2453 Table 3A 

2454 Table 3A 

2455 Table 3A 

2456 Table 3A 

2457 Table 3A 

2458 Table 3A 

2459 Table 3A 

2460 Table 3A 

2461 Table 3A 

2462 Table 3A 

2463 Table 3A 

2464 Table 3A 

2465 Table 3A 

2466 literature 

2467 Table 3A 

2468 Table 3A 

2469 Table 3A 

2470 Table 3A 

2471 Table 3A 

2472 literature 

2473 Table 3A 

2474 Table 3A 



4507118 
4507138 



Hs.11183 
Hs.92909 
Hs.278571 



NM_003100 
NM_003103 
NMJ)03105 



4507140 
4507152 
6325473 



Hs.21293 NM_003115 4507758 



Hs.71465 

Hs.300741 

Hs.75975 

Hs.75761 

Hs.83715 

Hs.250773 

Hs.74564 

Hs.321677 

Hs.80642 

Hs.251664 

Hs.70186 

Hs.12303 

Hs.106469 

Hs.3196 
Hs.37936 

Hs.74101 
Hs.32675 
Hs.171626 



NMJJ03129 
NMJKJ3130 
NM_003133 
NM_003137 
NMJ503142 

NMJ)03144 

NMJJ03145 

NMJJ03150 

NM_003151 

NMJJ03153 

NMJ303169 

NM.00317Q 

NMJXJ3171 

NM_003172 
NIW 003173 

NM.003177 
NM__003193 
NM 003197 



4507216 
4507218 
10835066 



2475 Table 3A Hs.75133 NM_003201 4507400 



Table 8 

SWI/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily a, member 2 (SMARCA2), 
mRNA/cds=(297,5015) 
SWI/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily c, member 2 (SMARCC2), 
mRNA/cds=(22,3663) 
SWI/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily d, member 1 (SMARCD1), 
mRNA/cds=(265,1572) 
small nuclear ribonucleoprotein 70kD 
polypeptide (RNP antigen) (SNRP70), 
mRNA/cds=(680,2524) 
syntrophin, alpha 1(dystrophin- 
associated protein A1, 59kD, acidic 
component) (SNTA1), mRNA 
/cds=(37,l554) 

sorting nexin 2 (SNX2), mRNA 
/cds=(29,1588) 
NREBP mRNA, complete cds 
/cds=(49,7209) 

sorttlin-related receptor, L(DLR class) A 
repeats-containing (SORL1). mRNA 
/cds=(197,6841) 
UDP-N-acteylglucosamine 
pyrophosphorylase 1 (UAP1), mRNA 
/cds=(0,1517) 

squalene epoxidase (SQLE), mRNA 
/cds=(214,1938) 
4507206 sorcln (SRI), mRNA /cds=(1 2,608) 



signal recognition particle 9kD (SRP9), 
mRNA /cds=(1 06,366) 
SFRS protein kinase 1 (SRPK1), 
mRNA /cds=(108,2075) 
Sjogren syndrome antigen B 
(autoantigen La) (SSB), mRNA 
/cds=(72,1298) 

signal sequence receptor, alpha 
(translocon-associated protein alpha) 
(SSR1), mRNA/cds=(111,971) 
signal sequence receptor, beta 
(translocon-assoclated protein beta) 
(SSR2), mRNA/cds=(50,601) 
signal transducer and activator of 
transcription 3 (acute-phase response 
factor) (STAT3), mRNA 
/cds=(220,2532) 

signal transducer and activator of 
transcription 4 (STAT4), mRNA 
/cds=(81,2327) 

DNA for Insulin-like growth factor II 
(IGF-2); exon 7 and additional ORF 
/cds=(0,233) 

suppressor of Ty (S.cerevlsiae) 5 
homolog (SUPi 5H), mRNA 
/cds=(48,33H) 

suppressor of Ty (S.cerevisiae) 6 
homolog (SUPT6H), mRNA 
/cds=(1 164,5975) 

suppressor of varl (S.cerevisiae) 3-like 
1 (SUPV3L1), mRNA /cds=(0,2360) 

surfeit 1 (SURF1), mRNA 
/cds=(14,916) 

suppressor of variegation 3-9 
(Drosophila) homolog 1 (SUV39H1), 
mRNA /cds=(45, 1283) 
spleen tyrosine kinase (SYK), mRNA 
/cds=(1 48,1 986) 

tubulin-specific chaperone e (TBCE), 
mRNA/cds=(80,1663) 
transcription elongation factor B (Sill), 
polypeptide Mike (TCEB1L), mRNA 
/cds=(101,592) 
transcription factor 6-like 1 
(mitochondrial transcription factor 1-like) 
(TCF6L1), mRNA/cds=(132,872) 



6552340 
6552341 
4507252 



4507254 

4507258 

4507312 

11321572 

4507314 

4507318 
4507320 

4507328 
6006029 
6006030 



PC17US01/47856 



TTGTGACCAAATGGGCCTCAAAGATT 
CAGATTGAAACAAACAAAAAGCTT 



AAG GTTCTATTAAC CACTTCTAAGGG 
TACACCTCCCTCCAAACTACTGCA 



GTTGTATCACCCCC GAGTTAGCATAT 
CCCAG GCTCGCAGACTCAACACAG 



CCACTTGAGTTTGTCCTCCAAGGGTA 
GGTGTCTCATTTGTTCTGGCCCCT 

TCCTGTCTCTCTCCTCCTTACTCTTG 
GATAAATAAACAGCCTGTGAGCAC 



CCTGACCCTCTTTGAATTAAGTGGAC 

TGTGGCATGACATTCTGCAATACT 

TCTAAA CTTTATTTTC AAAAG CTTAAG 

GCCCAAATACAAACTTCTCTGGA 

CATGGTGATAGCCTGAAAGAGCTTTC 

CTCACTAGAAACCAAATGGTGTAA 

GGAGAAGGATTAGAAAGTTATGTGGC 
AGATAAAGAATTCCATG CACCTCT 

ACAGi I I r I CTTTTGAATTTAGTATTT 

GAGATGAGTTGTTGGGACATGCA 

GATCTAGTCTGTTACACCATTTAGAA 

CTTTCCTCAGCCATTATCAGTCAT 

AGCATGGTAAGTTCCCTTAGCTATAT 

GA ATTTTG GCATGTTTCAGAGAGA 

ACAI I I 1 1 ATTC TTTCTACTGAGG GCA 

TTGTCTGTTTTCTTTGTAAATGC 

AAAAGGAAAACCGAATTAGGTCCACT 

TCAATGTCCACCTGTGAGAAAGGA 

CCTATCCCCGGATGTGTGAGAATAAT 
GTGTTCATAAAGCATGGATCTCGT 

CCAGTGTCTATTCTG GGTTAGAGAAG 
TGCTTACTAAGGGGTTTTCTAATA 

GGGTGATCTGCTTTTATCTAAATGCA 
AATAAGGATGTGTTCTCTGAGACC 



GGGAGTGTTGTGACTGAAATGCTTGA 
AACCAAAGCTTCAGATAAACTTGC 

GAGCCAATCCACTCCTTCCTTTCTAT 
CATTCCCCTGCCCACCTCCTTCCA 

CTTCCTGTACCTCCTCCCCACAGCTT 
GCTTTTGTTGTAC CGTCTTTCAAT 

GCTGCTGCCACCG CTTCCTGCCTGT 
CATTTGAATAAACAGTGTTTCTATT 

TGGGACTCATC C AAAAGGGACGAG A 
AGAAAGAAGAAGGAACCTGATTCGG 

TCAAGACTGCCTTTATGCTGGATCAT 
GTGCTACTGGTATAAAGTTCTGGC 
GTACACCCCTCAACCCTATG CAGCCT 
GGAGTGGGCATCAATAAAATGAAC 

CCATGAGACTGATCCCTGGCCACTGA 

AAAGCTTTCCTGACAATAAAAATG 

TTGGGAAGTGACCATTTCTAGGCTTA 

TACATAATAG CAATAATAAAGGCT 

ATGTGGTAAAACCCAGAAAGCATCCA 

TCATGAATGCAAGATACTTTCAAT 

TTCACATTGTATTCAGAGTTGATGGTT 
GTACATATAAGTGATTGCTGGTT 
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Hs.74637 


NM_003217 


4507432 
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Hs.77356 


NM__003234 


4507456 
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Hs.79059 


NMJ303243 


4507470 
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Hs.87409 


NMJJ03246 


4507484 
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Hs.63668 


NM_003264 


4507528 


2482 


Table 3A 


Hs. 159239 


NMJ)03266 


4507532 


2483 


Table 3A 


Hs.31130 


NMJ)03273 


4507546 
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Table 3A 


Hs.1117 


NM__003291 


4507656 


2465 


Table 3A 


Hs.326456 


NM 003295 


4507668 
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Table 3A 


Hs.5542 


NMJ)03315 


4507712 


2487 


Table 3A 


Hs.178551 


NM_003316 


10835036 


2488 


Table 3A 


Hs.274401 


NM_003321 


4507732 


2489 


literature 


Hs.1 29780 


NM_003327 


4507578 


2490 


Table 3A 


Hs.29877 


NM.003328 


4507742 


2491 


Table 3A 


Hs.13046 


NM_003330 


4507746 
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Table 3A 


Hs.5308 


NM_003333 


4507760 


2493 


Table 3A 


Hs.80812 


NM_003336 


4507768 


2494 


Table 3A 


Hs.81 1 


NM_003337 


4507770 


2495 


literature 


■ Hs.75355 


NMJJ03348 


4507792 


2496 


Table 3A 


Hs.283667 


NM_003349 


12025659 


2497 


literature 


Hs.79300 


NM_003350 


12025664 
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Hs.80658 


NMJJ03355 


13259540 
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literature 


HS.78853 


NMJJ03362 


6224978 


2500 


Table 3A 


Hs.77500 


NMJ)03363 


4507852 


2501 


literature 


Hs. 173554 


NMJX>3366 


4507842 


2502 


Table 3A 


Hs.93649 


NM_003367 


4507846 


2503 


Table 3A 


Hs.284192 


NM__003374 


4507878 


2504 


Table 3A 


Hs.155191 


NMJJ03379 


9257254 


2505 


Table 3A 


Hs.297753 


NMJ3033B0 


4507894 


2506 


Table 3A 


Hs.24143 


NM_003387 


8400739 



Table 8 

transcription factor 7 (T-cell specific, 
HMG-box) (TCF7), mRNA 
/cds=(79,885) 

testis enhanced gene transcript 
(TEGT), mRNA /cds=(40,753) 
transferrin receptor (p90, CD71) 
(TFRC), mRNA/cds=(263,2545) 
transforming growth factor, beta 
receptor ill (betaglycan, 300kD) 
(TGFBR3), mRNA /cds=(348,2897) 
thrombospondin 1 (THBS1), mRNA 
/cds={1 11,3623) 

toll-like receptor 2 (TLR2), mRNA 
/cds=(129,2483) 

tolMike receptor 4 (TLR4), mRNA 
/cds={284,2683) 

transmembrane 7 superfamily member 
2 {TM7SF2) t mRNA /cds=(254,2023) 

tripeptidyl peptidase II (TPP2), mRNA 
/cds=<23,3772) 

hypothetical protein FU20030 
(FLJ20030), mRNA /cds=(1, 1239) 

tetratricopeplide repeat domain 2 
(TTC2), mRNA/cds=(26,1480) 

ribosomal protein L8 (RPL8), mRNA 
/cds=(43,816) 

mRNA; cDNA DKFZp434P086 (from 
done DKF2p434P086); partial cds 
/cds=(798.1574) 

tumor necrosis factor receptor 
superfamily, member 4 (TNFRSF4), 
mRNA/cds=(5,838) 

TXK tyrosine kinase (TXK), mRNA 
/cds=(86,1669) 

thioredoxin reductase 1 (TXNRD1), 
mRNA /Cds=(439,1 932) 
ubiquitin A-52 residue ribosomal 
protein fusion product 1 (UBA52), 
mRNA/cds=(37,423) 
ubiquitin-conjugating enzyme E2A 
(RAD6 homolog) (UBE2A), mRNA 
/cds=(120,578) 

ubiquitin-conjugating enzyme E2B 
(RAD6 homolog) (UBE2B), mRNA 
/cds=(421,879) 

ubiquitin-conjugating enzyme E2N 
(homologous to yeast UBC13) 
(UBE2N), mRNA/cds=(63.521) 
arginyl aminopeptidase 
(aminopeptidase B) (RNPEP), mRNA 
/cds=(9,1982) 

ubiquitin-conjugating enzyme E2 
variant 2 (UBE2V2), mRNA 
/cds={21,458) 

uncoupling protein 2 (mitochondrial, 
proton carrier) (UCP2), nuclear gene 
encoding mitochondrial protein, mRNA 
/cds=(380,1309) 

uracil-DNA glycosylase (UNG), mRNA 
/cds=(106,1020) 

ubiquitin specific protease 4 (proto- 
oncogene) (USP4), mRNA 
/cds=(3,2894) 

ubiquinol-cytochrome c reductase core 
protein II (UQCRC2), mRNA 
/cds=(53,1414) 

upstream transcription factor 2, c-fos 
interacting (USF2), mRNA 
/cds=(0,1040) 

clone HQ0072 /cds=UNKNOWN 



/cds=(1 17,1 877) 



interacting protein (WASP1P), mRNA 
/Cds=(108,1619) 



PCT/US01/47856 



GCCACTGGTTTCTCAGAATC C AAAG A 
TCACATATTCTAGTGTAACACTGC 

CTGTGCTTTTTGCTTGGGATAATGGA 
Gl I 1 1 I CTTTAGAAACAGTGCCAA 
TATCAGACTAGTGAC AAGCTC CTGGT 
CTTGAGATGTCTTCTCGTTAAGGA 
AGGGCTTGAGGTGAATTTCATTAAAT 
G G AATAATATG ATGC CACTTTGCA 

TTGAC CTCC C ATTTTTACTATTTG C C A 
ATACCTTTTTCTAGGAATGTGCT 
AGCGGGAAGGATTTTGGGTAAATCTG 
AGAGCTG CG ATAAAGTCCTAGGTT 
TGATGTTTGATGGACCTATGAATCTA 
TTTAGGGAGACACAGATGGCTGGG 
AGCC CTGAGGATG AACAACCTCAG A 
GAAGAGGTGGTTTAGAGCAAGGAAA 

AATAAATTTGCAAAACCAAGATCACA 

GTACACCATATGCACTCTGGTACC 

TTTG GAGTG GAG GCATTGTTTTTAAG 

AAAAACATGTCATGTAGGTTGTCT 

GCGGGGGTGGACAGGGAGGCAGCTT 

GTGAATTTTTGTTTTACTGTTTAAC 

AACTTCAGATACTTGTGAACATGCCT 

TATATTTGTCCAACAACTGTCAGA 

GAAGGGTTGGCCTGCCTGGCTGGGG 

AGGTCAGTAAACTTTGAATAGTAAG 

AAGATGTACCCTTCAGGTGAACCTGG 
TATCAGACCCACAGTACTTGCTGT 

AGCAAGATAGCCAAATGTGACATCAA 
GCTCCATTGTTTCGGAAATC CAG G 
AGTG G AATGTTCTATCCCCAC AAG AA 
GGATTATATCTTATAGACTTGTCT 
CCCGTGGCCCTGGAGCCTCAATAAA 
GTGTCCCTTTCATTGACTGGAGCAG 

TTATGCATTTATCACTTCCAAATCTAA 
CTTTGCACAAGTAACCCATGTAA 

TCCGCACTATATAA7TC G C ACAC ATT 
AATTAGGGTTTATGTACCATACAA 

GCTTGTGACCATTTTGTATGGCTTGT 
CTGGAAACTTCTGTAAATCTTATG 

TGCTG ATTTATGCAAAGGG CTGGCAT 
TCTGATGCTTTTCAGGTTTAATCC 

TGCATTCTGGCAGTTCTTTTAGGATT 
ATAG GTTGCAAATTATCCAAATAT 

CCGACAGCCCAGCCTAGCCCACTTG 
TCATCCATAAAGCAAGCTCAACCTT 



TTTGCTGTTAGTCGGGTTAGAGTTGG 
CTCTACGCGAGGTTTGTTAATAAA 
CAGACTGCTAGTGTTCTGTCTAAAAA 
CCAGACAAGGAAATACCCTTCTTT 

TTTTCCAGTGAGGTAAAATAAGGCAT 
AAATGCAGGTAATTATTCCCAGCT 

CCGGCACTTCTAGTGGTCTCACCTGG 
AGGCAAGAGGGAGGGTACAGAGCC 

TTTAGAGTCTTCCATTTTGTTG G AATT 
AGATCCTCCCCTTCAAATGCTGT 
TTCTCCTTCACAGCTAAGATGCCATG 
TG CAG GTGGATTCCATGCCGCAG A 
TTTC CAG CAAGTATCCAACCAACTTG 
GTTCTGCTTCAATAAATCTTTG GA 
ATGACTTGCATCCCAGCTTTCCACCA 
ACCAAATTCAAACATTCACTGCTT 
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Hs.88219 
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4508012 
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Hs.89414 
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Hs.28777 


NMJ)03512 
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literature 


Hs.2178 


NM_003528 
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Hs.278571 


NMJJ03563 


4507182 
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NMJJ03566 


4503468 
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NM_003589 


11140810 
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NM_003591 
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NMJJ03605 
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Hs.131924 


NMJX)360B 


4507420 
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Hs.1 04925 


NMJJ03633 


4505460 



Table 8 

X-ray repair complementing defective 
repair in Chinese hamster cells 4 
(XRCC4), transcript variant 3, mRNA 
/cds={175,1179) 

tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
beta polypeptide (YWHAB), mRNA 
/cds=(372,1112) 



5-monooxygenase activation protein, 
eta poiypeptide (YWHAH), mRNA 
/cds=(200,940) 



5-monooxygenase activation protein, 
zeta polypeptide (YWHAZ), mRNA 
/cds=(84,821) 



mRNA /cds=(567,2024) 

zinc finger protein 200 (ZNF200), 

mRNA /cds=(239,1 423) 

zinc finger protein 207 (ZNF207), 

mRNA/cds=(202,1638) 

chemokine (C-X-C motiO, receptor 4 

(fusin) (CXCR4), mRNA/cds=<88,1146) 

ubiquitin specific protease 7 (herpes 
virus-associated) (USP7), mRNA 
/cds=(1 99,3507) 

DEK oncogene (DNA binding) (DEK), 
mRNA /cds=(33,1 160) 

nuclear receptor interacting protein 1 
(NRIP1), mRNA/cds={287,3763) 

H2A histone family, member I 
(H2AFL), mRNA /cds=(97,489) 

H2B histone family, member Q 
(H2BFQ), mRNA/cds=(42,422) 

sortilin-related receptor, L(DLR class) A 
repeats-containing (SORL1), mRNA 
/cds=(197,6841) 

early endosome antigen 1, 182kD 
(EEA1), mRNA /cds=(1 36,4368) ■ 

VAMP (vesicle-associated membrane 
protein)-associated protein A (33kD) 
(VAPA), mRNA/cds=(0,728) 

RAD54 (S.cerevisiaeHike (RAD54L), 
mRNA /cds=(1 00,2343) 

neutral sphingomyelinase (N-SMase) 
activation associated factor (NSMAF), 
mRNA /cds=(12,2765) 
dual specificity phosphatase 11 
(RNA/RNP complex 1 -interacting) 
(DUSP11), mRNA /cds=(1 24,1 1 1 6) 
Cuiiin 43 (CUL4B), mRNA 
/cds=(78,2231) 
cullin4A(CUL4A), mRNA 
/cds=(160,2139) 
cuiiin 2 (CUL2), mRNA 
/cds=(1 46,2383) 
cuiiin 1 (CUL1), mRNA 
/cds=(124,2382) 

SWI/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily a, member 5 (SMARCA5), 
mRNA /cds=(202,3360) 
O-linked N-acetylglucosamine 
(GlcNAc) transferase (UDP-N- 
acetylglucosamine:polypeptide-N- 
acetylglucosaminyl transferase) (OGT), 
mRNA /cds=(2039,4801) 
G protein-coupled receptor 65 
(GPR65), mRNA /cds=(0,1013) 
ectodermal-neural cortex (with BTB-like 
domain) (ENC1), mRNA 
/Cds=(399,2168) 



PCT/US01/47856 



TGTATGAGACTTTTTGTTGCAAAGGA 
CACATTTATCATATTCATTCACAC 



TGATCTGTCCAGTGTCACTCTGTACC 
CTCAACATATATCCCTTGTGCGAT 



AATTCACCCCTCCCACCTCTTTCTTC 
AATTAATG G AAAAGCGTTAAG GGA 



1 CTCAGTACTTTGCAGAAAACACCAAA 
CAAAAATGCCATTTTAAAAAAGGT 



1 AGCCTTCAGTCAGAGCTC AAAC CTTA 

GTCAACACCAGAGAATTCACATGA 
1 AACC CTCTAAGAATAC CTGTTTAAGT 

CTTG AGTG TTG AAAG G AATTGTTT 
1 CCACTGCCTGAAAGGTTTGTACAGAT 

G CATGC CAC AGTAGATGTCCACAT 
1 TCAGGAGTGG GTTGATTTCAG CACCT 

ACAGTGTACAGTCTTGTATTAAGT 

1 CCTTCAGTTATACTTTCAATGACCTTT 
TGTGCATCTGTTAAGGCAAAACA 

1 AAGTGAACAAAATAAGCAACTAAATG 

AG AC CTAATAATTG G C C TTCG ATT 
1 CACAACCAAATTTGATGCGATCTGCT 

CAGTAATATAATTTGCCA 1 1 1 I I A 
1 ACATTGTAATAGAAACAGATTTCC C A 

AATTCCAGCCTGGCATGAGGTAAT 
1 CAGACTGAATAGATCTTAACTGTCTC 

CTACATGTGTGTTTTCAAATGTGT 
1 GATATCCCAGCGGTGGTACTTCGGA 

G ACACCTGTCTGCATCTGACTG AG C 

1 ACACTTTCCTCTGCC I 1 1 I ICTCTTAT 
ATGTG G GTTCATG GTTC AGTTCG 

1 AGATAATGTCAC CAGTCCTCTTCCTT 
CACTTCTTGTTGTAATTGCAGCCA 



1 CCGGCACACAGGGACTAGGTCTAGT 
GAGAACATCAGGAGCAGCCAGGGAT 

1 CATCGGGTTTTGGGTGTGTGTTTTCA 
TAGCGTGGTTACTTTCTATAATGC 

1 ATGTATTTCTTTCTGACTAGACTTGTG 
ATATGCGTGTGTTTATGTACAGA 

i GTTCT GTATCAGTTGAATTTrrGTGCT 

CTTTTCCCTGTGTACGTGGTGGT 
1 CATTTATGAGTTCCATGATATGTGGT 

CTAAGAAAGACCAAACAGATTTCT 
1 AAATCGGTTGGGTACCATGCTTTTTC 

TCCCCTTCACGTTTGCAGTTGATG 
1 G TTC ATGTTG G AAAG AATG AAAAC AA 

CTTCAAGTTCATAGGCAGCCAGCC 
1 TGTCATTTAAAGACATCAGGTTCATCT 

GTTTACTGAGCTAGAAACATAGT 



ATCTGGTGCCAAATGAAGATTTTTAG 
G AGTG ATTACTAATTATCAAGG GC 



1 TTCTG CACTGGG AG GTGTAATACATC 
ACAAAGACAAAGAAAACGCATACT 

1 AGTTGAAGGAAAATGTTCATGTTCAT 
ATGTACTTGTTTGCTATGACTACA 
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Table 8 



highly similar to AF091 453 NEMO 
protein /cds=UNKNOWN 

interferon induced transmembrane 
protein 1 (9-27) (IFITM1), mRNA 
/cds=(1 10,487) 

BarH-like homeobox 2 (BARX2), 
mRNA /cds=(96,935) 
adaptor-related protein complex 3, beta 
1 subunit (AP3B1), mRNA 
/cds=(53,3334) 

tyrosyl-tRNA synthetase (YARS), 
mRNA /cds=(0, 1586) 
MAP-kinase activating death domain 
(MADD), mRNA/cds=(325,5091) 
exonuclease 1 (EX01), mRNA 
/cds=(218,2629) 

protein kinase, interferon-inducible 
double stranded RNA dependent 
activator (PRKRA), mRNA 
/cds=(96,1037) 

regulatory factor X-associated ankyrin- 
containing protein (RFXANK), mRNA 
/cds=(417,1199) 

2 , -5'ollgoadenylate synthetase-like 
(OASL), mRNA/cds=(6,1550) 
dynein, cytoplasmic, light polypeptide 
(PIN), mRNA/cds=(93,362) 



subunit 9 (eta, 116kD) (EIF3S9), mRNA 
/cds=(53,2674) 

caspase recruitment domain protein 10 
mRNA, complete cds /cds=(40,3138) 

eukaryotic translation initiation factor 3, 
subunit 3 (gamma, 40kD) (E1F3S3), 
mRNA/cds=(5,1063) 
eukaryotic translation initiation factor 3, 
subunit 2 (beta, 36kD) (EIF3S2), mRNA 
/cds=(17,994) 

vesicle-associated membrane protein 8 
(endobrevin) (VAMP8), mRNA 
/cds=(53,355) 

splicing factor, arginine/serine-rich 9 
(SFRS9), mRNA/cds=(52,717) 
TNFRSFlA-associated via death 
domain (TRADD), mRNA 
/cds=(66,1004) 

hypothetical protein DKFZp434A196 
(DKFZP434A196).mRNA • 
/cds=(1 68,2732) 

membrane-bound transcription factor 
protease, site 1 (MBTPS1), mRNA 
/Cds=(496.3654) 

RPBS-mediating protein (RMP), mRNA 
/cds=(465,1991) 

CASP2 and RIPK1 domain containing 

adaptor with death domain (CRADD), 

mRNA /cds=(37,636) 

harakiri, BCL2-lnteracting protein 

(contains only BH3 domain) (HRK), 

mRNA /cds=(1 20,395) 

tumor necrosis factor (ligand) 

superfamily, member 13 (TNFSF13), 

mRNA /cds=(281 ,1033) 

tumor necrosis factor (ligand) 

superfamily, member 12 (TNFSF12), 

mRNA /cds=(1 7,766) 

tumor necrosis factor (ligand) 

superfamily, member 10 (TNFSF10), 

mRNA /cds=(87,932) 

tumor necrosis factor (ligand) 

superfamily, member 9 (TNFSF9), 

mRNA /cds=(3,767) 

a disintegrin and metalloproteinase 

domain 9 (meltrin gamma) (ADAM9), 

mRNA /cds=(78,2537) 



PCT7US01/47856 



CACTGGGGAAGTCAAGAATGGGGCC 
TGGGGCTCTCAGGGAGAACTGCTTC 



1 CCCTAGATACAGCAGTTTATACCCAC 
ACACCT GTCTAC AGTGTC ATTCAA 

1 G AAAGTG CTTAGCTCTCTCCCTCCTG 
ACCTCTGGGCAGCCAGTCATCAAA 

1 ATC ATGTATGC AATACTTTC CCCCTTT 
TTGCTTTG CTAACC AAAG AGCAT 

1 CTGCTGTCTCTTCAGTCTG CTCC ATC 

CATCACCCATTTACCCATCTCTCA 
1 TATAGAAAATGTACAGTTGTGTGAAT 

GTGAAATAAATGTCCTCAACTCCC 
1 G GCCGTGTTCAAAGAG CAATATTCCA 

GTAAATGCAGACTGCTGCAAAGCT 
1 AGCTGCTGACTTGACTGTCATCCTGT 

TCTTGTTAGCCATTGTGAATAAGA 



1 GAACTGACTTCAAAGGCAGCTTCTGG 
ACAGGTGGTGGGAGGGGACCCTTC 

1 GGAGAGGCTCTGTTTCCAGCCAGTTA 
GTTTTCTCTGGGAGACTTCTCTGT 

1 TTTCTATTCCATACTTCTG CCCACGTT 
GTTTTCTCTCAAAATCCATTCCT 

1 CCTGTACACAGCCGAGCAGCATTTCC 
GTTG AAGGACTTGCATC C CCATTG 

1 TTGATGCTTAGTGGAATGTGTGTCTA 
ACTTGCTCTCTGACATTTAGCAGA 

1 AAGAAGTTAACATGAACTCTTGAAGT 
CACACCAGGGCAACTCTTGGAAGA 

1 GGTGGATCTCCAACCAGGCCAGAGA 
AGATTCTCACAGAAGGTTTTGAACT 

1 GGCTGGGAAACTGTTGGTGGCCAGT 
GGGTAATAAAGACCTTTCAGTATCC 

1 G GTTCG CTCTACTATGG AGATCAACA 
GTTACTGTGACTG AGTCG GCCC AT 

1 GCTCACACTCAGCGTGGGACCCCGA 
ATGTTAAGCAATGATAATAAAGTAT 

1 CTGCTCGCCCCTATCGCTCCAGCCAA 
GGCGAAGAAGCACGAACGAATGTC 

1 ACCTGC CACCATGTTTTGTAATTTG A 
GGTCTTGATTTCACCATTGTCGGT 

1 AACGAAAG GAAGTTCTGTTGG AAGCA 
TCTGAAGAAACTGGAAAGAGGGTT 

1 ACATTTACCTGAATGTTGTCTGAGGA 
CTGAACTGTGGACTTTACTATTCA 

1 AAATCCAGCTGCAGAAACAGACACCC 
CAATGCTATTTACATACAGCTCTA 

1 CCCCGTTCCTCACTTTTC CCTTTTC AT 
TC CC ACCC C CTAGACTTTG ATTT 

1 TTCAGGCACTAAGAGGGGCTGGACC 
TGGCGGCAGGAAGCCAAAGAGACTG 

1 CGCAACAATCCATCTCTCAAGTAGTG 
TATCACAGTAGTAGCCTCCAGGTT 

1 CCCAGGCTAGGGGGCTATAGAAACA 
TCTAGAAATAGACTGAAAGAAAATC 

1 ACCTAC AAAAAAGTTACTGTG GTATC 
TATGAGTTATC ATCTTAG CTGTGT 
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2562 literature Hs.279899 NMJJ03820 



2563 db mining Hs.86131 NMJJ03824 

2564 literature Hs.1 14676 NM 003839 4507564 



2565 literature 



2566 literature 
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2575 Table 3A 

2576 Table 3A 

2577 Table 3A 

2578 Table 3A 

2579 literature 

2580 literature 
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2582 Table 3A 

2583 Table 3A 

2584 literature 

2585 Table 3A 

2586 Table 3A 

2587 Table 3A 

2588 Table 3A 



Table 8 

4507570 tumor necrosis factor receptor 

superfamiiy, member 14 (herpesvirus 
entry mediator) (TNFRSF14), mRNA 
/cds=(293,1144) 
4505228 Fas (TNFRSF6)-associated via death 
domain (FADD), mRNA /cds={1 29,755) 



Hs.129844 NM_003840 4507562 



Hs.119684 NM_003841 10835042 



2567 literature Hs.249190 NM_003844 4507558 

2568 Table 3A Hs.7043 NM_003849 11321580 

2569 Table 3A Hs.5085 NM_003859 4503362 



Hs.1 53687 NM_003866 4504706 

Hs.1742 NM_003870 4506786 

Hs.279789 NM_003883 13128861 

Hs.76095 NM_003897 4503328 

Hs.7165 NM_003904 4508020 

Hs.61828 NM_003905 4502168 

Hs.8991 NM_003917 4503842 

Hs. 58589 NM_003918 5453673 

Hs.306359 NM_003922 4557025 

Hs.35947 NM_003925 4505120 

Hs. 194685 NM_003935 4507634 

Hs.169139 NMJ)03937 4504936 



tumor necrosis factor receptor 
superfamiiy, member 11a, activator of 
NFKB (TNFRSF11A), mRNA 
/cds=(38,1888) 

tumor necrosis factor receptor 
superfamiiy, member 10d, decoy with 
truncated death domain (TNFRSF10D), 
mRNA /cds={82,1 242) 

tumor necrosis factor receptor 
superfamiiy, member 10c, decoy 
without an intracellular domain 
(TNFRSF10C), mRNA /cds=(29,928) 

tumor necrosis factor receptor 
superfamiiy, member 10a 
(TNFRSF10A), mRNA /cds=<0, 1406) 

succinate-CoA ligase, GDP-forming, 
alpha subunit (SUCLG1), mRNA 
/cds=(31,1032) 

dolichyl-phosphate 
mannosyltransferase polypeptide 1, 
catalytic subunit (DPMI), mRNA 
/cds=(0,782) 

inositol poryphosphate-4-phosphatase, 
type II, 105kD (INPP4B), mRNA 
/cds=:(121,2895) 

IQ motif containing GTPase activating 
protein 1 (IQGAP1), mRNA 
/cds=(467,5440) 

histone deacetylase 3 (HDAC3), mRNA 
/cds=(55,1341) 

immediate early response 3 (IER3), 
mRNA /cds={1 1,481) 

zinc finger protein 259 (ZNF259), 
mRNA /cds=(28, 1407) 

amyloid beta precursor protein-binding 
protein 1, 59kD (APPBP1), mRNA 
/cds=(73,1677) 

adaptor-related protein complex 1 , 
gamma 2 subunit (AP1G2), mRNA 
/cds=(45 r 2402) 
glycogenin 2 (GYG2), mRNA 
/cds=(283,1788) 
clone 25038 mRNA sequence 
/cds=UNKNOWN 

methyl-CpG binding domain protein 4 
(MBD4), mRNA/cds=(176,1918) 
topoisomerase (DNA) 111 beta (TOP3B), 
mRNA /cds=(1 1 3,2701 ) 
kynureninase (L-kynurenine hydrolase) 
(KYNU), mRNA /cds=(1 06,1 503) 



Hs.24322 NM_003945 
Hs,47007 NMJJ03954 4505396 



Hs.24439 NM_003958 

Hs.108371 NM_003973 

Hs.10315 NMJ503 9 83 

Hs.339840 NMJ>03992 

Hs.83428 NMJ)03998 



4502318 ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 9kD (ATP6H). 
mRNA/cds=(62,307) 
mitogen-activated protein kinase 
kinase kinase 14 (MAP3K14), mRNA 
/cds=(232,3075) 

ring finger protein (C3HC4 type) 8 
(RNF8), mRNA /cds=(1 12, 1569) 
E2F transcription factor 4, p107/p130- 
binding (E2F4), mRNA /cds=(62,1303) 



4504866 



4506600 



4507052 



4502884 



10835176 



2589 literature Hs.278443 NM_004001 4557021 



solute carrier family 7 (cationic amino 
acid transporter, y+ system), member 6 
(SLC7A6), mRNA /cds=(261 ,1808) 

Homo sapiens, done MGC: 16360 
IMAGE:3927645, mRNA, complete cds 
/cds=(561,731) 

nuclear factor of kappa light 
polypeptide gene enhancer in B-cells 1 
(P105) (NFKB1), mRNA 
/cds=(397,3303) 

Fc fragment of IgG, low affinity lib, 
receptor for (CD32) (FCGR2B), mRNA 
/cds=(0,875) 
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TGGTGTTTAGTGGATACCACATCGGA 
AGTGATTTTCTAAATTGGATTTGA 



TCACTATCTTTCTG ATAACAGAATTG C 
CAAGGCAGCGGGATCTCGTATCT 

GAAAAGATGGAGAAAATGAACAGGAC 
ATGGGGCTCCTGGAAAGAAAGGGC 



GTGGTTTTAGGATGTCATTCTTTGCA 
GTTCTTCATCATGAGACAAGTCTT 



AAGGGTGAGGATGAGAAGTGGTCAC 
GGGATTTATTCAGCCTTGGTCAGAG 



GAGAAGATTCAGGACCTCTTGGTGGA 
CTCTGGAAAGTTCATCTACTTAGA 

AGTACAACTGGAAGCCAAAACAAGGT 
G G AAGATGTCCTGAATTAAGACGT 

GTT G CTG G CCTAA TGAGC AATGTTCT 
C AATTTTC GTTTTCATTTTG CTGT 



AC AGACCTCCAG AGG G GACTTATGG 
. AAAAGCTGACACCTAAGTTTACCAA 

TGAATTTACTTCCTCCCAAGAGTTTG 
G ACTG CCCGTC AGATTGTTTCTGC 

TGGCTTTATGTCCATTTTACCACTGTT 

TTTATCCAATAAACTAAGTCGGT 

GCTGTCACGGAGCGACTGTCGAGAT 

CGCCTAGTATGTTCTGTGAACACAA 

CCTTTAAGGTTGGAACTTTGAAGTTG 

GAGAAGGTGGAATAAAGTTACACC 

TGCCTTCGGGTTGTGCTTTAGTCTGT 

AAAATTCTAAAGGAGAGCTGCTAA 

GCAAAAACCTGGGACCAGCCCCCTT 
CTCCCACAAATAAAGCCCAATAAAG 

GTCATCGGCTTTCAGAGGGAGACCA 

CGGGAATG7TCAGGGAAACAATGTC 

TGAATTGCCTGTTCAGGGTTCCTTAT 

GCAGAGAAATAAAGGAGATTCAGG 

ACCA ACCACCTTTCCAGCCATAGAGA 

TTTTAATTAGCCCAACTAGAAGCC 

CTACTTTGTATGATGACCCTGTCCTC 

CCTCACCCAGGCTGCAGTGCCATG 

AAAGAGGAGTGGTTTGTGACAAGCG 

GAATCGAAATGGCATTCG AGTG GCT 

GAAGAGCCATCTCAACAGAATCGCAC 
CAAACTATACTTTCAGGATGAATT 

TCTGGGTTGTAGAGAACTCTTTGTAA 
GCAATAAAGTTTGGGGTGATGACA 

CTGCTGTCCACTTTCCTTCAGGCTCT 
GTGAATACTTCAACCTGCTGTGAT 
G C ACCTGCTCC AAAG GCATCTGGCA 
AGAAAGCATAAGTGGCAATCATAAA 

CTCCTTTTAACGTGTTATTGACAAACC 
TCCCCAAAAGAATATGCAATTGT 

AGCTG CCAGAAAGCACAGATTTGACC 
CAAG CTATTTATATGTTATAAAGT 

AGCTGCTGCTGGATCACAGCTGCTTT 
CTGTTGTCATTGCTGTTGTCCCTC 



GATGAGGCTGACAAAGTTGGGGCTG 
AGAACACAATCACCTATTCACTTCT 
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Hs.12068 


NM_0G40O3 
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Table 3A 


Hs.169470 


NM_004010 


2592 


Table 3A 


Hs.460 


NM_004024 


2593 


Table 3A 


Hs.166120 


NM_004031 


2594 


Table 3A 


Hs.78637 


NMJ)04034 


2595 


Table 3A 


Hs.217493 


NM_004039 


2596 


Table 3A 


Hs.227817 


NM_004049 


2597 


Table 3A 


Hs.1 55935 


NMJJ04054 


2598 


Table 3A 


Hs.153640 


NM_004073 


2599 


Table 3A 


Hs.1 08080 


NMJ>04078 


2600 


literature 


HS.76394 


NMJ304092 


2601 


literature 


Hs.4756 


NM_004111 
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Hs.171862 


NMJ)04120 
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Hs.284265 


NMJ304124 
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Hs.3069 


NMJXJ4134 
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Hs.80350 


NMJJ04156 
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Hs.1 80062 


NMJ>04159 
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Hs.272493 


NMJ304166 
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Hs.272493 


NM_004167 
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Hs.469 


NM_004168 
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Hs.75379 


NMJJ04172 


2611 


Table 3A 


Hs.1 72791 


NM_004182 


2612 


literature 


Hs.212680 


NM_004195 
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Table 3 A 


"Hs.1 8720 


NMj)04208~ 
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Table 3A 


Hs.79197 


NM_004233 


2615 


RG 


Hs.6566 


NM_004237 



housekeeping 



genes 



Table 8 

47551 31 carnitine acetyltransferase (CRAT), 
nuclear gene encoding mitochondria! 
protein, transcript variant peroxisomal, 
mRNA/cds=(296,2113) 

50323 1 4 dystrophin (muscular dystrophy, 

Duchenne and Becker types), includes 
DXS142, DXS164, DXS206, DXS230, 
DXS239, DXS268, DXS269, DXS270, 
DXS272 (DMD), transcript variant 
Dp427p2, mRNA/cds=(702,11390) 

47551 27 activating transcription factor 3 (ATF3), 

mRNA /cds=(1 64,520) 
4809287 interferon regulatory factor 7 (IRF7), 

transcript variant d, mRNA 

/cds=(335,1885) 
4809278 annexln A7 (ANXA7), transcript variant 

2, mRNA/cds=(60,1526) 
4757755 annexin A2 (ANXA2), mRNA 

/cds=(49,1068) 
14574570 BCL2-related protein A1 (BCL2A1), 

mRNA /cds=(1 83,710) 
4757887 complement component 3a receptor 1 

(C3AR1), mRNA/cds=(0,1448) 
475801 5 cytokine-inducible kinase (CNK), 

mRNA/cds=(36,1859) 
4758085 cysteine and glyclne-rich protein 1 

(CSRP1), mRNA/cds=(54,635) 
1 2707569 enoyl Coenzyme A hydratase, short 

chain, 1, mitochondrial (ECHS1), 

nuclear gene encoding mitochondrial 

protein, mRNA /cds=(7 1,943) 
6325465 chromosome 1 1 , BAC CIT-HSP-31 1 e8 

(BC269730) containing the hFEN1 gene 

/cds={2644,3786) 
699601 1 guanylate binding protein 2, interferon- 
inducible (GBP2), mRNA 

/cds=(156,1931) 
4758441 pRGR1 mRNA, partial cds 

/cds=(0,538) 
4758569 heat shock 70kD protein 9B (mortalin- 

2) (HSPA9B), mRNA /cds=(29,2068) 
4758951 protein phosphatase 2 (formerly 2A), 

catalytic subunit, beta isoform 

(PPP2CB), mRNA /cds=(21 ,950) 
4758969 proteasome (prosome, macropain) 

subunit, beta type, 8 (large 

multifunctional protease 7) (PSMB8), 

mRNA/cds=(220,1038) 
14589962 small inducible cytokine subfamily A 

(Cys-Cys), member 15 (SCYA15), 

transcript variant 2, mRNA 

/cds=(474,815) 
14602450 small inducible cytokine subfamily A 

(Cys-Cys), member 1 5 (SCYA1 5), 

transcript variant 2, mRNA 

/cds=(474,815) 
4759079 succinate dehydrogenase complex, 

subunit A, flavoprotein (Fp) (SDHA), 

nuclear gene encoding mitochondrial 

protein, m RNA /cds=(24,201 8) 
4759125 solute carrier family 1 (glial high affinity 

glutamate transporter), member 3 

(SLC1A3), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(17B,1806) 
4759297 ubiquitously-expressed transcript 

(UXT), mRNA/cds=(56,529) 
4759245 tumor necrosis factor receptor 

superfamily, member 18 (TNFRSF18), 

mRNA/cds=(0,725) 
4757731 programmed cell death 8 (apoptosis- 

inducing factor) (PDCD8), mRNA 

/cds=(42,1883) 
4757945 CD83 antigen (activated B 

lymphocytes, immunoglobulin 

superfamily) (CD83), mRNA 

/Cds=(4 1,658) 
1 1 321 606 thyroid hormone receptor interactor 1 3 

(TR1P1 3), mRNA /cds=(45, 1343) 



PC17US01/47856 



1 TCCTGCCCCCGCCCTGCTGTATGATA 
TTAATGTGGAAGGTCATCAATAAA 



1 AAACTGTAAATCATAATGTAACTGAA 
GCATAAACATCACATGGCATGTTT 



1 ACAAGGACGCTGGCTACTGTCTATTA 
AAATTCTGATGTTTCTGTGAAATT 

1 CTTCCTTATGGAGCTGGAGCAGCCC 
GC CTAG AAC CCAGTCTAATGAG AAC 

1 TGCATCTCATTTTGCCTAAATTGGTTC 

TGTATTCATAAACACTTTCCACA 
1 AGTGAAGTCTATGATGTGAAACACTT 

TGCCTCCTGTGTACTGTGTCATAA 
1 TTGATGATGTAACTTGACCTTCCAGA 

GTTATGGAAATTTTGTCCCCATGT 
1 AGCTCACACGTTCCACCCACTGTCCC 

TCAAACAATGTCATTTCAGAAAGA 
1 GGACCACTTTTATTTATTGTCAGACA 

CTTATTTATTGGGATGTGAGCCCC 
1 GGGCTGTACCCAAGCTGATTTCTCAT 

CTGGTCAATAAAGCTGTTTAGACC 
1 GCTCTGAGGGAAACGCTGTCTGCTG 

CCTTCATACAGATGCTGATTAAAGT 



1 TTTTAGCTCAGGAAAATATGTCAGGC 
TCAAACCACTTCTCAGGCAGTTTA 

1 TTGTTGAACCATAAAGTTTGCAAAGT 
AAAGGTTAAGTATGAGGTCAATGT 

1 TGTGGTTTCAGTCTCTGCTAGTTCAT 
ATTG CATGTTTATTTTGGACAGTC 

1 AG CAGAAATTTTGAAGCCAGAAGG AC 
AACATATGAAGCTTAGGAGTGAAG 

1 ACTGCTTCATCTCCTTTTGCGCTTATT 
TGGAAATTTTAGTTATAGTGTTT 

1 GAGAGAGTACGGGCTCAGCAGCCAG 
AG GAGGCCGGTGAAGTGCATCTTCT 



1 CCCAGTCACCCTCTTGGAG CTTCCCT 
GCTTTGAATTAAAGACCACTCATG 



1 CCCAGTCACCCTCTTGGAGCTTCCCT 
GCTTTGAATTAAAGACCACTCATG 



1 G GAGC GTGG CACTTACCTTTGTCCCT 
TGCTTCATTCTTGTGAGATGATAA 



1 GCATACACATGCACTCAGTGTGGACT 
G G GAAGCATTACTTTGTAG ATGTA 



1 AAGCCTCACCATTGACTTCTTCCCCC 
CATCCTCAGACATTAAAGAGCCTG 

1 CTGACCTCGGCCCAGCTTGGACTGC 
ACATCTG GCAGCTGAGGAGTC AGTG 

1 " G GAAGATC ATTAAGGACG GTG AG CA 
G C ATG AAG ATCTCAATG AAGTAGC C 

1 TTACCTCTGTCTTGGCTTTCATGTTAT 
TAAAC GTATGCATGTG AAG AAG G 



1 AGTTACTGGTCTCTTTCTG CCGAATG 
TTATGTTTTGCTTTTATCTCACAG 
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2646 db mining 



Hs.85092 NMJJ04239 

Hs.1 51787 NMJJ04247 

Hs.1 84276 NMJ304252 

Hs.31442 NM„00426Q 

Hs.90608 NM_004261 

Hs.15259 NMJKM281 

Hs.341182 NMJMM288 



Table 8 

1 0863904 thyroid hormone receptor interactor 1 1 

(TRIP11), mRNA/cds=(356,6295) 
4759279 U5 snRNP-specific protein, 116 kD (U5- 

116KD), mRNA/cds=(60,2978) 
47591 39 solute carrier family 9 

(sodium/hydrogen exchanger), isoform 

3 regulatory factor 1 (SLC9A3R1), 

mRNA/cds=(212,1288) 
4759029 RecQ protein-like 4 (RECQL4), mRNA 

/cds={0,3626) 
4759095 15 kDa selenoprotein (SEP 15), mRNA 

/cds=(4,492) 
1 4043023 BCL2-associated athanogene 3 

(BAG 3), mRNA/cds=(306,2033) 
8670550 602417256F1 cDNA, 5* end 

/clone=lMAGE:4536829 /clone end=5' 



Hs.75393 NMJ304300 4757713 



Hs.274350 NM_004301 

Hs.109918 NM_004310 

Hs.75811 NMJ)04315 

Hs.234799 NM_0Q4327 

Hs.2534 NM_004329 

Hs.82794 NM_004344 

Hs.170019 NM_004350 

Hs.84298 NM_004355 

Hs.75564 NM.004357 

Hs.75887 NMJ>04371 

HS.79194 NM 004379 



4757717 
4757769 
4757785 

11038638 

4757853 

4757901 
4757917 
10835070 

4757941 
6996002 

4758053 

4758055 



Hs.23598 NMJJ04380 

Hs.76053 NM_004396 13514826 

Hs.155595 NM_004404 4758157 

Hs.1 71 695 NMJ304417 7108342 

Hs.1 183 NM.004418 12707563 

HS;2128 NMJD04419 12707565 

Hs.74088 NMJJ04430 4758251 

Hs.55921 NM_004446 4758293 

Hs.48876 NM.004462 4758349 

HS.76362 NM.004492 4758485 

Hs.103804 NMJJ04501 14141160 

Hs.171545 NMJ)04504 7262381 



acid phosphatase 1, soluble (ACP1), 
transcript variant a, mRNA 
/cds=(775,1251) 
BAF53 (BAF53A), mRNA 
/cds=(136,1425) 

ras homolog gene family, member H 
(ARHH), mRNA/cds=(579,1154) 
N-acylsphingoslne amidohydrolase 
(acid ceramidase) (ASAH), mRNA 
/cds=(17,1204) 

breakpoint cluster region (BCR), 
transcript variant 1, mRNA 
/cds=(488,4303) 

bone morphogenetic protein receptor, 
type IA (BMPR1A), mRNA 
/cds=(309,1907) 

centrin, EF-hand protein, 2 (CETN2), 
mRNA /cds=(47,565) 
runt-related transcription factor 3 
(RUNX3), mRNA /cds=(9,1 256) 
CD74 antigen (invariant polypeptide of 
major histocompatibility complex, class 
II antigen-associated) (CD74), mRNA 
/cds=(7,705) 

CD151 antigen (CD151), mRNA 
/cds=(84,845) 

coatomer protein complex, subunit 
alpha (COPA). mRNA /cds=(466,4140) 

cAMP responsive element binding 
protein 1 (CREB1), mRNA 
/cds=(1 16,1099) 

CREB binding protein (Rubinstein- 
Taybi syndrome) (CREBBP), mRNA 
/cds={1 98,7526) 

DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 5 (RNA helicase, 68kD) 
(DDX5), mRNA/cds=(170,2014) 

neural precursor cell expressed, 
developmental^ down-regulated 5 
(NEDD5), mRNA ^$=(258^343) 

dual specificity phosphatase 1 
(DUSP1), mRNA/cds=(248,1351) 

dual specificity phosphatase 2 
(DUSP2), mRNA /cds=(85,1 029) 

dual specificity phosphatase 5 
(DUSP5), mRNA /cds=(21 0,1 364) 

early growth response 3 (EGR3), 
mRNA/cds=(357,1520) 

glutamyl-prolyMRNA synthetase 
(EPRS), mRNA/cds=(58,4380) 

famesyf-diphosphate 
farnesyltransferase 1 (FDFT1), mRNA 
/cds=(44,1297) 

general transcription factor IIA, 2 (12kD 
subunit) (GTF2A2), mRNA 
/cds=(141,470) 
heterogeneous nuclear 
ribonucleoprotein U (scaffold 
attachment factor A) (HNRPU), 
transcript variant 1, mRNA 
/cds=(217,2691) 
HIV-1 Rev binding protein (HRB), 
mRNA/cdS=(243,1931) 



PCT/US01/47856 



CACAAAGTGGCCTTTGGGGAGAAAG 
TCATGTATTTGTTCGCAATTATGCT 
ATTTACTCCAAGTCCTCTC CCCAGCT 
ACCACCAGTCCCTTACTCTGTTCT 
GCCCATCCCTGAGCCAGGTACCACC 
ATTGTAAG GAAACACTTTC AG AAAT 



1 AGGACCGACGCTTCTGGAGAAAATAC 

CTG CACCTGAGCTTCC ATGCC CTG 
1 TTC ACAAAG ATTTG CGTTAATGAAGA 

CTACACAGAAAACCTTTCTAGGGA 
1 ATAC CTGACTTTAG AGAG AGTAAAAT 

GTGCC AG G AGCCATAGGAATATCT 
1 ATG GAAAGATGTG GTCTG AGATGGGT 

GCTGCAAAGATCATAATAAAGTCA 

1 ACATCCAGAAAGAAGGACACTTGTAT 
GCTAGTCTATGGTCAGTTGAGGAA 

1 TTGACTAGTAAAAGTTACTGC CTAGT 
CTTTTTACCTTAG GCTTACAGAAT 

1 TTGC CCAGGCC AGTTAG AAAATCCCT 
TGGGGAACTGTGATGAATATTCCA 

1 ATAATCACAGTTGTGTTCCTGACACT 
CAATAAACAGTCACTGGAAAGAGT 

1 TGACCGGATTCCCTCACTGTTGTATC 
TTG AATAAACG CTGCTGCTTCATC 

1 CCAAAGTTGG AG CTTCTATTGCCATG 
AACCATGCTTACAAAGAAAGCACT 

1 GTGAACTCCTGCACTGGCATTTGGAT 
GTGTGTTAATG CTATTTGTTTTGT 

1 GCTG GGTGGAAACTGCTTTGC ACTAT 
CGTTTGCTTGGTGTTTGTTTTTAA 

1 GCTTGTTATCAGCTTTCAGGGCCATG 
GTTCACATTAGAATAAAAGGTAGT 



1 CTTTGCCTTGCAGCCACATGGCCCCA 
TCCCAGTTGGGGAAGCCAGGTGAG 

1 TGCGGGTTATTGATTTGTTCTTTACAA 
CTATTGTTCTCATATTTCTCACA 

1 AGTTATTAGTTCTGCTTTAG CTTTCCA 
ATATGCTGTATAG CCTTTGTCAT 

1 GCTGTTTTCAACATTGTATTTGGACTA 
TGCATGTG 1 1 1 I I ICCCCATTGT 

1 AAGTAAATGTACAGTGATTTGAAATA 
CAATAATGAAGGCAATGCATGGCC 

1 CCCACACTGCTACACTTCTGATCCCC 
TTTG GTTTTACTACCC AAATCTAA 

1 TCTTAAGCAGGTTTGTTTTCAG CACT 

GATGGAAAATACCAGTGTTGGGTT 
1 GGGGTTGGAAACTTAGCACTTTATAT 

TTATACAGAACATTCAGGATTTGT 
1 ACCCGTGTGAATGTGAAGAAAAGCAG 

TATGTTACTGGTTGTTGTTGTTGT 
1 TTGCACTGTGAGCAAATGCTAATACA 

GTAAATATATTGTGTTTGCTGACA 
1 AAATG AAGTC AC AC AG GA C AATTATT 

CTTATG CCTAAGTTAACAGTGG AT 
1 GTCGCTGCATATGTGACTGTCATGAG 

ATCCTACTTAGTATGATCCTGGCT 

1 AAGGACAAAAGTTGTTGCCTTCCTAA 
GAAC CTTCTTTAATAAACTC ATTT 

1 CTGCATTTTGATTCTGAAAAGAAAGC 
TG G CTTTGCCC ATTTCTTATTAAA 



ACCTGTCTGCATAATAAAGCTGATCA 
TGTTTTGCTACAGTTTGCAGGTGA 
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Hs.77578 
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Hs.80358 


NMJJ04653 


4759149 
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Hs.121102 
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4759313 
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Hs.6856 


NM_004674 


4757789 
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Table 3A 


Hs.155103 


NM_004681 


4758253 



Table 8 

HUS1 (S. pombe) checkpoint homolog 
(HUS1), mRNA /cds=(60,902) 

interferon-induced protein 75, 52kD 
(IFI75), mRNA/cds=(170,1396) 

interleukin enhancer binding factor 2, 
45kD (ILF2), mRNA fcds=(39,1259) 

integrin-linked kinase (ILK), mRNA 
/cds=(156,1514) 

matrix metalloproteinase 2 (gelatinase 
A, 72kO gelatinase, 72kD type IV 
collagenase) (MMP2), mRNA 
/cds=(289,2271) 

NADH dehydrogenase (ubiquinone) 1 
alpha subcompiex, 10 (42kD) 
(NDUFA10), mRNA /cds=(21,1088) 

NADH dehydrogenase (ubiquinone) Fe- 
S protein 2 (49kD) (NADH-coenzyme Q 
reductase) (NDUFS2), mRNA 
/cds=(6,1397) 

NADH dehydrogenase (ubiquinone) Fe- 
S protein 5 (15kD) (NADH-coenzyme Q 
reductase) (NDUFS5), mRNA 
/cds=(71,391) 

nuclear factor of kappa light 
polypeptide gene enhancer in B-cells 
inhibitor, epsilon (NFKBIE), mRNA 
/cds=(33,1535) 

nuclease sensitive element binding 
protein 1 (NSEP1), mRNA 
/cds=(234,1202) 

PBX/knotted 1 hoemobox 1 (PKNOX1), 
mRNA /cds=(85,1 392) 

protein phosphatase 2 (formerly 2A), 
regulatory subunit B (PR 52), beta 
isoform (PPP2R2B), mRNA 
/cds=(525,1856) 

RAD9 (S. pombe) homolog (RAD9), 
mRNA/cds=(76,1251) 

small inducible cytokine subfamily A 
(Cys-Cys), member 20 (SCYA20), 
mRNA/cds=(58,348) 

splicing factor, arginlne/serine-rich 
(transformer 2 Drosophila homolog) 10 
(SFRS10), mRNA/cds=(121,987) 

small nuclear ribonucleoprotein D2 
polypeptide (16.5kD) (SNRPD2), mRNA 
/cds=(30,386) 

topoisomerase (DNA) 111 alpha 
(TOP3A), mRNA /cds=(1 77,31 82) 
translin (TSN), mRNA /cds=(81,767) 

xeroderma pigmentosum, 
complementation group C (XPC), 
mRNA /cds=(1 91 .2662) 

Fanconi anemia, complementation 
group G (FANCG), mRNA 
/cds=(492,2360) 

death associated protein 3 (DAP3), 
mRNA/cds=(73,1269) 

mRNA for RAB7 protein 
/cds=(602,1225) 

HLA-B associated transcript 2 (BAT2), 
mRNA /cds=(1 01 ,6529) 
coflin (COIL). mRNA/cds=(22,1752) 



chromosome (Drosophila fat facets 
related) (USP9X), transcript variant 1. 
mRNA /cds=(59,7750) 
SMC (mouse) homolog, Y 
chromosome (SMCY), mRNA 
/Cds=(275,4894) 



ash2 (absent, small, or homeotic, 
Drosophila, homotog)-like (ASH2L), 
mRNA /cds=(4, 1890) 
eukaryotic translation initiation factor 
1 A, Y chromosome (E1F1AY), mRNA 
/cds=(1 32,566) 



PCT/US01/47856 



TACTGGTAGATGTGCTCATTCTCCCT 
GAAACATACCCATCATATTGTCCT 

AGGAAGCAATGTGGTTGGACCTGGTT 
AAGGGAAAGGCTGATTACGGAAAT 
AACTAATACTTTGCTGTTGAAATGTTG 
TGAAATGTTAAGTGTCTGGAAAT 
GAG CTTTGTC ACTTGCC ACATGGTGT 
CTTCCAACATGGGAGGGATCAGCC 
CCCTGTTCACTCTACTTAG C ATGTCC 
CTACCGAGTCTCTTCTCCACTGGA 



TGCACATTGTTTTTCTTCTGACTTCCA 
G AAATAAAAGTGTTTCCATG GG A 

ACT AAAAAAG G AG AAATTAT AAT AAAT 
TAGCCGTCTTGCGCCCCTAGGCC 



ACGACAAACCTCCTTGTCAAAGTGTG 
TAAAAATAAAGGATTGCTCCATCC 



CCACTGGGGAAGGGAAGTTTCAGTA 
ACATGACACTAAAATGGCAGAGACG 



AAAGATTGGAGCTGAAGACCTAAAGT 
GCTTGCTTTTTGCCCGTTGACCAG 

GAAGTCAGTGGGAAACACACAGAAAT 
TTATTTTAAAATCTTTCAGGAGCT 
AGATGTATTAGAAGTCCTGACTTTCA 
AGTGTAATTTGCTTTGGAGGAGGA 



CTGTGCAGAAGAGCTGCCAG GCAGT 
GTCTTAGATGTGAGACGGAGGCCAT 
ACATCATGGAGGGTTTAGTGCTTATC 
TMTTTGTGCCTCACTGGACTTGT 

TTGCTTACCAAAGGAGGC CCAATTTC 
ACTCAAATGTTTTGAGAACTGTGT 

TCACTCCTCTGTCCTATGAAGACCGC 
TGCCATTGGTGTTGAGAATAATAA 

GTTAAGCCAGGACATCCAGAATTCAT 
TGCTTTAATAAAG AAC CC AG G CCG 
TC AGTTTTAAC AAATG CTATTAAAGTG 
GAGAAGCACACTCTGGTCTTGGA 
CTCACTGCCTCTTTGCAGTAGGGGAG 
AGAGCAGAGAAGTACAGGTCATCT 



TTGACTTTGCTCGAGGCACCTTTTTT 
CCTGTTTCTC CTTTTCTGTTGTC G 

AAATGGGTTTCACTGTGAATGCGTGA 

CAATAAGATATTCCCTTGTTCCTA 

AACGAATTTCCTGAACCTATCAAACT 

GGACAAGAATGACCGGGCCAAGGC 

CTTCCC CTGGTC CCCTGTCCCTGGG 

GCTGTTTGTTAAAAAAGAGTAATAA 

ACC GTGAAAATTGGTTTC ATTTAACAA 

AAGATCAGATCCCTCCTTCAGCT 

TTTCTTGTTACACCCACTGCACTCTG 

CAACCAGTGTTGCCTGCCTCATGG 



GGGAAAAACAAGAATTTCATGACTCT 
ACCTGTGGTCTATCTTTAATTTCA 

G CTGTGCCCTTGAAGAG AATAGTAAT 
GATGGGAATTTAGAGGTTTATGAC 
TCC AAG GAAATGGTAACCTGTTTCTG 
AGAACACCTGAAATC AATG GCTAT 

TTC ATTGTAATC CACTGTTTTGG CTTT 
CATGAACAAGTAAATTACAGTGT 
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2676 Table 3A 

2677 Table 3A 

2678 Table 3A 

2679 Table 3A 

2680 Table 3A 

2681 Table 3A 



Hs.54483 NMj>04688 

Hs.5097 NMJ304710 

Hs.40323 NM_004725 

Hs.77324 NM_004730 

Hs.326159 NMJ)04735 

Hs.333513 NM_004757 



2682 Table 3A Hs.9075 NM.004760 

2683 Table 3A Hs.170160 NMJJ04761 

2684 Table 3A Hs.1050 NJW 004762 



2685 Table 3A 

2686 Table 3A 

2687 Table 3A 

2688 Table 3A 

2689 Table 3A 

2690 Table 3A 

2691 Table 3A 

2692 Table 3A 

2693 Table 3A 



Hs. 11482 NMJ504768 

Hs.15589 NM_004774 

Hs.26703 NM_004779 

Hs.23965 NM_004790 

Hs.77965 NM_004792 

Hs.28757 NMJJ04800 

Hs.49587. NM_004811 

Hs.168103 NM_004818 

Hs.3628 NM.004834 



2694 Table 3A Hs.102506 NMJJ04836 



2695 Table 3A 

2696 db mining 

2697 Table 3A 

2698 Table 3A 

2699 Table 3A 

2700 Table 3A 

2701 Table 3A 

2702 Table 3A 

2703 Table 3A 

2704 Table 3A 

2705 Table 3A 



Hs.227806 • NM_004841 
Hs.76364 NM_004847 

Hs. 10649 NM_004848 
Hs.274472 NM_00485O 

Hs.178710 NM_004859 
Hs.76507 NM_004862 
Hs.59403 NM_004863 

Hs.5409 NM_004875 

Hs.86371 NM_004876 

Hs.75256 NM_004893 

Hs.80426 NMJ)04899 



2706 Table 3A Hs. 145696 NM_004902 



Tab/e 8 

4758813 N-myc (and STAT) interactor (NMI), 

mRNA/cds=(280 r 1203) 
4759201 synaplogyrln 2 (SYNGR2), mRNA 

/cds=(29,703) 
4757879 BUB3 (budding uninhibited by 

benzimidazoles 3, yeast) homolog 

(BUB3), mRNA /cds=(70, 1056) 
4759033 eukaryotic translation termination factor 

1 (ETF1), mRNA /cds=(1 35,1 448) 

4758689 leucine rich repeat (in FLU) interacting 
protein 1 (LRRFIP1), mRNA 
/cds=(178,2532) 

4758265 small Inducible cytokine subfamily E, 
member 1 (endothelial monocyte- 
activating) (SCYE1), mRNA 
/cds=(49,987) 

4758191 serine/threonine kinase 17a (apoptosis- 
inducing) (STK17A), mRNA 
/cds=(1 17,1361) 

4758531 RAB2, member RAS oncogene family- 
like (RAB2L), mRNA /cds=(0,2333) 

4758963 pleckstrin homology, Sec7 and 

coifed/coil domains 1(cytohesin 1) 

(PSCD1), transcript variant 1, mRNA 

/cds=(69,l265) 
4759099 splicing factor, arginine/serine-rfch 1 1 

(SFRS11), mRNA /cds=(83, 1537) 
4759265 PPAR binding protein (PPARBP), 

mRNA /cds=(235,4935) 
4758945 CCR4-NOT transcription complex 

subunit8(CNOT8), mRNA 

/cds=(244,1122) 
4759041 solute earner family 22 (organic anion 

transporter), member 6 (SLC22A6) 

mRNA /cd$=(0 t 1652) 
47581 05 peptidyl-prolyl isomerase G (cyclophilin 
G) (PPIG), mRNA /cds=(1 57,2421) 

4758873 transmembrane 9 superfamily member 
2 (TM9SF2), mRNA /cds=(1 33,21 24) 

leupaxin (LPXN), mRNA 
/cds=(93,1253) 

prp28, U5 snRNP 100 kd protein (U5- 
100K), mRNA/cds=(39,2501) 
mitogen-activated protein kinase 
kinase kinase kinase 4 (MAP4K4), 
mRNA /cds=(79,3576) 
eukaryotic translation initiation factor 2- 
alpha kinase 3 (EIF2AK3), mRNA 
/cds=(72,3419) 

RAS protein activator like 2 (RASAL2) 
mRNA /cds=(1 25,3544) 
allograft inflammatory factor 1 (AIF1), 
transcript variant 2, mRNA 
/CdS=(453,85l) 

basement membrane-induced gene 
(ICB-1), mRNA /cds=(1 28,982) 
higb-moblJity group (nonhistone 
chromosomal) protein 1 (HMG1), 
mRNA /cds=(52,699) 
clathrin, heavy polypeptide (He) 
(CLTC), mRNA /cds=(172,5199) 

LPS-induced TNF-alpha factor (PIG7) 
mRNA/cds=(233,919) 
serine palmitoyltransferase, long chain 
base subunit 2 (SPTLC2), mRNA 
/cds={188,1876) 

RNA polymerase I subunit (RPA40) 
mRNA /cds=(22, 1 050) 
zinc finger protein 254 (ZNF254) 
mRNA/cds=(134,1195) 
H2A histone family, member Y 
(H2AFY), mRNA Jcds-(1 73, 1288) 
brain and reproductive organ- 
expressed (TNFRSF1A modulator) 
(BRE), mRNA/cds=(l46 1297) 
splicing factor (CC1.3) (CC1.3), mRNA 
/cds=(i49,i723) 



4758669 
4759277 
4758523 



4758891 

4758807 
6680470 

4758579 
6633807 

4758011 
4758913 
4758667 

4759045 
4758513 
4758495 
4757871 

4757925 



PCT/US01/47856 



ACTTATTTCCATGTTTCTGAATCTTCT 

TTGTTTCAAATGGTGCTGCATGT 

ATGCCCGGCCTGGGATGCTGTTTGG 

AGACGGAATAAATGTTTTCTCATTC 

TACTCTAAACCTGTTATTTCTGTGCTA 

ATAAACGAGATGCAGAACCCTTG 

TGCAGAGAGATACTMGCAGCAAAAT 
CTTGGTGTTGTGATGTACAGAAAT 

AGTCTTTGATCTTGAACCGATACTTTT 
GGATCTCATTGTTGATATACCTG 

TGGMTCAAATAAAATGCTTCCACTA 
CCAAAAGACATTAGAGAAAACCTT 



TGCCGAATACCTTAAAGTAACTAATTA 
TCCTTACACACAAAAGGCTCAGT 

CTTTCCCAGGATCAAGGCCACAGGG 
AGGAAGATTGCACGGGCACTGTTCT 

CTTGTAAACTAGCGCCAAG GAACTGC 
AGCAAATAAACTCCAACTCTGCCC 

TGTGCAGTAGAAACAAAAGTAGGCTA 

CAGTCTGTGCCATGTTGATGTACA 

AGGAGGGTTTAAATAGGGTTCAGAGA 

TCATAGGAATATTAGGAGTTACCT 

TGGTGGAAGTAAAAACTGGTAACTCA 

CTCAAGTGAATGAATG GTCTTGCA 

GCAGGAAAGGGAAACAGACGCGACA 
GCAACAAGAGCACCAGAAGTATATG 

TCCATTCTGTTTCGGATTTTAAGTTTG 
AGAGACTTGCTAATGAATCTCCT 

CCTTCAGAAACACCGTAATTCTAAAT 
AAACCTCTTCC CATACACCTTTCC 

CTGGACAACTTTGAGTACTGACATCA 

TTGATAAATAAACTGGCTTGTGGT 

CCCAGGGGATTTTTTAAGTAGATGGG 

G GGACACG GTGAACTG GCTGTGTC 

ACTCCAAAATAAATCAAGGCTGCAAT 

GCAGCTGGTGCTGTTCAGATTCCA 

TGAAATCTTAAGTGTCTTATATGTAAT ■ 
CCTGTAGGTTGGTACTTCCCCCA 

T GGG AG TCTTCTCTTTTAGACAG GGG 
CTTTTTGTTTTTAACCCCAATTGT 
TGACCC AGATATGGAAAC AG AAGACA 
AAATTGTAAGCCAGAGTCAACAAA 

AGGTTTCATCAGGTGGTTAAAGTCGT 
CAAAGTTGTAAGTGACTAACCAAG 
ATGCTGTCAAAGTTACAGTTTACGCA 
GGACATTCTTG CCGTATTCTCATG 

TGTGTGTTTACTAACCCTTCCCTGAG 

GCTTGTGTATGTTGGATATTGTGG 

TCTGTAATCAAATGATTGGTGTCATTT 

TCCCATTTGCCAATGTAGTCTCA 

TGCCCAGCAGCCATCTTAATACATTA 

AACCAGTTTAAAAAATACCTTCCA 

GCCAGAGTTGCCAACCCCCGGCTGG 

ATACCTTCAGCAGAGAAATCTTCCG 

AATCCATTAACACCTGCTCACATCTTA 

CTCAAAATTGTAGAGTTCATAGT 

ATTTGCAATTTGGAATTTGTGTGAGTT 

GATTTAGTAAAATGTTAAACCGC 

AAGTAAAGCCTCAGGAATGCCCACG 

CCTTTCTTCCAAAGCCTTTGTCTCT 

TCAAACAAATGACTTTCATATTGCAAC 
AATCTTTGTAAGAACCACTCAAA 
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2707 Table 3A Hs.119 • NMJJ04906 4758635 

2708 Table 3A Hs.737 NM_004907 4758313 

2709 Table 3A Hs.288156 NMJXM911 4758303 

2710 Table 3A Hs.81964 NM 004922 4758633 



2711 Table 3A 

2712 Table 3A 

2713 Table 3A 

2714 Table 3A 

2715 Table 3A 

2716 literature 

2717 Table 3A 

2718 Table 3A 



2721 Table 3A 

2722 Table 3A 

2723 Table 3A 

2724 Table 3A 

2725 db mining 

2726 literature 

2727 Table 3A 

2728 Table 3A 

2729 Table 3A 

2730 Table 3A 

2731 Table 3A 

2732 literature 

2733 Table 3A 

2734 Table 3A 

2735 literature 



Hs.333417 NMJ)04930 4826658 



Hs.2299 NMJJ04931 

Hs.171872 NMJ)04941 

Hs.251064 NMJJ049B5 

Hs.808 NM_0049B6 

Hs.115541 NM_004972 

Hs.40154 • NM_004973 

Hs.184050 NM 004985 



4826666 
4826689 

4826757 

14141150 

13325062 



' Table 8 

Wilms' tumour 1 -associating protein 
(KIAA0105), mRNA /cds=( 124,579) 
Homo sapiens, Similar to klnesln family 
member 5B, done MGC: 15265 
IMAGE4297793, mRNA, complete cds 
/cds=(424,1566) 

cDNA: FLJ21819fis, clone HEP01185 
/cds=UNKNOWN 
SEC24 (S. cerevisiae) related gene 
family, member C (SEC24C), mRNA 
/cds=(1 14,3491) 

capping protein (actin filament) muscle 
Z-line, beta (CAPZB). mRNA 
/cds=(0,818) 

CD8 antigen, beta polypeptide 1 (p37) 
(CD8B1), mRNA/cds=(50,682) 

DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 8 (RNA helicase) (DDX8), 
mRNA/cds=(73,3735) 

high-mobility group (nonhistone 
chromosomal) protein 14 (HMG14), 
mRNA /cds=(1 50,452) 

heterogeneous nuclear 
ribonucleoprotein F (HNRPF). mRNA 
/Cds={323,1570) 

Janus kinase 2 (a protein tyrosine 
kinase) (JAK2), mRNA/cds=(494,3892) 



2719 Table 3A Hs.279946 NMJJ04990 

2720 Table 3A Hs.75103 NM 005005 



1 1 8631 51 jumonji (mouse) homolog (JMJ), 

mRNA/cds=(244,3984) 
482681 1 v-Ki-ras2 Kirsten rat sarcoma 2 viral 

oncogene homolog (KRAS2), mRNA 

/cds=(1 92,758) 
1 4043021 methionine-tRNA synthetase (MARS), 

mRNA/cdS=(23,2725) 
6274549 tyrosine 3-monooxygenase/tryptophan 

5-monooxygenase activation protein, 

zeta polypeptide (YWHAZ), mRNA 

/cds=(84,821) 



HS.824B NMJ)05006 4826855 

Hs.182255 NM_Q05008 4826859 

Hs.151134 NM_0D5015 4826879 

Hs.75721 NM_005022 4826897 

Hs.100724 NM_005037' 4826929 

Hs.1 80455 NMJJ05053 4826963 

Hs.1 80610 NMJJ05066 4826997 

Hs. 149923 NMJ30508O 14110394 

Hs.1579 NMJJ05062 4827064 

Hs.82712 NM_005087 4826735 

Hs.21595 NMJJ05088 10835221 

Hs.248197 NMJJ05092 4827033 

HS.75243 NM_005104 12408641 

Hs.95220 NMJ)05109 4826877 

Hs.241382 NMJW511B 4827031 



NADH dehydrogenase (ubiquinone) Fe- 
S protein 1 (75kD) (NADH-coenzyme Q 
reductase) (NDUFS1), mRNA 
/cds=(46,2229) 

non-histone chromosome protein 2 (S. 
cerevisiae)-llke 1 (NHP2L1), mRNA 
fcds=(94,480) 

oxidase (cytochrome c) assembly 1-like 
(OXA1L), mRNA/cds=(0,1487) 
profilin1.(PFN1), mRNA 
/cds=(127,549) 

peroxisome proliferative activated 
receptor, gamma (PPARG), mRNA 
/cds=(172,1608) 

RAD23 (S. cerevisiae) homolog A 
(RAD23A), mRNA /cds=(36,1 127) 
splicing factor proline/glutamine rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
7cds=(85,2208) 

X-box binding protein 1 (XBP1), mRNA 
/cds=(48,833) 

zinc finger protein 147 (estrogen- 
responsive finger protein) (ZNF147), 
mRNA /cds=(39, 1931) 
fragile X mental retardation, autosomal 
homolog 1 (FXR1), mRNA 
/cds=(12,1877) 

DNA segment on chromosome X and Y 
(unique) 1 55 expressed sequence 
(DXYS1 55E), mRNA /cds=(166,1323) 
tumor necrosis factor (llgand) 
superfamily, member 18 (TNFSF18), 
mRNA/cds=(0,533) 
bromodomaln-containing 2 (BRD2), 
mRNA/cds=(1701,4106) 
oxidative-stress responsive 1 (OSR1), 
mRNA /cds=(342, 1 925) 
tumor necrosis factor (ligand) 
superfamily, member 15 (TNFSF15), 
mRNA /cds=(1 123,1647) 



PCT/US01/47856 



GGGGAATGTGTTCCTTCATTGTATTT 
GGGCCTTTTGTATTGCACTCTTGA 
TTGTTTACCTTTC GTG CGGTG G ATTC 
I I II I AACTCCGTCTACCTGGCGT 



GGGGTTTGTGCTATACACTGGGATGT 
CTAATTG C AGCAATAAAGCCTTTC 
ACCTGGGATGCCCCTGCTCTGGACC 
TCTCATTTCTCTTCATTGGTTTATT 

AG CCTG CTTCTGCCAC ACCTC GCTCT 
CAGTCTCTCCACATTTCCATAGAG 

AAGTTTCTCAG CTCCC ATTTCTACTCT 
CCCATGGCTTCATGCTTCTTTCA 
GAGCTACTGTGCTCATCTAAAGTGTT 
TGCCCCACTTCCCACCCCGTCTCC 

ATGTTAAGATTTGTGTACAAATTGAAA 
TGTCTGTACTGATCCTCAACCAA 

TCTGTTGATAGCTGGAGAACTTTAGT 
TTCAAGTACTACATTGTGAAAGCA 

TGAGGGGTTTCAGAATTTTGCATTGC' 
AGTCATAGAAGAGATTTATTTCCT 

CCTTG GGAGGGAG ACTTCATGTGGTT 
TATTGCGAG I fill I GTTTACTTT 
GTATGTTAATGCCAGTCACCAGCAGG 
CTATTTCAAGGTCAGAAGTAATGA 

GC CCCTAAAGG CAAGAAGAAAAAGTA 
AAAGACCTTG GCTCATAGAAAGTC 
AGTGAAATATGTTACAGAACATGCAC 
TTGCCCTAATAAAAAATCAGTGAA 



TGCAGATG CTCTTAAAAGCATTGATA 
ACCTTTGTGACGAACATAAAGAGA 



GCTAGTTCATGTGTTCTCCATTCTTGT 
GAGCATCCTAATAAATCTGTTCC 

AACCCTCCCAATATCCCTAG CAGC AG 

CAGCAAAC CAAAGTCAAAGTATCC 

CACCTCCCCCTACCCATATCCCTCCC 

GTGTGTGGTTGGAAAACTTTTGTT 

GAGTCCTGAGCCACTGCCAACATTTC 

CCTTCTTCCAGTTGCACTATTCTG 

CCCCACCCCAGAACAGAACCGTGTC 
TCTGATAAAGGTTTTGAAGTGAATA 
CCCATTTCTTG I I 1 1 1 AAAAGACCAAC 
AAATCTCAAGCCCTATAAATGGC 



AGTGTAG CTTCTG AAAGGTG CTTTCT 
CCATTTATTTAAAACTACCCATGC 
G AGTG CCCGATTCCTCTTAGAGAAAA 
TCCATAGCCTTCAGATCTTGGTGT 

ACTTTGACACCTACTGTGTTATAAAAT 
ATATCATCAGATGTGCCTTGAGA 

AGCTGTAACGTTCGCGTTAGGAAAGA 
TGGTGTTTATTCCAGTTTGCATTT 

TGATATTCAACTCTGAGCATCAGGTT 
CTAAAAAATAATACATACTGG GGT 

GTC ATCTCCCC ATTTGGTCC CCTGGA 

CTGTCTTTGTTGATTCTAACTTGT 

GAGAATAATGATGTACCAATAAGTGG 

AGATTCCTCCTTATG ATGTATG CT 

ACAAGACAGACTCCACTCAAAATTTA 

TATGAACACCACTAGATACTTCCT 
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Hs.11861 NM_005121 

Hs.3382 NM_005134 

Hs.75981 NMJ305151 

Hs.152818 NMJJ05154 

Hs.89399 NIW 005176 

Hs.431 NMJJ05180 

Hs.838 NM_005191 

Hs.247824 NMJ305214 

Hs.211567 NMJ005215 

Hs.34789 NM.005216 



2748 literature Hs.89296 NM_005236 488521$ 



Hs. 129953 NMJJ05243 



Hs.1422 

Hs.79022 

Hs.73172 

Hs.237519 

Hs.239891 

Hs.289101 

Hs.89578 

Hs.1 36857 

Hs.14601 

Hs. 132834 
Hs.1 93989 
Hs.274402 
Hs.289088 
Hs.1765 

Hs.1765 

Hs.75862 

Hs.297939 
Hs.301862 



NM_005248 

NMJ)05261 

NMJJ05263 
NMJ)05271 
NM_005301 
NM_005313 
NM_005316 

NMJ)05320 

NM.005335 

NMJJ05337 
NMJW5345 
NMJ305346 
NMJ305348 
NMJW5356 

NMJ)05356 

NM_005359 

NMJJ05385 
NMJJ05395 



Table 8 

4827043 thyroid hormone receptor-associated 

protein, 240 kDa subunit (TRAP240), 

mRNA/cds=(77,6601) 
4826933 protein phosphatase 4, regulatory 

subunit 1 (PPP4R1), mRNA 

/cds=(93.2894) 
4827049 ublquitin specific protease 1 4 (tRNA- 

guanine transglycosylase) (USP14), 

mRNA /cds=(91 ,1575) 
4827053 ubiquitin specific protease 8 (USP8), 

mRNA /cds=(3 17,3673) 
6671590 ATP synthase, H+ transporting, 

mitochondrial F0 complex, subunit c 

(subunit 9), isoform 2 (ATP5G2), mRNA 

/cds=(59,484) 
4885094 murine leukemia viral (bmi-1) 

oncogene homolog (BMH), mRNA 

/cds=(479,l459) 
48851 22 CD80 antigen (CD28 antigen ligand 1 , 

B7-1 antigen) (CD80), mRNA 

/cds=(375,1241) 
4885166 cytotoxic T-lymphocyte-associated 

protein 4 (CTLA4), mRNA/cds=(0,671) 

48851 74 deleted in colorectal carcinoma (DCC), 

mRNA /cds=(0,4343) 
48851 76 dolichyl-diphosphooligosaccharide- 
protein glycosyltransferase (DDOST), 
mRNA /cds=(0, 1370) 
exdslon repair cross-complement/ng 
rodent repair deficiency, 
complementation group 4 (ERCC4), 
mRNA/cds=(0,2750) 
4885224 Ewing sarcoma breakpoint region 1 
(EWSR1), transcript variant EWS, 
mRNA/cds=(43,2013) 
4885234 Gardner-Rasheed feline sarcoma viral 
(v-fgr) oncogene homolog (FGR), 
mRNA/cds=(147,1736) 
4885262 GTP-binding protein overexpressed in 
skeletal muscle (GEM), mRNA 
/cds=(213,1103) 
4885266 growth factor independent 1 (GFI1), 

• mRNA /cds=(267, 1535) 
4885280 yz35c09.s1 cDNA, 3' end 

/clone=IMAGE:285040 /clone_end=3' 
4885320 G protein-coupled receptor 35 
(GPR35), mRNA /cds=(0,929) 
4885358 glucose regulated protein, 58kD 
(GRP58), mRNA/cds=(0,1517) 
4885364 Homo sapiens, general transcription 
factor IIH, polypeptide 1 (62kD subunit), 
clone MGC:8323 IMAGE:2819217, 
mRNA, complete cds /cds=(1 69,1 815) 

4885376 H1 histone family, member 3 (H1 F3), 
mRNA/cds=(0,665) 

4885404 hematopoietic cell-specific Lyn 
substrate 1 (HCLS1), mRNA . 
/cds=(42,1502) 

4885410 hematopoietic protein 1 (HEM1), 
mRNA /cds=( 1582,3423) 

5579469 TAR DNA binding protein (TARDBP), 
mRNA /cds=(88,1 332) 

5579470 heat shock 70kD protein 1 B (HSPA1 B), 
mRNA /cds=(1 52,2077) 

13129149 heat shock 90kD protein 1, alpha 
(HSPCA), mRNA /cds=(60,2258) . 

4885448 lymphocyte-specific protein tyrosine 
kinase (LCK), mRNA /cds=(51 ,1580) 

4885448 lymphocyte-specific protein tyrosine 
kinase (LCK), mRNA /cds=(5l, 1580) 

4885456 MAD (mothers against 

decapentaplegic, Drosophila) homolog 

4 (MADH4), mRNA /cds=(1 28,1 786) 
6631099 cathepsin B (CTSB), mRNA 

/cds=(177,1196) 
4885552 postmeiotic segregation increased 2- 

like 9 (PMS2L9), mRNA /cds=(0,794) 
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TCCATACCATTGTGTGTGGAGGATTT 
ACAG CTAAGCTGTAGTTGC AGAGT 

ACACTTTTGATTGTTTTCTAGATGTCT 
ACCAATAAATGCAATTTGTGACC 

ACTGTAC AATTTCTG AAG ATG GTTATT 
AACACTGTGCTGTTAAGC ATC C A 

TCAGTCCTTTCTTAGGGAAATGACAG 
GGCAAAGCAATTTTTCTGTTGGCT 
AGTAC AAGG CCCG AAGG GTAGTGAT 
GGTGCTAAACTCAACATGGATTTGG 



CCCCAGTCTGCAAAAGAAGCACAATT 
CTATTG CTTTGTCTTG CTTATAGT 

CTTCTTTTGCCATGTTTCCATTCTGCC 
ATCTTGAATTGTCTTGTCAGCCA 

GG GTCTATGTG AAAATGCCCCCAACA 
GAGCCAGAATGTGAAAAGCAATTT 

CCTTCTTTCACAG GCATCAGGAATTG 
TCAAATGATGATTATGAGTTCCCT 
CATCTTCAGCATCGTCTTCTTGCACA 
TGAAGGAGAAGGAGAAGTCCGACT 

GGGAATGCTGCAAATGCCAAACAGCT 
TTATGATTTCATTCACACCTCTTT 



TTAAAAATGGTTGTTTAAGACTTTAAC 
AATGGGAACCCCTTGTGAGCATG 

GG GAG AAGTTTGCAG AGCACTTCCC 
ACCTCTCTGAATAGTGTGTATGTGT 

TGGTTGACCCTTGTATGTCACAGCTC 
TGCTCTATTTATTATTATTTTGCA 

TGG GAAGGAAGGCTCTGTCTTC AACT 

CTTTGACC CTCCATGTGTACCATA 

GCATGGCTTAACCTGGTGATAAAAGC 

AGTTATTAAAAGTCTACGTTTTCC 

CTCCCCGTGCTAAGGCCCACAAAAG 

CCAGGACTCTCTGTGCGTGACCCTC 

AATTC AAG AAGAAAAAC CC AAG AAGA 

AGAAGAAGGCACAGGAGGATCTCT 

TCCCAGAGCTGATGCTATTGTACTTG 

CACATTGGAGACTGAAAGGAAAGA 



GGGGAAGCCGAAGGTTACAAAGGCA 
AAGAAGGCAGCTCCGAAGAAAAAGT 

TCCCTGAAGAAATATCTGTGAACCTT 
CTTTCTGTTCAGTCCTAAAATTCG 

CCTCTCCGACCTTCATCACTATTCTTA 

GGATAATGCTGGCGGGCAGAGAT 

ACTG CCATCTTACGACTATTTCTTCTT 

TTTAATAC ACTTAACTCAGG CCA 

AGGGTGTTTCGTTCCCTTTAAATGAA 

TCAACACTGCCACCTTCTGTACGA 

GACCCTACTGCTGATGATACCAGTGC 

TGCTGTAACTGAAGAAATGCCACC 

CATTTCCTGAGACCACCAGAGAGAG 

G GGAGAAG CCTGGGATTGACAG AAG 

CATTTCCTGAGACCACCAGAGAGAG 
GGGAGAAGCCTGGGATTGACAGAAG 

GCTA AGAAGCCTATAAGAGGAATTTC 
TTTTCCTTCATTCATAGGGAAAGG 

A CTGA CAGAGTGAACTACAGAAATAG 
CTTTTCTTCCTAAAGGGGATTGTT 
CAGACAATGGATGTGGGGTAGAAGA 
AGAAAACTTTGAAGGCTTAATCTCT 



WO 02/057414 



2766 


Table 3A 


Hs.288757 


NM_005402 


2767 


literature 


Hs.1 03982 


NMJJ05409 


2768 


Table 3A 


Hs.72988 


NMJJ05419 


2769 


literature 


Hs.129727 


NM_005431 


2770 


literature 


Hs.99742 


NMJJ05432 


2771 


literature 


Hs.75238 


NMJJ05441 


2772 


Table 3A 


Hs.301704 


N1M 005442 


2773 


Table 3A 


Hs.1 69487 


NM_005461 


2774 


Table 3A 


Hs.170311 


NM.005463 


2775 


literature 


Hs.24284 


NM_005464 


2776 


literature 


Hs.271742 


NM_005485 


2777 


Table 3A 


Hs.1 80370 


NMJ)05507 


2778 


literature 


Hs.1 84926 


NM_005508 


2779 


Table 3A 


Hs.77961 


NMJJ05514 


2780 


Table 3A 


Hs.334767 


NM_005517 


2781 


Table 3A 


Hs.245710 


NM_005520 


2782 


1 dUlc On - 


nb. Iff O0i* 


mm nrm^d 

IM IVI WJ 3 OO 4 


2783 


literature 


Hs.1 21 544 


NMJ)05535 


2784 


1 dUlt? Or\ 


no. 1 DOHOtf 


mm nn^^Ai 


2785 


Table 3A 




KIM fY)R5A0 


2786 


Table 3A 
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Table 8 

4885568 v-ral simian leukemia viral oncogene 

homolog A (ras related) (RALA), mRNA 

/cds=(0,629) 
14790145 small inducible cytokine subfamily B 

(Cys-X-Cys), member 11 (SCYB11), 

mRNA/cds=(93,377) 
4885614 signal transducer and activator of 

transcription 2, 113kD (STAT2), mRNA 

/cds=(57,2612) 
4885656 X-ray repair complementing defective 

repair in Chinese hamster cells 2 

(XRCC2), mRNA/cds=(86,928) 
1 2408644 X-ray repair complementing defective 

repair in Chinese hamster cells 3 

(XRCC3), mRNA/cds=(353,1393) 
48851 04 chromatin assembly factor 1 , subunit B 

(p60) (CHAF1B), mRNA/cds=(62,1741) 

1 1 321 608 eomesodermin (Xenopus laevis) 

homolog (EOMES), mRNA 

/cds=(0,2060) 
4885446 Kreisier (mouse) maf-related leucine 

zipper homolog (KRML), mRNA 

/cds=(73,1044) 
14110410 heterogeneous nuclear 

ribonucleoprotein D-like (HNRPDL), 

transcript variant 1 , mRNA 

/cds=(580,1842) 

11496991 ADP-ribosyltransferase (NAD+; 
poly(ADP-ribose) pofymerase)-like 2 
(ADPRTL2), mRNA/cds=(149,1753) 

11496992 ADP-ribosyttransferase (NAD+; poly 
(ADP-ribose) polymerase)-like 3 
(ADPRTL3), mRNA /cds=(246,1847) 

5031634 cofilin 1 (non-muscle) (CFL1), mRNA 

/cds=(51,551) 
5031 626 chemokine (C-C motiO receptor 4 

(CCR4), mRNA /cds=(1 82,1 264) 
5031 742 major histocompatibility complex, class 

I, B (HLA-B), mRNA /cds=(0,1 088) 

5031748 hypothetical protein MGC5629 

(MGC5629), mRNA /cds=(285,539) 
5031752 heterogeneous nuclear 

ribonucleoprotein H1 (H) (HNRPH1), 

mRNA/cds=(72,1421) 
5031 782 interferon gamma receptor 2 (interferon 

gamma transducer 1) (IFNGR2), mRNA 

/cds=(64S,1661) 
5031784 interleukin 12 receptor, beta 1 

(IL12RB1), mRNA/cdS=(64,2052) 

5031798 inositol polyphosphate-5-phosphatase, 

145kD (INPP5D), mRNA 

/cds=(140,3706) 
5031800 insulin induced gene 1 (INSIG1), 

mRNA/cds=(414,1247) 
5031810 IL2-inducibleT-cell kinase (ITK), 

mRNA /cds=(2021 ,3883) 
5031 842 keratin 7 (KRT7), mRNA 

/Cds=(56,1465) 
13518023 stathmin 1/oncoprotein 1 8 (STMN1), 

mRNA /cds=(91 ,540) 
7382491 lymphocyte cytosolic protein 2 (SH2 

domain-containing leukocyte protein of 

76kD) (LCP2), mRNA/cds=(207,1808) 

5031856 HOA7-1-F8 cDNA 

5031 898 Smad6 mRNA, complete cds 

/cds=(936,2426) 
5031 920 meiotic recombination (S. cerevisiae) 

1 1 homolog A (MRE1 1 A), mRNA 

/cds=(170,2296) 
5031 930 transporter 1 , ATP-binding cassette, 

sub-family B (MDR/TAP) (TAP1), 

mRNA/cds=(30,2456) 
5031 990 Homo sapiens, protease, cysteine, 1 

(legumaln), clone MGC:15832 

IMAGE:3507728, mRNA, complete cds 

/cds=(1 124,2425) 
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1 AAAAG AAG AGGAAAAGTTT AG C C AAG 
AGAATCAGAGAAAGATGCTGCATT 

1 AGTGCACATATTTCATAACCAAATTAG 
CAGCACCGGTCTTAATTTGATGT 

1 TAGACCTCTTTTTCTTACCAGTCTCCT 
CCCCTACTCTGCCCCCTAAGCTG 

1 AGCACAGTAAAAGTAAAGACTATTCT 
GTTTCTAGG CTGTTGAATC AAAGT 

1 CATGGGCACAGTGGTGACCCCCTTG 
ATTCCCACCGTACAACCCCCTCCAC 

1 CGTTATCCAGTGTGAAAATCAGTGAG 
TCCTCCCTGGCATCCTCGTGAAAG 

1 G CTGAAGAGTATAGTAAAGAC ACCTC 
AAAAGGCATGGGAG G GTATTATGC 

1 TTCAGACTGGTTTCTG I 1 1 1 1 IGGTTA 
TTAAAATG GTTTCCTATTTTGCT 

1 TTTATGATTAG GTGACGAGTTG ACAT 
TGAGATTGTCCTTTTCCCCTGATC 



1 CCCCAACCAGGTCCGTATGCGGTAC 
CTTTTAAAGGTTCAGTTTAATTTCC 

1 TCCTGCAAGGCTGGACTGTGATCTTC 
AATCATCCTGC CCATCTCTG GTAC 

1 GGTCACGGCTACTCATGGAAGCAGG 
ACCAGTAAGGGACCTTCGATTAAAA 

1 CCTTCTAACCTGAACTGATGGGTTTC 
TCCAGAGGGAATTGCAGAGTACTG 

1 ATGTGTAGGAG G AAGAGTTCAGGTG 
GAAAAGGAGGGAGCTACTCTCAGGC 

1 AACGATTGTCTG CCCATGTCCTGCCT 
GAAATACCATGATTGTTTATGGAA 

1 TTCCTTTTAG GTATATTGC G CTAAGT 
GAAACTTGTCAAATAAATCCTCCT 

1 GTCTTGACTTTGGCAAATGAGCCGGA 
GCCCCTTGGGCAGGTCACACAACC 

1 GATACAGAGTTGTCCTTGGAGGATGG 
AGACAGGTGCAAGGC C AAGATGTG 

1 TCC CATG ATGGAAGTCTGCGTAACC A 
ATAAATTGTGCCTTTCTCACTCAA 

1 TCTACATGTCTTGG GGG CGG GCTCA 

AATTCTTC GAAAGTGGTTGGATTAA 
1 ACCTGTTATCCTTTGTAGAGCACACA 

GAGTTAAAAGTTGAATATAGCAAT 
1 TGAGCTTCTCCAGCAGTGCGGGTCC 

TGGGCTCCTGAAGGCTTATTCCATC 
. 1 GCATGTCCTCATCCTTTCCTGCCATA 

AAAGCTATGACACGAGAATCAGAA 
1 ACCCCTCCCCATGAACACAAGGGTTT 

TATCCTTTCCTTTAAAAACAGTGT 



1 TGCAACCAACTATCCAAGTGTTATAC 
CAACTAAAACCCCCAATAAACCTT 

1 ATGCCCAGACAAAAAGCTAATACCAG 
TCACTCGATAATAAAGTATTCGCA 

1 TG GCACTG AGAAACATGCAAGATACA 
GGAAAAATGAAAATGTTACAAGCT 

1 TCTCAAAGGAGTAACTGCAG CTTGGT 
TTGAAATTTGTACTGTTTCTATCA 

1 GTCAACCTTTGTGAGAAGCCGTATCC 
ACTTCAC AG GATAAAATTGTCC AT 
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Hs.256290 NMJ305620 5032056 S1 00 calcium-binding protein A11 

(calgizzarin) (S100A11), mRNA 
/cds=(1 20,437) 
5032082 syndecan binding protein (syntenin) 

(SDCBP), mRNA /cds=(1 48,1 044) 
5032088 splicing factor, arginine/serine-rich 4 

(SFRS4), mRNA /cds=(47, 1531) 
5032090 serum/glucocorticoid regulated kinase 

(SGK), mRNA/cds=(42,1337) 
14717406 TATA box binding protein (TBP)- 

associated factor, RNA polymerase II, 
F, 55kD (TAF2F), mRNA 
/cds=(740,1789) 
5032168 telomeric repeat binding factor 2 
(TERF2), mRNA/cds={124,1626) 
5032176 TGFB inducible early growth response 
(TIEG), mRNA /cds=(1 23, 1 565) 



Hs.8180 NM_005625 

Hs.76122 NMJJ05626 

Hs.296323 NM_005627 

Hs.155188 NMJW5642 

Hs.100030 NM_005652 

Hs.82173 NMJW5655 



Hs.170263 NM_005657 

Hs.2134 NMJ)05658 

Hs.7381 NM_005662 

Hs.155968 NM 005667 



Hs.172813 

Hs.30570 

Hs.82425 



NMJ305678 
NMJJ05710 
NM_005717 



2809 Table 3A Hs.6895 NMJJ05719 



Hs.10927 
Hs.42915 



NM_005721 
NM 005722 



Hs.173125 NM 005729 



5032188 tumor protein p53-bindlng protein, 1 

(TP53BP1), mRNA/cds=Kl73,6091) 
5032192 TNF receptor-associated factor 1 

(TRAF1), mRNA/cds=(75.1325) 
5032220 voltage-dependent anion channel 3 

(VDAC3), mRNA/cds=(99,950) 
5031 824 zinc finger protein homologous to 

Zfp1 03 in mouse (ZFP103), mRNA 

/Cds=(922,2979) 
1 3027652 PAK-interacting exchange factor beta 

(P85SPR), mRNA/cds=(473,2413) 
5031956 poJyglutamine binding protein 1 

(PQBP1), mRNA /cds=(257, 1054) 
5031 592 actin related protein 2/3 complex, 

subunit5 (16 kD) (ARPC5), mRNA 

/cds=(24,479) 
5031 596 actin related protein 2/3 complex, 

subunit3 (21 kD) (ARPC3), mRNA 

/cds=(25,561) 
7262289 HSZ78330 cDNA /clone=2.49-(CEPH) 

5031 570 ARP2 (actin-related protein 2, yeast) 
homolog (ACTR2), mRNA 
/Cds=(74,1258) 

5031 986 peptidylprolyl isomerase F (cyclophilin 
F) (PPIF), mRNA/cds=(83,706) 



Hs.83583 NM_005731 5031598 



Hs.41587 
Hs.182591 

Hs.182429 
Hs.291904 
Hs.291904 
Hs.239138 
Hs.179608 
Hs.173993 
Hs.201675 
Hs. 152720 
Hs.179982 
Hs. 143460 
Hs.142023 

Hs. 157144 
Hs.99491 



NMJ105732 
NMJJ05739 

NM_005742 
NMJ)05745 
NMJ)05745 
NM_005746 
NMJJ05771 
NMJ305777 
NMJ305778 
NMJJ05792 
NM_005802 
NMJJ05813 
NMJHJ5B16 

NM_005819 
NM 005825 



5032016 
6382080 

5031972 
10047078 
10047078 
5031976 
5032034 
5032032 
5032030 
5031918 
5032190 
6563384 
5032140 

5032130 
5031622 



actin related protein 2/3 complex, 
subunit2 (34 kD) (ARPC2), mRNA 
/cds=(84,986) 

Rad50 (Rad50) mRNA, complete cds 
/cds=(388,4326) 
RAS guanyl releasing protein 1 
(calcium and DAG-reguIated) 
(RASGRP1), mRNA /cds=(1 03,2496) 
protein disulfide isomerase-related 
protein (P5), mRNA/cds=(94.1416) 
accessory proteins BAP31/BAP29 
(DXS1357E), mRNA /cds=(1 36,876) 
accessory proteins BAP31/BAP29 
(DXS1357E), mRNA/cds={136,876) 
pre-B-cell colony-enhancing factor 
(PBEF), mRNA /cds=(27,1 502) 
retinol dehydrogenase homolog 
(RDHL), mRNA /cds=(7,978) 
RNA binding motif protein 6 (RBM6), 
mRNA /cds=(1 33,3504) 
RNA binding motif protein 5 (RBM5), 
mRNA /cds=(1 48,2595) 
M-phase phosphoprotein 6 
(MPHOSPH6), mRNA/cds=(32,514) 
tumor protein p53-binding protein 
(TP53BPL), mRNA/cds=(540,2987) 
protein kinase C, nu (PRKCN), mRNA 
/cds=(555,3227) 
T cell activation, increased late 
expression (TACTILE), mRNA 
/Cds={928,2637) 

&ynta)dn 6 (STX6), mRNA /cds=(0,767) 

RAS guanyl releasing protein 2 
(calcium and DAG-regulated) 
(RASGRP2), mRNA/cds=(253,2082) 
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ATCTCCACAGCCCACCCATCCCCTGA 
GCACACTAACCACCTCATGCAGGC 

TTTCCTGACTCCTCCTTGCAAACAAA 
ATGATAGTTGACACTTTATCCTGA 
CCTGCAGTAACCCATAG GAAATAAAC 
TGTAG AGTTCC ATATTCTG CGGCC 
TAG AAAGGGTTTTTATGG ACCAATG C 
CCCAGTTGTCAGTCAGAGCCGTTG 
TGTGATGACGTGAGATCAATAAGAAG 
AACCTAGTCTAGAGACAATGATGC 



GTGCTTGCTGTCTCTCCCG GACAC CC 
TTAAAGA CTGTC TTTTTAGCAAAA 
AACATTGTTTTTGTATATTGGGTGTAG 
ATTTCTGACATCAAAACTTGGAC 

TGTGTAACTGGATTCCTTGCATGGAT 

CTTGTATATAGTTTTATTTGCTGA 

CAGGACCTCCAAGCCACTGAGCAAT 

GTATAACCCCAAAGGGAATTCAAAA 

GATCTGACCCACCAGTTTGTACATCA 

CGTCCTGCATGTCCCACACCATTT 

ACAATCTCTGTCCAGCAC CTCTTGGT 

TAAATAATGTATGCTGTGAGACAT 

TGCGTCTTGTGAAATTGTGTAGAGTG 

TTTGTGAGCTTTTTGTTCCCTCAT 

CTTCGGCCTCCCTGGCCCTGGGTTA 

AAATAAAAGCTTTCTGGTGATCCTG 

TGAGCTTG TGCT TAGTATTTACATTG 

GATGCCAGTTTTGTAATCACTGAC 

ATTTGAAATTTTCTGCAGCATTAAAGC 
TGGCGCTTAATAAGAATAAGTAA 

TCGCATrCTGTTTCTTGCTTTAAAAGA 
AGAGTAAAGACAAG AGTGTTG GA 
CCTGCCAGTGTCAGAAAATCCTATTT 
ATGAATCCTGTCGGTATTCCTTGG 

CTGTCAG CC AAGGTGCCTG AAACGAT 
ACGTGTGCCCACTCCACTGTCACA 

G AAGCGG CTGGCAACTGAAGG CTGG 
AACACTTGCTACTGGATAATCGTAG 

TCGATCAGTGCTCAGAGATTGTGAAA 
TGCAGTGTTAGCTCCCTGGGATTC 
AGGACAAATCTTGTTGTATTAACAGC 
AG G GTC ACTTCTC ATTTTCTTTGC 

AGTCGTATTCTGTCACATAATATTTTG 

AAGAAAACTTGGCTGTCGAAACA 

AGGAGGGTGGGTGGAACAGGTGGAC 

TGGAGTTTCTCTTGAGGGCAATAAA 

AGGAGGGTGGGTGGAACAGGTGGAC 

TGGAGTTTCTCTTGAGGGCAATAAA 

TG CACCT CAAGATTTTAAGGAGATAA 

TGTTTTTAGAGAG AATTTCTG CTT 

GCTTATG GTCCCCAG CATTTAC AGTA 

ACTT GTGA ATGTTAAGTATCATCT 

CTTGTTTTGTTTGTCTCTCCTTTTCTT 

TTGT TACTGT TCTTG CTGCTAGA 

TTTTGGAAGATTTTCAGTCTAGTTGC 

CAAATCTGGCTCCTTTACAAAAGA 

TCAAGAATAAAAATG CCTCTCCAG CC 

TTAAGTATTTAC ATG CTCCC AGGT 

TCTGGAAATGTGTTATAAGCTAGGAG 

MTCCCTTTGGACAGTCTTTATTT 

ATTTCCTATCACCATACTTTTCCATGT 

G AAAACCTGAGC CTATTTCTAGT 

TGGCTGTTGCTTTGCTTCATGTGTAT 

GGCTATTTGTATTTAACAAGACTT 

ATAGCCATCCTCTTTGCAGTCCTGTT 
GGTTGTGCTCATC CTCTTCCTAGT 
AGGGCCAGGGCTGGTGTCCCTAAGG 
TTGTACAGACTCTTGTGAATATTTG 
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2829 Table 3A Hs.15265 NM_005826 14141188 

2830 Table 3A Hs.18192 NMJJ05839 5032118 

2831 Table 3A Hs.29117 NMJJ05859 5032006 

2832 Table 3A Hs.23964 NMJXJ5870 12056471 

2833 Table 3A Hs.22960 NWT005872 5031652 

2834 Table 3A Hs.21756 NMJJ05875 5031710 

2835 Table 3A Hs.21189 • NMJJ05880 7549807 

2836 Table 3A Hs.277721 NM 005899 14110374 



2837 db mining Hs.82483 NM_005901 5174510 

2838 db mining Hs.288261 NMJJ05902 5174512 

2839 db mining Hs.100602 NMJ105904 5174516 

2840 Table 3A Hs.75375 NMJJ05917 5174538 

2841 Table 3A Hs.32353 NMJJ05922 5803087 

2842 Table 3A Hs.68583 NMJJ05932 5174566 
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2846 Table 3A 
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2849 Table 3A 

2850 Table 3A 
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2852 Table 3A 

2853 Table 3A 
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2856 literature 
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Hs.211581 NM_005955 5174588 

Hs.78103 NM_005969 5174612 

Hs.48029 NM_005985 5174686 

HS.12570 NMJJ05993 8400735 

Hs.1708 NM.005998 5174726 

Hs.3712 NMJTO6003 5174742 

Hs.73818 NM_006004 5174744 

Hs.3776 NMJJ06007 5174754 

Hs.272897 NMJKJ6009 5174732 

Hs.75412 NM_006010 5174392 

Hs.43910 NMJJ06016 5174406 

Hs.137555 NMJ)06018 5174460 

Hs.46465 NM_006019 5174620 

Hs.54418 NM_006020 5174384 

Hs.43628 NMJJ06021 5174494 



Table 8 

heterogeneous nuclear 
ribonucleoprotein R (HNRPR), mRNA 
/cds=(90,1991) 

Ser/Arg-related nuclear matrix protein 
(plenty of prolines 101-like) (SRM160), 
mRNA/cds=(5,2467) 

purine-rich element binding protein A 
(PURA), mRNA/cds=(59,1027) 

sin3-associated polypeptide, 18kD 
(SAP18), mRNA /cds=(573,1 034) 

breast carcinoma amplified sequence 2 
(BCAS2), mRNA/cds=(48,725) 

translation factor suil homolog (GC20), 
mRNA /cds=(241, 582) 

DnaJ (Hsp40) homolog, subfamily A, 
member 2 (DNAJA2), mRNA 
/cds=(52,1290) 

membrane component, chromosome 
17, surface marker 2 (ovarian 
carcinoma antigen CA125) (M17S2), 
transcript variant 2, mRNA 
/cds=<459,3359) 
MAD (mothers against 
decapentaplegic, Drosophila) homolog 
2 (MADH2), mRNA /cds=(55,1458) 
cDNA: FLJ23037 fis, clone LNG02036, 
highly similar to HSU68019 mad protein 
homolog (hMAD-3) mRNA 
/cds=UNKNOWN 
MAD (mothers against 
decapentaplegic Drosophila) homolog 
7 (MADH7), mRNA /cds=(295,1 575) 
malate dehydrogenase 1, NAD 
(soluble) (MDH1), mRNA 
/cds={55,1059) 

mitogen-activated protein kinase 
kinase kinase 4 (MAP3K4), transcript 
variant 1, mRNA /cds=(1 42,4965) 

mitochondrial intermediate peptidase 
(MIPEP), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(74,2215) 

metal-regulatory transcription factor 1 
(MTF1), mRNA/cds=(83,2344) 

nucieosome assembly protein 1-iike 4 
(NAP1L4), mRNA /cds=(1 49,1 276) 

snail 1 (drosophila homolog), zinc 
finger protein (SNAI1), mRNA 
/cds=(61,855) 

tubulin-specific chaperone d.(TBCD), 
mRNA/cds=(109,3687) 

chaperonin containing TCP1, subunit 3 
(gamma) (CCT3), mRNA /cds=(0,1 634) 

ubiquinol-cytochrome c reductase, 
Rieske iron-sulfur polypeptide 1 
(UQCRFS1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(90,914) 

ubiquinol-cytochrome c reductase 
hinge protein (UQCRH), mRNA 
/cds=(36,311) 

zinc finger protein 216 (ZNF216), 
mRNA/cds=(288,929) 
Tubulin, alpha, brain-specific (TUBA3), 
mRNA/cds=(0,1355) 
arginine-rich, mutated in early stage 
tumors (ARMET), mRNA 
/cds=(1 32,836) 

CD164 antigen, sialomucin (CD164), 
mRNA/cds=(79,648) 

putative chemokine receptor, GTP- 
binding protein (HM74), mRNA 
/cds=(60,1223) 

T-celi, immune regulator 1 (TCIRG1), 
mRNA/cds=(57,2546) 
alkylation repair; alkB homolog (ABH), 
mRNA /cds=(223,1 122) 
deleted in lymphocytic leukemia, 2 
(DLEU2), mRNA /cds=(240,494) 
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GCCGTGACAATTTGTTCTTTGATGTG 
ATTGTATTTC C AATTTCTTGTTCA 

TG GTATATAC AACTTTCAG AGCCTCT 
TGTATTTGGAAGGCTG G AAGG GC C 

G CTACTGCAGGGTG AG GAAGAAGGG 
GAAGAAGATTGATCAAACAGAATGA 

TGTTTCAAGCCCTTCTGTAAAATATGA 

AGAAAAGTCTCTTAGCATTCTGT 

TTCTAAACACATTCTTGATCACCAAAC 

AACTTCAGAAAGACAGTGACTGT 

ATCTTTGTGAGCAATTATGCTCCCAA 

ATCTAAGCAAGTAATAAAGAAGGG 

TGTAAAGTTTGTACAATTTGTC CTG AA 

GCTTTGTGTTTGGCTGCACCTGC 

ACAGTATAACTCCTGAATG CTACTTA 
AATAAACCAGGATTCAAACTGCAA 



AGAAGCAGATTTTCCTGTAGAAAAAC 
TAATTTTTCTG C CTTTTAC CAAAA 

GAGCTTGCTCCAGATTCTGATGCATA 
CGGCTATATTGGTTTATGTAGTCA 



ATGGGTGTTATCACCTAGCTGAATGT 
TTTTCTAAAGGAGTTTATGTTCCA 

ACGTGCTTCTTGGTACAGGTTTGTGA 
ATGACAGTTTATCGTCATG CTGTT 

TGTTGTTGTTGGCAAGCTGCAGGTTT 
GTAATGCAAAAGGCTGATTACTGA 

TCATTGTTCGCTTCTGTAATTCTGAAA 
AACTTTAAACTGGTAGAACTTGG 



CCAGTG CTGTTTGGTG GTCTGCCTTC 
TTTTTAATGGTATTTTCTTCCTCA 
GCCCCAC CATTCATCCTGTCTGAAG G 
TCCTG G GTTTGGTGTGACCG CTTG 
CCGACAGGTGGGCCTGGGAGGAAAA 
TGTTTAC ATTTTTAAAGG CACACTG 

G GGGTG GACGC CTCTGCCTTC ACTT 
GAACACAAATGTGCTTCCTATAAAA 
GGCAGCCCCCAGTCCCTTTCTGTCC 
CAGCTCAGTTTTCCAAAAGACACTG 

CTGTTAAGCACTGTTATGCTCAGTCA 
TACACGCGAAAGGTACAATGTCTT 



ATGGGTTTGGCTTGAGGCTGGTAGCT 
TCTATGTAATTC GCAATGATTCCA 

TTCAGTTTTGCTTTCAATTTTATGTAC 

CTTAGTTCTGAGTTAGACCTGCA 

AAGGATTATGAGGAGGTTGGTGTGCA 

TTCTGTTGAAGGAGAGGGTGAGGA 

TCCCTTCCTTCTGTTGCTG GTGTACT 

CTAGGACTTCAAAGTGTGTCTGGG 

AGTTCATTAAAAACTGCAAAACCAAT 
CTGTATCATGTACCAAACTGACTT 
TGCACGTTCCTCCTGGTTCCTTCGCT 
TGTGTTTCTGTACTTACCAAAAAT 

TGCCAGACCTCCTTCCTGACCTCTGA 

GGCAGGAGAGGAATAAAGACGGTC 

AGTCCCAAGGGTGTTTTGTTACTGTT 

TTCTC C ATGAATAAACTCACTTGA 

ATTAATGTCATTTCTGGAAGTGTGAA 

AATGTTAATGTTCAACAAGCAACA 
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Hs.79709 
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Table 8 

5174422 D123 gene product (D123), mRNA 

/cds=(280,1290) 
5174622 protease, serine, 22 (P11), mRNA 

fcds=(1 54,1 263) 
5174448 H1 histone family, member X (H1 FX), 

mRNA/cds=(101,742) 
5174482 ublquitination factor E4B (homologous 

to yeast UFD2) (UBE4B), mRNA 

/Cds=(85,3993) 
51 74654 receptor tyrosine kinase-like orphan 

receptor 1 (ROR1), mRNA 

/cds*(375,3188) 
5174500 zinc finger protein, subfamily 1A, 1 

(lkaros)(2NFN1A1), mRNA 

/cds=(168,1727) 
5174698 stimulated trans-acting factor (50 kDa) 

(STAF50), 

1 1 038650 IK cytokine, down-regulator of HLA II 

(IK), mRNA/cds=(111,1784) 
5174474 interferon-stimulated transcription 

factor 3, gamma (48kD) (ISGF3G), 

mRNA/cds=(34,1215) 
5174446 guanine nucleotide binding protein (G 

protein), beta polypeptide 2-)ike 1 

(GNB2L1), mRNA /cds=(95,1048) 
8659558 chromosome 21 open reading frame 4 

(C21orf4), mRNA /cds=(1 58,634) 
545361 0 CD28 antigen (Tp44) (CD28), mRNA 

/Cds*(222,884) 
5453689 beat shock 40kD protein 1 (HSPF1), 

mRNA /cds=(40,1 062) 
5453709 LIM and SH3 protein 1 (LASP1), 

mRNA/cds=(75.860) 
5453723 lymphoid-restricted membrane protein 

(LRMP), mRNA /cds=(574,2241) 

5453759 neural precursor cell expressed, 
developmental down-regulated 8 
(NEDD8), mRNA/cds=(99,344) 

5453765 nei (chicken)-like 2 (NELL2), mRNA 
/Cds=(96,2546) 

5453771 transcription factor (NF-ATc/B) mRNA, 
complete cds /cds=(369,2846) 

5453773 nuclear factor (eryth raid-derived 2), 

45kD (NFE2), mRNA /cds=(273,1394) 

5453775 nuclear factor (eryth roid-derived 2)-iike 
2 (NFE2L2), mRNA/cds=(39,1808) 

5453777 nuclear factor related to kappa B 

binding protein (NFRKB), mRNA 

/cds=(2220,5216) 
5453791 nucleolar protein 1 (1 20kD) (NOL1 ), 

mRNA/cds=(0,2567) 
5453821 nuclear receptor subfamily 4, group A, 

member 2 (NR4A2), mRNA 

/cds=(317,2113) 
5453829 origin recognition complex, subunit 2 

(yeast homolog)-Jike (ORC2L), mRNA 

/cds=(186,1919) 
14141164 poly(rC)-binding protein 1 (PCBP1), 

mRNA /cds=(177,1 247) 
5453907 phosphotidylinositol transfer protein 

(PFTPN), mRNA /cds=(21 6, 1 028) 
11079650 prepronociceptin (PNOC), mRNA 

/cds=(21 1,741) 
5453925 polymerase (DNA directed), epsilon 

(POLE), mRNA/cds=(44,6904) 
5453949 protein phosphatase 2, regulatory 

subunit B (B56). alpha isoform 

(PPP2R5A), mRNA /cds=(571 ,2031) 
5453963 protein kinase, AMP-activated, alpha 1 

catar/tic subunit (PRKAA1), mRNA 

/cds=(23,1675) 
5453971 protein kinase C, eta (PRKCH), mRNA 

/cds=(1 66,221 4) 
5453989 proteasome (prosome, macropaln) 

activator subunit 1 (PA28 alpha) 

(PSME1), mRNA/cds=(92,841) 
5453993 RAD21 (S. pombe) homolog (RAD21), 

mRNA /cds=(1 84,2079) 



GCGGGTGGGCCGAGCAGTGTGGACA 

TCAGCCACTTTTTATATTCATGTAC 

CCACTGAGMCTAAATGCTGTACCAC 

AGAGCCGGGTGTGAACTATGGTTT 

AAACAATCGCTCCGGGCTCAGGGCT 

GCGCGGCTCTTCCCTTCATTCCATG 

TGTCCTCTGTTCAATTCCTAACGCAA 

ACTACAATAAATGGTGACACACGT 

AGCACCTAAGGAG CTTGAATCTTGGT 
TC CTGTAAAATTTCAAATTG ATGT 

ACCAACACTGTCCCAAGGTGAAATGA 
AGCAACAGAGAGGAAATTGTACAT 

TGTCAGCCATTTC AATGTCTTG GG AA 
ACAAI 1 1 1 1 IGI I I 1 1 GTTCTGTT 
AGAGCTTGATCGCCAGTGGAAGAAG 
ATTAGTG CAATCATTGAGAAGAGGA 
TTTCCCTCTTCCCTGACCTCCCAACT 
CTAAAGCCAAGCACTTTATATTTT 

GGCAGGTGACCATTGGCACACGCTA 
GAAGTTTATGGCAGAGCTTTACAAA 

CTGTTTGTAGATAGG I H i t lA TCTCT 

CAGTACACATTGCCAAATGGAGT 

G CTCACCTATTTGGGTTAAGCATGCC 

AATTTAAAGAGACCAAGTGTATGT 

TAGACTCA7TGTAAGTTG CCACTGCC 

AACATGAGACCAAAGTGTGTGACT 

CAAACCTTTCTGGCCTGTTATGATTC 

TG AACATTTGACTTGAAC CACAAG 

GGGAAAGTATAGCATGAAACCAGAG 

GTTCTCAGAATGACCGTAAGATAGC 

AGTCCTGTGTGCTTCC CTCTCTTATG 
ACTGTGTCCCTGGTTGTCAATAAA 

ATCTTCAGAATCAGTTAGGTTCCTCA 
CTGCAAGAAATAAAATGTCAGGCA 
CTTCTGGCACCCCTGGGGTTCAATAC 
TGGAAGTGCCTTATTTAACCAGAC 

GGTCTTTAGCCTCCACCTTGTCTAAG 

CTTTGGTCTATAAAGTGCGCTACA 

TG ATGATATGAC ATCTGG CTAAAAAG • 

AAATTATTGCAAAACTAACCACGA 

TCCAAAGCAGTCTCCACTGTTGTTGT 
GACTACAGCTCCGTCTCCTAAACA 

ATTGTCACCAGGTTGG AACTCTTGC C 
TCTGTGAG GATGCCTTCTCTACTG 
TTTTCTTTGTATATTTCTAGTATGGCA 
C ATG ATATGAGTCACTGC CTTTT 

TGACCTTCATGATACCAGTGAGAAGC 
CAGGCTAGAGAAATAAAATCCTGA 

ACG GATTGGTTAAAAAATGCTTCATA 

TTTGAAAAAGCTGGGAATTGCTGT 

GTCTCTCTCCATTGTGTTCCGATCCA 

TTTCTGTGTGTTCCCCCAACCTTT 

GCCACTGCCATAACTTGTTTGTAAAA 

GAGCTGTTCTTTTTGACTGATTGT 

GAACATTGCCCAGCACTACGGCATGT 

CGTACCTCCTG GAGACC CTGGAGT 

ATCTTCATTG G G GGATTG AGC AGCAT 

TTAATAAAGTCTATGTTTGTATTT 

TTATAACCGAGGGCTGGCGTTTTGGA 
ATCGAATTTCGACAGGGATTGGAA 

TTCCCAGCATCAGCCTTAGAACAAGA 
ACCTTACCTTCAAGGAGCAAGTGA 
CCAGATTTTCCCCAAACTTGCTTCTG 
TTGAGATTTTTCCCTCACCTTGCC 

AACCAAGGAGTTTTCCCCGTTTGTAA 
AAAGACATTGTAGATAATTGAATG 
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Hs.43913 NMJ)06346 
Hs.1 58196 NM 006354 



Hs.307099 NM_006356 

Hs.69469 NM_006360 

Hs.173497 NMJJ06363 

Hs. 1041 25 NM_006367 

Hs.79089 NM_006378 

Hs.279939 NMJJ06389 

Hs.296585 NM_006392 

HS.84153 NM_006400 

Hs.80261 NMJJ06403 

HS.92384 NM_006407 



Table 8 



mRNA/cds=(127,9801) 
transforming, acidic coiled-coil 
containing protein 1 (TACC1), mRNA 
/cds=(320,2737) 

TATA box binding protein (TBP)- 
associated factor, RNA polymerase II, 
H, 30kD CTAF2H), mRNA /cds=(17,673) 



Hs.104019 NMJJ06342 5454101 



/Cds=(1 08,1 187) 



tumor necrosis factor, alpha-Induced 
protein 3 (TNFAIP3), mRNA 
/cds=(68,2438) 

tumor necrosis factor, alpha-induced 
protein 2 (TNFAIP2), mRNA 
/cds=(131,2095) 
tumor susceptibility gene 101 
(TSG101), mRNA/cds=(90,1262) 
ublquinol-cytochrome c reductase 
binding protein (UQCRB), mRNA 
/cds=(32,367) 

hypothetical protein FLJ10335 
(FLJ10335), mRNA /cds=(33,1 160) 
X-ray repair complementing defective 
repair In Chinese hamster cells 1 
(XRCC1), mRNA /cds=(1 05,2006) 
aminopeptidase puromycin sensitive 
(NPEPPS), mRNA/cds=(404,3031) 
nuclear receptor co-repressor 2 
(NCOR2), mRNA /cds=(1 ,7554) 
RAN, member RAS oncogene family 
(RAN), mRNA /cds=(1 14,764) 
lysophospholipase I (LYPLA1), mRNA 
/cds=(35,727) 

MAD2 (mitotic arrest deficient, yeast 
homologHike 2 (MAD2L2), mRNA 
/cds-(1 11,746) 

transforming, acidic coiled-coil 
containing protein 3 (TACC3), mRNA 
/cds=(1 08,2624) 

PIBF1 gene product (PIBF1), mRNA 
/cds=(0,2276) 

Homo sapiens, Similar to 
transcriptional adaptor 3 (ADA3, yeast 
homologHike (PCAF histone acetylase 
complex), clone M6C:3508 
IMAGE:3009860, mRNA, complete cds 
/cds=(557,1666) 

clone 023e08 My032 protein mRNA, 
complete cds /cds=(46,459) 
dendritic cell protein (GA17), mRNA 
/cds=(51,1175) 

Sec23 (S. cerevisiae) homolog B 
(SEC23B), transcript variant 3, mRNA 
/cds=(112,2415) 

adenylyl cyclase-associated protein 
(CAP), mRNA /cds=(62, 1489) 

sema domain, immunoglobulin domain 
(Ig), transmembrane domain (TM) and 
short cytoplasmic domain, (semaphorin) 
4D (SEMA4D), mRNA /cds=(87,2675) 



1 3699861 mitochondrial carrier homolog 1 

(MTCH1), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(0,1H8) 
5453793 nucleolar protein (KKE/D repeat) 

(NOP56), mRNA/cds=(21,1829) 
1 3259506 dynactin 2 (p50) (DCTN2), mRNA 

/cds=(136,1356) 
5453679 enhancer of filamentation 1 (cas-like 

docking; Crk-assocfated substrate 

related) (HEF1), mRNA 

/cds=(163,2667) 
7669496 vitamin A responsive; cytoskeleton 

related (JWA), mRNA /cds=(89,655) 



5453889 
5454103 



5453558 
5453653 
14591927 

10938021 
5454049 
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ACCATGTTCTTTCGTTAAAGATTTGCT 
TTATACAAGATTGTTGCAGTACC 
C AC ATCTGCTTC C ACTGTGTTC C C AC 
GGGTG CCATGAAGTGTGTGAGG AG 

C GC ACTACTTCAC CTG AGCCACCC AA 
CCTAAATGTACTTATCTGTCCCCA 



GGGCGGCCCGGAGCCAGCCAGGCA 
GTTTTATTGAAATC Mil I AAATAAT 
CTCTCCAAGAGTATTATTAAC GCTGC 
TGTACCTCG ATCTGAATCTG CCG G 
TCCCTAATAGAAAGCCACCTATTCTTT 
GTTG G ATTTCTTCAAGTTTTTCT 

AGTACTG CTTTTGTATGTATGTTG AAC 
AGGATCCAGG I I I I IATAGCTTG 



CACTTTCTATCCTCTGTAAACTTTTTG 
TGCTGAATGTTG GG ACTGCTAAA 
GAAGAATGGGCAAAGAAGTAATCATG 
TAGTTGAAGTCTGTGGATG C AGCT 

C AAAG GTTCTTG AG ACTCTTG ATATTT 
CTGTCTTCTCCTTGTGCTTTCCT 
CCGATGGATCTACAGTTGCAATGAGA 
AGCAGAAGTTACTTCCTCACCAGC 

TTCCTGCATAACTCAATCTGAACCAA 

GGATTGTAGTTTAGTTTTCCTCCT 

GCAGGGTGGTGGTATTCTGTCATTTA 

CACACGTCGTTCTAATTAAAAAGC 

GCACTI I 1 1 GTTTGAATGTTAGATGCT 

TAGTGTGAAGTTGATAC GCAAGC 

G C AAG AAATATTC C ATTGAAATATTGT 

GCTGTAACATG GGAAAGTGTAAA 

GCCAACACTGTCTGTCTCAAATACTG 

TGCTGTGAGTTGTTTCAATAAAGG 

GACCTCATCTCCAAGATGGAGAAGAT 
CTGACCTCCACGGAG CCG CTGTCC 

CTTTACTAAAAAAGAAGCACCTGAGT 
GGTCTAAGAAACAAAAGATGAAGA 
G CCTGGAAGACTCTGAAGGAGC GTG 
AGAGC ATCCTGAAGCTGCTG GATGG 



CAGGAGGAAGCTCTG GCCCTTGTATT 
ACAC ATTCTG GACATTAAAAATAA 
GCCTTTTGAGTCTTTCCGATACCTGA 
Gl I 1 1 1 ATGCTTATAATTTTTGTT 
TTAAGCTGAGGATACAACCAGGAAAT 
GCAACGGTGTCAGATTGTGTTCAA 

TCTACCCATTTCCTGAGGCCTGTGGA 
AATAAACCTTTATGTACTTAAAGT 
AGCAATAAACTCTGGATGTTTGTGCG 
CGTGTGTGGACAGTCTTATCTTCC 



1 AGCTGTTGATGCTGGTTGGACAGGTT 
TGAGTCAAATTGTACTTTGCTCCA 



1 AGGTGACATTTCCCACCCTGTGCCCG 
TGTTCCCAATAAAAACAAATTCAC 

1 CTGTGGCTGACTGTAATACTGTACAA 
CTGTTTCTGACCATTAAATGCTGT 

1 ACATATGCAGACCTGACACTCAAGAG 
TGGCTAGCTACACAGAGTCCATCT 



TGACTTC ACAG AC ATG GTCTAGAATC 
TGTACCCTTACCCACATATGAAGA 
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2926 Table 3A 

2927 Table 3A 

2928 Table 3A 

2929 Table 3A 

2930 Table 3A 

2931 Table 3A 

2932 Table 3A 

2933 Table 3A 

2934 literature 

2935 db mining 

2936 ■ Table 3A 

2937 Table 3A 

2938 Table 3A 

2939 Table 3A 

2940 Table 3A 

2941 Table 3A 

2942 db mining 

2943 Table 3A 
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2945 literature 
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Hs.139120 NMJ306413 

Hs.82921 NJW.006416 
Hs.82316 NM 006417 



2923 db mining Hs.100431 NMJ)06419 5453576 



2924 Table 3A Hs.94631 NMJ)06421 671558B 



Hs. 108809 NMJ)06429 5453606 

Hs. 11 9529 NM_006432 5453677 

Hs.174195 NMJ306435 10835237 

H$.77225 N/W 006437 1 1496990 

Hs.1 181 31 NM_006441 5453745 

Hs.340268 NMJJ06461 5453631 

Hs.233936 NM_006471 5453739 

Hs.179526 NMJ)06472 

Hs.5509 NM_006495 

Hs.1 55573 NM_006502 

Hs.858 NM_006509 

Hs.4888 NMJ)06513 

Hs.1 55040 NMJ>06526 

Hs.251636 NM_006537 

Hs.86088 NM_006546 

Hs.1 19537 NM_006559 

Hs.59106 NMJ)06568 

Hs.270737 NMJ>06573 

Hs.4069 NM_006582 

Hs.1 2820 NM_006590 

Hs.241517 NMJ506598 

Hs.180414 NM_006597 

Hs.1 54672 NM 006636 



Table 8 

5454023 Homo sapiens, ribonudease P (30kD), 
clone MGC:12256 IMAGE:3827681, 
mRNA, complete cds /cds=(294,l 100) 

5453620 solute carrier family 35 (CMP-sialic 
acid transporter), member 1 
(SLC35A1), mRNA /cds=(27,1 040) 
5453743 Interferon-induced, hepatitis C- 

associated microtubular aggregate 
protein (44kD) (MTAP44), mRNA 
/cds=(0,1334) 

small inducible cytokine B subfamily 
(Cys-X-Cys motif), member 13 (B-cell 
cbemoattractant) (SCYB13), mRNA 
/cds={90,419) 

brefeidin A-inhibited guanine nudeotide- 
exchange protein 1 (BIG1), mRNA 
/cds=(141,5690) 

chaperonln containing TCP1, subunit 7 
(eta) (CCT7), mRNA /cds=(68, 1699) 
epididymal secretory protein (19.5kD) 
(HE1), mRNA/cds=(10,465) 
interferon induced transmembrane 
protein 2 (1-8D) (IFITM2), mRNA 
/cds=(279,677) 

ADP-ribosyltransferase (NAD+; poly 
(ADP-ribose) polymerase)-like 1 
(ADPRTL1), mRNA /cds=(1 06,5280) 
5,10-methenyltetrahydrofolate 
synthetase (5-formyltetrahydrofolate 
cycto-ligase) (MTHFS), mRNA 
/cds=(1 3,624) 
qy37e05.x1 cDNA, 3' end 
/clone=lMAGE:2014208 /clone_end=3' 

myosin, light polypeptide, regulatory, 
non-sarcomeric (20kD) (MLCB), mRNA 
/cds=(1 14,629) 
54541 61 upregulated by 1 ,25-dihydroxyvitamin D- 

3 (VDUP1), mRNA /cds=(221,1396) 
572981 7 ecotropic viral integration site 2B 

(EVI2B), mRNA/cds=(0,1346) 
5729981 polymerase (DNA directed), eta 
(POLH), mRNA/cds=(237,2378) 
5730006 v-rel avian reticuloendotheliosis viral 
oncogene homolog B (nuclear factor of 
kappa light polypeptide gene enhancer 
in B-cells 3) (RELB), mRNA 
/cds=(144,1883) 
5730028 seryl-tRNA synthetase (SARS), mRNA 

/cds=(75,1619) 
5730123 zinc finger protein 217 (ZNF217), 

mRNA/cds=(271,3417) 
57301 09 ubiquitm specific protease 3 (USP3), 

mRNA /cds=(93, 1658) 
5729881 IGF-II mRNA-binding protein 1 (IMP-1), 

mRNA/cds=(9,1742) 
5730026 GAP-assodated tyrosine 

phcsphcprctein p62 (SarnSS) (SAM88). 
mRNA fcds=(1 06,1 437) 
5729764 cell growth regulatory with ring finger 
domain (CGR19), mRNA 
/cds=(27,1025) 
5730096 tumor necrosis factor (ligand) 

superfamily, member 13b (TNFSF13B), 
mRNA/cds=(0,857) 
13435376 glucocorticoid modulatory element 
binding protein 1 (GMEB1), transcript 
variant 1, mRNA /cds=(1 38,1859) 
5730024 SnRN P assembly defective 1 homolog 
(SAD1), mRNAfcds=(492,1466) 



5729983 DNA polymerase theta (POLQ) mRNA, 

complete cds /cds=(0,8174) 
5729876 heat shock 70kD protein 8 (HSPA8), 

mRNA /cds=(83,2023) 
13699869 methylene tetrahydrofolate 

dehydrogenase (NAD+ dependent), 
methenyltetrahydrofolate cydohydrolase 
(MTHFD2), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(76,1i10) 
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CCC AGTCT CTGTCAGCACTCCCTTCT 
TCCCTTTTATAGTTCATCAGCCAC 



TGACTGAGTACCCCTTTAGTGAGTAC 
CCCTTTAGTGCTATATTTGTGCCA 

TGCCTTTTGAGCAAATAGGGAATCTA 
AGGGAGGAAATTATCAACTGTGCA 



GCGGGGCCGGGGGGACTCTGGTATC 
TAATTCTTTAATGATTCCTATAAAT 



ACAACTTTCTGTACAATATTGATTCCC 
ATCTGGCATATTCTAATCAGGTT 

TTTTACAAGG AAG GGGTAGTAATTGG 

CCCACTCTCTTCTTACTGGAGGCT 

AACAACATTAACTTGTGGCCTCTTTCT 

ACACCTGGAAATTTACTCTTGAA 

ACAGCCGAGTCCTGCATCAGCCCTTT 

ATCCTCACACGCTTTTCTACAATG 

GTCAA GG C TAAGT CAAATGAAACTGA 
ATTTTAAACTTTTTG C ATGCTTCT 

AAACGACATGAAGGTAGATGAAGTCC 
TTTACGAAGACTCGTCAACAGCTT 



CCCAATACCAAGACCAACTGGCATAG 
AGCCAACTGAGATAAATGCTATTT 

GGGTCTATACAGAGTCAATATATTTnr 
TCAGAGAAAGTTAGTTCGGCTCG 

CCAGAAAGTGTGGGCTGAAGATGGT 
TG GTTTCATGTGGG GGTATTATGTA 
TCCAACCTTGAGATCCAGTGTCAGGA 
GTTCTCTATTCCTCCCAACTCTGA 
TGG C ACAGAAAAG GG AC C AAGTTTAA 
AAAAG G GTTTTAAATGTAATG AG A 
GGGGTAGGTTGGTTGTTCAGAGTCTT 
CCCAATAAAGATGAGTTTTTGAGC 



TGGGCATAGGGACCCATCATTGATGA 

CTGATGAAACCATGTAATAAAGCA 

ATTTTCCTACAGCCCTTTGTACTTCAA 

AATATGTTTTTGTGTCCATCAGT 

TCAGCA CTAACTAAATAAATTTGTTGG 

TTCAGTTGTACTTGTCCTGCAAA 

AGAG GGTGG ATCACACCTCAGTGGG 

AAGAAAAATAAAATTTCCTTCAGGT 

TGTGTAAGTCTGCCTAAATAGGTAGC 

TTAAACTTATGTCAAAATGTCTGC 

TCCTTTCTGCTTAGTGAATGAATACT 
GGAATCCATCTGTGTTGATACAAT 

GCAATACCAAGAGAAAATGCACAAAT 
ATCACTGGATGGAGATGTCACATT 

T GGGG ATCTCAGGGCCAGGAGTTAT 
GTTTTG ATTTG G AATTTTAATTATT 

CCAGT AACT TCGCTCTGTTAGAGGTG 
GAGGATTTTCCTATGTTCCCCCCA 

TGCTGAAAAGATTGTACTTTGTGATC 

CCAATCAGAGGGATGGAGCTAATC 

TCAGACTGCTGAGAAGGAAGAATTTG 

AACATCAACAGAAAGAGCTGGAGA 

TGG GCAG CTTGGGTAAGTACGCAAC 

TTACTTTTCCACCAAAGAACTGTCA 
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Hs.36927 NMJKJ6644 5729878 

Hs.1845 NMJJ06674 5729965 

Hs.76807 NMJ)06696 5730052 

Hs.5300 NM_006698 5729737 

Hs.75207 NMJJ06708 5729841 

Hs.74861 NM_006713 5729967 

Hs.195471 NM.006732 5803016 



Hs.75367 NM.006748 

Hs.77837 NM_006759 

Hs.75462 NM_006763 

Hs.100555 NMJ)06773 

Hs.143604 NM_006777 

Hs.33085 NMJD06784 

Hs.4943 NMJJ06787 

Hs.6353 NM_006791 

Hs.88764 NM_006800 

Hs.77897 NM_006802 

Hs.272168 NMJJ06811 



5803170 
13027637 

5802987 
13787205 

10048402 
5803220 
10863906 



heat shock 105kD (HSP105B), mRNA 
/Cds=(31 3,2757) 

MHC class I region ORF (P5-1), mRNA 
/cds=(304,735) 

major histocompatibility complex, class 
II, DR alpha (HLA-DRA), mRNA 
/cds=(26,790) 

bladder cancer associated protein 
(BLCAP), mRNA/cds={254,517) 

glyoxalase I(GL01), mRNA 
/cds=(87,641) 

activated RNA polymerase II 
transcription cofactor 4 (PC4), mRNA 
/cds=(0,3B3) 

6-phosphofrocto-2-kinase/fructose-2,6- 
biphosphatase 3 (PFKFB3), mRNA 
/cds=(1 14.1 676) 
Src-like-adapter (SLA), mRNA 
/cds={41,871) 

UDP-glucose pyrophosphorylase 2 
(UGP2), mRNA/cds=(84,1610) 

BTG family, member 2 (BTG2), mRNA 
/cds=(71,547) 

DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 18 (Myc-regulated) 
(DDX18), mRNA /Cds=(71 ,2083) 

Kaiso(ZNF-kalso), mRNA 
/cds=(0,2018) 

WD repeat domain 3 (WDR3). mRNA 
/cds=(47,2878) 

hepatocellular carcinoma associated 
protein; breast cancer associated gene 
1 (JCL-1), mRNA/cds=(69,1889) 



5803101 MORF-related gene 15 (MRG15), 

mRNA/cds=<131,1102) 
5803103 male-specific lethal-3 (Drosophila)-like 

1 (MSL3L1), mRNA/cds=(105,1670) 

58031 66 splicing factor 3a, subunit 3, 60kD 
(SF3A3), mRNA /cds=(8,1513) 

5803192 DNA sequence from clone RP1- 

179M20 on chromosome 20 Contains a 
3' end of a novel gene similar to cellular 
retinaldehyde-binding protein, the TDE1 
gene (Tumour differentially expressed 
1), the PKIG gene encoding protein 
kinase (cAMP-dependent, catalytic) 
inhibitor gamma, the 3' end of the ADA 
gene encoding adenosine deaminase, 2 
CpG islands, ESTs, STSs and GSSs 
/cds=(69,1490) 



Hs.75969 NM 006813 5802981 



HS.75841 NMJ)06817 
HS.75612 NM_006819 

Hs.75470 NM 006820 



proline-rich protein with nuclear 
targeting signal (B4-2), mRNA 
/cds=(1 13,1 096) 
131 248B9 chromosome 1 2 open reading frame 8 

(C1 2orf8), mRNA /cds=(1 1 ,796) 
5803180 stress-induced-phosphoprotein 1 
(Hsp70/Hsp90-organizing protein) 
(ST1P1), mRNA /cds=(62, 1693) 
5803026 hypothetical protein, expressed in 
osteoblast (GS3686), mRNA 
/cds=(241,1482) 

Hs.74405 NM_006826 5803226 tyrosine 3-monooxygenase/tryptophan 

5-monooxygenase activation protein, 
theta polypeptide (YWHAQ), mRNA 
/cds=(100,837) 

Hs.15591 NM 006833 5803095 COP9 subunit 6 (MOV34 homolog. 34 
■ ■ - - kD) (MOV34-34KD), mRNA 

/cds=(43,936) 
5802991 cyclin I (CCNI), mRNA /cds=(0,1 133) 



Hs.79933 NM_006835 
Hs.278613 NM_006837 
Hs.78504 NM_006839 



5803045 



interferon, alpha-inducible protein 27 
(IFI27), mRNA/cds=(54,422) 
58031 14 inner membrane protein, mitochondrial 
(mitofilin) (IMMT), mRNA 
/cds=(92,2368) 

Hs.75916 NM_006842 5803154 splicing factor 3b, subunit 2, 145kD 

(SF3B2), mRNA/cds=(48,2666) 

422 



TGTGAAAGTGTGGAATGGAAGAAATG 

TCGATCCTGTTGTAACTGATTGTG 

CTAATTTCAGTGCTTGTGCTTGGTTG 

TTCAGGGCCATTTCAGGTTTGGGT 

AGCTAGCAGATCGTAGCTAGTTTGTA 

TTGTCTTGTCAATTGTACAGACTT 

ATGGGCCAGGCAGAGAACAGAACTG 
G AG GCAGTCC ATCTAGGG AATGG GA 

GTTTCC I 1 1 I I GGGTGAAATGGATTTA 
TGTGAGTGCTTTAAACAAATAGC 
GAACAATGGAGCCAGCTGAAGGAAC 
AGATTTCTGACATAG ATGACG C AGT 

CGTCCCCTCTCCCCTTGGTTCTGCAC 
TGTTGCCAATAAAAAGCTCTTAAA 

GAGCACCCAGAGGGATTTTTCAGTG 
GGAAGCATTACACTTTGCTAAATCA 
AGCACAGATGGTGCAATACTTTCCTT 
CTTTGAAGAGATCCCAAAGTTAGT 
TGGAAG AATGTACAGCTTATG G AC AA 
ATGTACACC 1 1 1 I I GTTACTTTAA 
TTTTG G AGCAAAAACTATGGGTTGTA 
ATTTG AATAAAGTGTCACTAAG CA 

TTCAGCAGGAAAATGATTCMTTTTTA 

AACAAAATGTAACAGATGGCAGT 

AAGTAGCCAAGCTAAGATGCCTGGCT 

GGGCTTCTGAGGAATTAATACACT 

CTGACCGCCACTCTCACATTTGGGCT 

CTTCGCTGG CCTTGGTGGAGCTGG 



TGCATTGTGTAGCTAGTTTTCTGGAA 
AAGTCAATCTTTTAGGAATTGTTT 
ACAGCTATACTTTGTTGTGTAATGTTA 
TGGTTCCCTTTCTGTAAAATGTT 

GACAGGATCCCCCAGAGACCCCATTT 
G CCTCTC AACACTCAGACCTTC AA 
TTTGGTTTAAAATGTAAGATAGGAAAA 
TGTTGGATATTTGAGG CCATG CT 



1 AATCTACATTTTCTTACCAGGAGCAG 
CATTGAGGTTTTTGAGCATAGTAC 

1 ACTAACCCACGATTCTGAGC CCTGAG 
TATGC CTGGACATTGATGCTAAC A 

1 TTATTCTGCGTCCCCTTCTCCAATAAA 
ACAAGCCAGTTGGGCGTGGTTAT 

1 TCCTTCCCACTCTCTCCAACATCACA 
TTCACTTTAMTTTTTCTGTATAT 

1 AGTC CC AAAAAAG CCTTGTG AAAATG 
TTATGCCCTATGTAACAGCAGAGT 



1 AGGG GAGGG CACTACACTTC CTTGA 
G AGAAAC CGCTGTC ATTAATAAAAG 

1 AGGCTGTAGAAGGAAATATACCTTAA 
C AGG CTGATTTGGAGTGACCCAGA 

1 ACCAGTTACCCAAAATCTGATTAGAA 
GTATAAGGTGCTCTGAAGTGTCCT 

1 TGAG GCTTGTG AGGCC AATC AAAATA 
ATGTTTGTGATCTCTACTACTGTT 

1 CAGTTCCCAAG GACTTGTC ATTTC AT 
GTTCTTATTTTAGACCTGTTTTGT 
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2978 Table 3A 

2979 db mining 
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2990 Table 3A 

2991 Table 3A 
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Hs.1 05928 NM_006847 5803063 

Hs.315463 NMJ)06850 5803085 

Hs.64639 NMJ306851 5803150 

Hs.1 13277 NM 006865 5803061 



2980 Table 3A Hs.82143 NM 006874 6857815 



2981 Table 3A Hs.80205 NM_006875 

2982 Table 3A Hs.177530 NMJJ06886 



5803124 
5901895 



Table 8 

leukocyte immunoglobulin-like 
receptor, subfamily B (with TM and ITIM 
domains), member 3 (LILRB3), mRNA 
/cds=(49,1944) 

interleukin 24 (IL24), mRNA 
/Cds={274,894) 

glioma pathogenesis-related protein 
(RTVP1), mRNA/cds=(128,928) 

leukocyte immunoglobulin-like 
receptor, subfamily A (without TM 
domain), member 3 (LILRA3), mRNA 
/cds=(62,1381) 

E74-like factor 2 (ets domain 
transcription factor) (ELF2), mRNA 
/cds={121,1722) 

pim-2 oncogene (PIM2), mRNA 
/cds=(185,1189) 

ATP synthase, H+ transporting, 
mitochondrial F1 complex, epsilon 
subunit(ATP5E), mRNA /cds=(9 1,246) 



Hs.177656 NM_006888 

Hs.1 55410 NM_006899 

Hs.1 18684 NMJJ06923 

Hs.1 66975 NMJXJ6925 

Hs.7594 NMJJ06931 

Hs.1 80139 NM_006937 

Hs.86948 NM_006938 

Hs.237825 NM_006947 

Hs.1 08642 NM_006963 

Hs.1 67741 NM_006994 

Hs.225951 NM 006999 



5901 91 1 calmodulin 1 (phosphorylase kinase, 
delta) (CALM1), mRNA /cds=(1 99,648) 

5901 981 isocitrate dehydrogenase 3 (NAD+) 

beta (IDH3B), mRNA /cds=(79,1236) 
141411 94 stromal cell-derived factor 2 (SDF2), 

mRNA/cds=(39,674) 
5902077 splicing factor, arginine/serine-rich 5 

(SFRS5), mRNA/cds=(218,541) 
5902089 solute carrier family 2 (facilitated 

glucose transporter), member 3 

(SLC2A3), mRNA/cds=(242,1732) 
5902097 SMT3 (suppressor of mif two 3, yeast) 

homolog 2 (SMT3H2), mRNA 

/cds=(90,377) 
59021 01 smalt nuclear ribonudeoprotein D1 

polypeptide (16kD) (SNRPD1), mRNA 

/cds=(1 50,509) 
59021 23 signal recognition particle 72kD 

(SRP72), mRNA /cds=(0,2015) 

59021 59 Homo sapiens, zinc finger protein 22 
(KOX15), clone MGC:9735 
IMAGE:3852749, mRNA, complete cds 
/Cds=<133,807) 

6325463 butyrophilin, subfamily 3, member A3 
(BTN3A3), mRNA /cds=(1 71, 1925) 

6631 114 to poisomerase-related function protein 
4-1 (TRF4), mRNA /cds=(37,1 665) 
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ACCACTAGAAGATTCCGGGAACGTTG 
GGAGTCACCTGATTCTGCAAAGAT 



GTCAAGCTGACCTTGCTGATGGTGAC 

ATTGCACCTGGATGTACTATCCAA 

ACAGCTCAAGTACCCTAATTTAGTTC 

TTTTG G ACTAATACAATTCAGGAA 

GATGACGCTGGGCACAGAGGGTCAG 

GTCCTGTCAAGAGGAGCTGGGTGTC 



AACATCTCTCTTCTCCTTCCCAACTAC 
TGCATGAAGAAATTCTACTTCCA 

TTCCTGCCTGGATTATTTAAAAAGCC 
ATGTGTGGAAACCCACTATTTAAT 
TGCTACATTTCCAAGGTGAAGATGTG 
TGGGCACATGTTATGGCAGATTGA 



ACAACCATCAACATTGCTGTTCAAAG 
AAATTACAGTTTACGTCCATTCCA 

CCCACCCATAGGCCCTGTCCATACCC 
ATGTAAGGTGTTCAATAAAGAACA 
ACTCTTCAGGAG CTTGGCATCATGGA 
CTGTTAATGTATGTGATTTTCCCC 
GGTCAAGGGTGTCCTCCACTCTTTAA 
CAG CTGCTGGACAGACACATTAGA 
GCAACTTCATGTCAACTTTCTGGCTC 
CTCAAACAGTAGGTTGGCAGTAAG 

CCAAGTG G AG ACGGG GATG GGG AAA 
AATACTGATTCTGTGGAAAATACCC 

TGTGTAATGTACCTGTCAGTGCCTCC 
TTTATTAAG GG GTTCTTTG AG AAT 

GCAGGGGCTCCAGCAACAAAAAAGA 
AACAGCAACAGAAAAAGAAGAAAGG 

AGACTCACTTACCCTCTTGGAAAGCT 
GGTACAGAAGGAAGTCTGTGGCTG 



CCTGGTCATTGGTGGATGTTAAACCC 
ATATTCCTTTCAACTG CTGCCTG C 
AATGAATTGGCCTGGCTACCACTGTG 
GTCGCGTGCTACAGGTTTGACAAA 



2994 


Table 3A 


Hs.97932 


NM_007015 


5901931 


chondromodulin I precursor (CHM-I), 
mRNA/cds=(O l 1004) 


1 


TTGATTTGCCATAAGTCTTCCCTTGCT 
TGCATCTTCCAAAGCTATTTCGA 


2995 
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Hs.93502 


NM_007020 


5902143 


U1-snRNP binding protein homolog 
(70kD) (U1SNRNPBP), transcript 
variant 1, mRNA /cds=(21 3,953) 


1 


AGTGAAGTTACAGTGGAAATGAGTGG 
AGGGGGATTGTCTTTCAACGCAGC 


2996 
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Hs. 149443 


NM_007022 


5901883 


putative tumor suppressor (101 F6), 
mRNA/cds=(0,668) 


1 


GCTTGGTCATTATGAACCAGGTGAGC 
AATGCCTACCTATACCGCAAGAGG 


2997 


literature 


Hs.41693 


NMJJ07034 


6631084 


DnaJ-like heat shock protein 40 
(HU1), mRNA/cds=(176,1189) 


1 


AAGGCACTG AAAATATAAAAG GACTG 
GTAGTTTACTGATGTAGATGTGAA 


2998 
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Hs.87497 


NMJ)07047 


5901905 


butyrophilin, subfamily 3, member A2 
(BTN3A2), mRNA /cds=(188,1 147) 


1 


GCAGAAAAGGGGAACTCATTTAGCTC 
ACGAGTGGTCGAGTGAAGATTGAA 


2999 
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Hs.1 69963 


NM_007049 


5921460 


butyrophilin, subfamily 2, member A1 
(BTN2A1), mRNA/cds=(210,1793) 


1 


TATCTTGAGACGCCTTACAAATGATG 
GAGGATTCCAAAGAGTI I I rGTTT 


3000 
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Hs.164170 


NM_007063 


5902153 


vascular Rab-GAP/TBOcontaining 
(VRP), mRNA /cds=(1 117,3810) 


1 


AAAATGTTGTTGTGTACATACCATGC 
TTTCAATGTTGGCTTCCAAGTTTT 


3001 
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Hs.21907 


NM_007067 


5901961 


histone acetyltransferase (HBOA), 
mRNA /cds=(42,1 877) 


1 


GGTAGAATGTGCTCTTCTATATCTAC 
TCCTCAATAAAG CATGTTCTCTGC 


3002 


literature 


Hs.37181 


NMJXJ7068 


5901995 


DMC1 (dosage suppressor of mckl , 
yeast homolog) meiosis-specific 
homologous recombination (DMC1), 
mRNA /cds=(53, 1075) 


1 


C CAC AAGAGG ATTTAAGGGAGGAAT 
GTTTATAGGACACACACACAAAAGC 


3003 
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Hs.1 09606 


NM_0D7074 


5902133 


coronin, actin-binding protein, 1A 
(COR01A), mRNA /cds=(1 00, 1485) 


1 


CTCCAGCAGGGTCAGCCATTCACAC 
CCATCCACTCACCTCCCATTCCCAG 


3004 
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Hs.252574 


NM.007104 


6325471 


ribosomal protein LlOa (RPL10A), 
mRNA /cds=(1 5,668) 


1 


AAACTGGCAGAATGTC C G G G CCTTAT 
ATATCAAGAGCACCATGGGCAAGC 


3005 
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Hs.29352 


NM_007115 


6005905 


tumor necrosis factor, alpha-induced 
protein 6 (TNFAIP6), mRNA 
/cds=(68,901) 


1 


AACACACAGTGTTTATGTTGGAATCT 
TTTGGAACTCCTTTGATCTCACTG 


3006 
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Hs.301819 


NM_007145 


6005965 


zinc finger protein 146 (ZNF146), 
mRNA/cds=(856,1734) 


1 


TGGGAGTGAGGATG GGAATG CTGTA 
TCTGTGGAAGTCATGTTATACTGGA 
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Hs.260523 


NM_00715B 


3008 


Table 3A 


Hs.301637 


NM_007167 


3009 


Table 3A 


Hs. 14963 


NMJ)07192 


3010 


literature 


Hs. 146329 


NMJD07194 


3011 


literature 


Hs.271699 


NMJJ07195 


3012 


literature 


Hs.251398 


NMJJ07205 


3013 


literature 


Hs.79086 


NMJJ07208 


3014 


Table 3A 


Hs.182825 


NMJ)07209 


3015 


Table 3A 


Hs.1 51678 


NMJ>07210 


3016 


Table 3A 


Hs.28866 


NMJ)07217 


3017 


Table 3A 


Hs.28285 


NM_007218 


3018 


Table 3A 


Hs.283646 


NM_007220 


3019 


Table 3A 


Hs.94446 


NMJ>07221 


3020 


literature 


Hs.334676 


NMJJ07248 


3021 


literature 


Hs.78016 


NM_007254 


3022 


Table 3A 
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Table 8 

6005738 neuroblastoma RAS viral (v-ras) 

oncogene homo\og (NRAS), mRNA 

/cds=(253,822) 
6005977 zinc finger protein 258 (ZNF258), 

mRNA/cds=(93,2264) 
6005756 chromatin-specific transcription 

elongation factor, 140 kDa subunit 

(FACTP140), mRNA /cds=(291, 3434) 
6005849 protein kinase Chk2 (RAD53), mRNA 

/cds=(0,1631) 
6005847 polymerase (DNA directed) iota (POLI), 

mRNA/cds=(64,2211) 
6005917 three prime repair exonuclease 2 

(TREX2), mRNA/cds=(0,710) 
6005861 mitochondrial ribosomal protein L3 

(MRPL3), mRNA /cds={76, 1122) 
6005859 ribosomal protein L35 (RPL35), mRNA 

/cds=(27,398) 

13124893 UDP-N-acetyl-alpha-D- 

galactosamine: polypeptide N- 

acetylgalactosaminyltransferase 6 

(GalNAc-T6) (GALNT6), mRNA 

/cds=(0,1868) 
6005897 programmed cell death 10 (PDCD10), 

mRNA/cds={153,791) 
600591 1 patched related protein translocated in 

renal cancer (TRC8), mRNA 

/cds=(0,1994) 
6005722 carbonic anhydrase VB, mitochondrial 

(CA5B), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(137,1090) 
6005831 polyamine-modulated factor 1 (PMF1), 

mRNA /cds=(11 1,608) 
6005752 three prime repair exonuclease 1 

(TREX1), mRNA /cds=(256,1 170) 
6005835 polynucleotide kinase 3-phosphatase 

(PNKP), mRNA/cds=(0,1565) 
6005748 RNA-binding protein regulatory subunit 

(DJ-1), mRNA/cds=(20,589) 
6005734 coatomer protein complex, subunit 

epsilon (COPE), mRNA /cds=(42,968) 
6005885 syntaxin binding protein 3 (STXBP3), 

mRNA /cds=(51, 1829) 
6005813 serine threonine protein kinase (NDR), 

mRNA /cds=(595,1 992) 
6005853 B-cell associated protein (REA), mRNA 

fcds=(9,908) 
60D5763 GABA(A) receptor-associated protein 

(GABARAP). mRNA/cds=(104,457) 

6042203 membrane metallo-endopeptidase 

(neutral endopeptidase, enkephalinase, 
CALLA, CD10) (MME), transcript 
variant 2b, mRNA /cds=(228,2480) 

6552300 breast cancer 1 , early onset (BRCA1 ), 

transcript variant BRCAlb, mRNA 

/Cds=(397,5988) 
6274551 signal transducer and activator of 

transcription 1, 91kD (STAT1), mRNA 

/Cds=(1 96,2448) 
7549812 presenilin 1 (Alzheimer disease 3) 

(PSEN 1), transcript variant I-463, 

mRNA /cds=(553, 1944) 
6633800 deleted in malignant brain tumors 1 

(DMBT1). transcript variant 2, mRNA 

/cds=(1 06,7347) 
6680306 heat shock 90kD protein 1 . beta 

(HSPCB), mRNA/cds=(0,2174) 
6679051 DNA segment on chromosome .12 . 

(unique) 2489 expressed sequence 

(D12S2489E), mRNA /cds=(338,988) 
7657382 non-POU-domain-containing, octamer- 

binding (NONO), mRNA 

/cds=(136,1551) 
6755061 mRNA for K1AA0981 protein, partial 

cds/cds=(0,1737) 
1 2597624 activating transcription factor 5 (ATF5), 

mRNA/cds=(319,1167) 



1 TGCTTAGATCACTGCAGCTTCTAGG'A 
C C C G GTrrCTTTTACTGATTTAAA 

1 CTGAACTACC AAATAGCTGTGG GCTT 
TCTGGAACTGCTGGCTGGGTTGCT 

1 G CTCTGTG ACTTTAAGAG AAG AAGGG 
G GG AGGGGTC CCG GATTTTATGTT 

1 AG AAATGTCCTTCTTTCACTCTG CAT 

CTTTCTTTTCTTTGAGTCG I 1 1 I I 
1 TCCAGATAAAGCAAGAATAGTTGCAA 

GAAGTAAATTCTGGCACAAAGCGT 
1 CCCACAATGGCTTTGATTATGATTTC 

C CC CTGCTGTGTG CCGAGCTGCGG 
1 AAATTACAG AAACATGTTAAAG GCCG 

GACAAAGGAAAGACAATAAAATCA 
1 GAAGTACGCGGTCAAGGCCTGAGGG 

GCGCATTGTCAATAAAG C ACAGCTG 

1 TCTAC AG CCATGTCCTATTC CTTG AT 
CATCCAAAGCACCTGCAGAGTCCA 



1 AATGTAGCTTAATCATAATCTCACACT 
GAAGATTTTGCATCACTTTTGCT 

1 TGATGATGATGTTCAAAGAGAAAGAA 
ATGGAGTGATTCAGCACACAGGCG 

1 GCCACCAGC CAAGCAAC CCCCTAAA 
ACATTCATATCTAGGCAGTATTTTG 



1 GCCTTTACCATGTTCTCTCCACATCC 

GTAAATAAACTTCCTTCACTACAA 
1 CC ACACCTGGCGAGTAGGC CAAGAA 

GGAAAATCTGACGAATAAAGAC CCC 
1 GGGCTGAGCCCCGCCCAGCTCCCCT 

CCACAATAAACGCTGTTTCTCCTTG 
1 TTTCTCAGCCTACAAATTGTGTCTATA 

C ATTTCTAAGC CTTGTTTGCAG A 
1 GAGCCCACCCCCAGCACCCCCATCT 

GTTAATAAATATCTCAACTCCAAAA 
1 TGGAGTGATTTCACAGTGTGTACTGT 

TTTGCCACATACTTCTAAAGAACA 
1 CCCTTTGGAAATG GTGAAGG AACCAG 

CCCAATAG AAGTACAG AGCC AG CT 
1 CTCCCTCAAGGCTGGGAGGAGATAA 

ACACCAACC CAGGAATTCTCAATAA 
1 AGGGACTGAAATTGTGGGGGGAAGG 

TAGGAGGCACATCAATAAAGAGGAA 

1 TGGGGCAAAACCTTG CTAATTTTCTC 
AAAAGCATTTATCATTCTTGTTGC 



1 CCCCCAGTGTGCAAGGGCAGTGAAG 
ACTTGATTGTACAAAATACGTTTTG 

1 AGATGGCG AGAAC CTAAGTTTC AGTT 
GATTTTACAATTGAAATGACTAAA 

1 TGTCAGACCTTCTTCCACAGCAAATG 
AGATGTATGCCCAAAGCG GTAG AA 

1 GTTGCAG GG CG AG GTCAAGAGAGTT 
CTGACCTGGATGGCCCATAGACCTG 

1 GACAGCAGGATTGGATGTTGTGTATT 
GTG GTTTATTTT ATTTTCTTC ATT 

.1 . AGTGCCTTCCCTG CCTGTGGG GGTC 
ATGCTG CCACTTTTAATGGGTC CTC 

1 TTTGGAGTTTTTCTGAAAAATGGAGC 
AGTAATGC AG CATC AAC CTATTAA 

1 CAATGGACAAGTATTTCCTAATGGTA 
CCAGACCACTGGACAGGCTTGGGT 

1 GTGTTGGAGAGGGGCTGTGTCTGGG 
TGAG GG ATGGCGG GGTACTGATTTT 
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Table 8 

complement component C1q rece 
(C1QR), mRNA/cds=(148,2106) 



ELONGATION FACTOR (ELL2), 
mRNA /cds=<0, 1922) 
ATP-binding cassette, sub-family B 
(MDR/TAP), member 10 (ABCB10), 
nuclear gene encoding mitochondrial 
protein, m RN A /cds= (43,2259) 
xv24a05.x1 cDNA, 3' end 
/clone=IMAGE:2814032 /clone_end=3' 

CGI-02 protein (CGI-02), mRNA 
/cds=(268,2124) 

chord domain-containing protein 1 
(CHP1), mRNA/cds=(84,1082) 
cyclin D-type binding-protein 1 
(CCNDBP1), mRNA /cds=(87,1 172) 
coagulation factor VHI-associated 
(intronic transcript) (F8A), mRNA 
/cds=(57,1172) 

microtubule-associated protein like 
echinoderm EMAP (EMAP-2), 

F-box only protein 7 (FBX07), mRNA 
/cds=(205,1773) 

grancalcin, EF-hand calcium-binding 
protein (GCA), mRNA /cds=(1 19,772) 

eukaryotic translation initiation factor 
2C, 1 (EIF2C1), mRNA /cds=(21 3,2786) 

meningioma expressed antigen 5 
(hyaluronidase) (MGEA5), mRNA 
/cds=(395.3145) 

mutY (E. coli) homolog (MUTYH), 
mRNA /cds=(1 34,1774) 

PR domain containing 2, with ZNF 
domain (PRDM2), mRNA 
/cds=(855,60l4) 

sirtuin (silent mating type information 
regulation 2, S.cerevisiae, homolog) 2 
(SIRT2), transcript variant 1, mRNA 
/cds=(200,1369) 

sirtuin (silent mating type information 
regulation 2, S. cerevisiae, homolog) 1 
(SIRT1), mRNA/cds=(53,2296) 
soJute carrier family 7 (catlonic amino 
acid transporter, y+ system), member 8 
(SLC7A8), mRNA/cds=(730,2337) 
SKI-INTERACTING PROTEIN 
(SNW1), mRNA /cds=(27,1 637) 
5'-3' exoribonuclease 2 (XRN2), mRNA 
/cds=(68,2920) 

HMG-box containing protein 1 (HBP1), 
mRNA /cds=(23, 1567) 
homolog of yeast SPB1 (JM23), mRNA 
/cds=(300,1289) 

MORF-related gene X (KIAA0026), 
mRNA /cds={305,1 171) 
tousled-like kinase 1 (TLK1), mRNA 
/cds=(212,2575) 

GRB2-associated binding protein 2 
(GAB2), mRNA /cds=(1 60,2076) 
leucine zipper-EF-hand containing 
transmembrane protein 1 (LETM1), 
mRNA/cds=(297,2516) 
microtubule-associated protein, RP/EB 
family, member 1 (MAPRE1), mRNA 
/cds=(64,870) 

microtubule-associated protein, RP/EB 
family, member 3 (MAPRE3), mRNA 
/cds={1 53,998) 

Mitochondrial Acyl-CoA Thioesterase 
(MT-ACT48), mRNA /cds=(147,1 367) 
GTP-binding protein (NGB), mRNA 
/cds=(23,1924) 

origin recognition complex, subunit 3 
(yeast homolog)-like (ORC3L), mRNA 
/cds=(26,2161) 

PEF protein with a long N-terminal 
hydrophobic domain (peflin) (PEF), 
mRNA /cds=(1 2,866) 



PCT/US01/47856 



GTGCTTTGAGGGTCAGCCTTTAGGAA 
GGTGCAGCTTTGTTGTCCTTTGAG 

GGCTCACATCAAAAGGCTAATAGGTG 
AATTTGACCAACAGCAAGCAGAGT 

CAGAAAGCAAACAACACAATTACAAG 
GTTGAATCTGAGGAAAATAATCCT 



TCTCTCTGTGTTCTCTGTATTGTACTA 
ACCAACCTCCCAAATCGCTGAGC 

CCTGGAATAAAACTCAACATGCAGAT 
TTG CCTACTCATAGGG ACTTTG CC 
TGCCTCCCTGATG GAAAACTATATAA 
AATTGTAGACTTAAAAGGTTTGTG 
TTCATTGTAAAGATGTTGATGGTCTC 
AATAAAATGCTAACTTGCCAGTGA 
CGTCCGCACGGTACGTCTTCATGGG 
AGTCATTTTATTCCTTACAGCTTCC 



TGGTGTTTGGTTTGGGGTG 1 1 I II I A 
AG 1 i I I II CTTTTATATCATCCAG 
CTC CCTGCTCTTGGTTCTCCTCTAG A 
TTGAAGTTTGTTTTCTGATGCTGT 
TGAAGACATAGTTCACCTAAAATGGC 
ATCCTGCTCTGAATCTAGACTTTT 
CCCTTTGAGATTTGTGTTTGTGTCCT 
GCTTTGAGCTGTACCTTGTCCAGT 

TCCTGTAGAAAACGAACTGTAAAAGA 
CCATGCAAGAG G CAAAATAAAACT 

CCAGTGACACCTCTG AAAGCCC CCAT 
TCC CTGAG AATCCTGTTGTTAGTA 
CCTGGTCAGTGGTGGTCTTCAAGAC 
GACAGCTCTGTATCTGCCATGTGAA 

CCCACTTCCCATGCTGGATGGGCAG 
AAGACATTGCTTATTGGAGACAAAT 



TTACTGGCATATGTTTTGTAGACTGTT 
TAATGACTGGATATCTTCCTTCA 

AATGTAAGGTTGTTTTGGGGGATGGA 
GTTAG AAC CTTAATG ATAATTTCT 

TTTGGAGTGGGCAAAGTAACCTCTTG 

CTTGGTGCAACTATTTGTTTCAAA 

GCTTATAAACACATTTGAGGAATAGG 

AGGTCCGGGTTTTC CATAATGGGT 

TCTTATCATTGCATACAT7TTCTGGAT 

GCTTGAGCCATCAGATATCAGCT 

TGCAGTGGGAATTCTTGAGTGAGGTC 

TTACCTCTTCTTTAAACCTCTTCA 

TGCATTATTGTGTAGCCACGGTTTTC 

TGGAAAAGTTGATATTTTAGGAAT 

ATTACA7TGGAAGGGAGCTTTCAAGA 

TGGTAGGATATTGACTAACTGAGC 

CATG GTACAGGCTTGGAG CTTGC AG ■ 

GTCCCTTTCTACTGTGGTGTTGGAG 

TGTGC AG GGAC AGTTGGCTTCC AG A 

GGTTTCAGCTTTCAGTTATTTGAGA 

AATTCC ATTTTATTG G G AAC CC ATTTT 
CCACCTGGTCTTTCTTGACAGGG 

AAATAAACTTGTGTGGTAAAAGTACA 
TGCCATGTGTCCCTCAACTGAAAA 

TTCAAGACAATTTTAATTGTGAACCTA 
CCATGTTGCCTCCCATCTTCTGA 
TTTGTAAGAG CTGGGAGCAAACACGT 
TTATGAGTGTGTCG GAATCCCGTG 
CCCAAACAGGCATGTATCAAAACACC 
TGTGGAGTACTTTAGACTCCAACA 

TGGGGCCAAAAGTCCAGTGAAATTGT 
AAGCTTCAATAAAAGGATGAAACT 
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Table 8 

9055315 PR domain containing 4 (PRDM4), 

mRNA/cds=(122,2527) 
9257235 glutaminyl-peptlde cyclotransf erase 

(glutaminyl cyclase) (QPCT), mRNA 

/cds={1 1,1096) 
6912621 RAD54, S. cerevisiae, homolog of, B 

(RAD54B), mRNA /cds=(80,2812) 
691 2623 retinal degeneration B beta (RDGBB), 

mRNA/cds=(0,998) 
14591905 serine (or cysteine) proteinase inhibitor, 

clade G (C1 Inhibitor), member 1 

(SERPING1), mRNA/cds=(60,1562) 

691 2653 splicing factor 3b, subunit 1 , 1 55kD 

(SF3B1), mRNA/cds=(0,3914) 
691 2679 SP01 1 , meiotic protein covalently 

bound to DSB (S. cerevisiae)-like 

(SP011), mRNA /cds=(1 08,1 298) 
6912687 signal transducer and activator of 

transcription 5B (STAT5B), mRNA 

/cds=<146,2509) 
6912707 translocase of inner mitochondrial 

membrane 10 (yeast) homolog 

(TIMM10), mRNA/cds=(129,401) 
6912715 TERF1 (TRFI)-interacting nuclear 

factor 2 (TINF2), mRNA 

/Cds=(262,1326) 
7108345 granulysin (GNLY), transcript variant 

519, mRNA/cds=(280,669) 
701 9542 Ste-20 related kinase (SPAK), mRNA 

/cds=(173,1816) 
10801344 muscle specific gene (M9), mRNA 

/cds=(171,827) 
7106298 like mouse brain protein E46 (E46L), 

mRNA/cds=(198,1625) 
7019508 px19-like protein (PX19), mRNA 

/cds=(176,835) 
1 0281 668 C-type (calcium dependent, 

carbohydrate-recognition domain) lectin, 

superfamily member 5 (CLECSF5), 

mRNA /cds=(1 97,763) 
10047091 neuronal protein (NP25), mRNA 

/cds=(49,897) 
701 9446 iectin-like NK cell receptor (LLT1), 

mRNA /cds=(1 3,588) 
770671 3 solute carrier family 21 (organic anion 

transporter), member 11 (SLC21A11), 

mRNA /cds=(1 93,2325) 
7019490 polymerase (DNA-directed), lambda 

(POLL), mRNA /cds=(371 ,2098) 
1 1 034824 methionine adenosyltransferase II, beta 

(MAT2B), mRNA/cds=(0,1004) 
7019492 wm25f06.x1 cDNA, 3' end 

/clone=IMAGE:2436995 /clone_end=3'- 

7019418 nucleolar GTPase (HUMAUANTJG), 

mRNA/cds=(79,2274) 
7019536 sorting nexin 10 (SNX10), mRNA 

/cds=(128,733) 
701 9454 colon cancer-associated protein Mid 

(MIC1), mRNA /cdS=(76,1 905) 
9558730 replication protein A complex 34 kd 

subunit homolog Rpa4 (HSU24186), 

mRNA /cds=(404, 1189) 
7019548 T-00X21 (TBX21), mRNA 

/cds=(21 1,1818) 
701 9520 squamous cell carcinoma antigen 

recognized by T cell (SART-2), mRNA 

/cds=(149,3025) 
7019514 RPA-binding trans-activator (RBT1), 

mRNA /cds=(29 1,881) 
7019566 pre-B lymphocyte gene 3 (VPREB3), 

mRNA/cds=(42,413) 
701 9502 prolactin regulatory element binding 

(PREB), mRNA/cds=(131,1384) 
701 9554 basic helix-loop-helix domain 

containing, class B, 2 (BHLHB2), 

mRNA /cds=(i 96, 1434) 
701 9332 nuclear receptor binding protein 

(NRBP), mRNA/cds=(112,1719) 
7305272 makorin, ring finger protein, 1 

(MKRN1), mRNA /cds=(1 22,1 570) 



TGGGCTGGAGTAGAGGACTCTGGTG 
GGAAGGTTTTGCTG CTAATGTATTT 
AGCTAAACAGTACTTAAATAGCGGTT 
GGAACTAG GTAGCCTTTC GAATTT 

TGTCATTCATTTTTCAGAATATAACCA 
CTCAAGCTACTGG CAC ATAGTG A 
TCTGATAGAGAAAAAGACTGCTTTGT 
CACTC AAACATGTTC CTTCGACCT 
G GC ATCGC CCATGCTCCTCACCTGTA 
TTTTGTAATCAGAAATAAATTGCT 



TTTGATGTTAAACAGTAAATGCCAGT 
AGTGACCAAGAACACAGTGATTAT 
CCTTTGCCTTTATACTTTAGGGGTCTT 
ACTCCATTAATTCATTTGTTACA 

TGC ACGTTATG GTGTTTCTCCCTCTC 
ACTGTCTGAGAGTTTAGTTGTAGC 

CTGTAG AGAGTCTTCAAGATCC CGGA 
GTG GTAGC GCTGTCTC CTG GTGAA 

TAGTAG GAATG AAGTGG AAGTCCAG 
G CTTG G ATTGCCTAACTACACTGCT 

GATCCAGAATCCACTCTCCAGTCTCC 

CTCCCCTGACTCCCTCTGCTGTCC 

ATTCCATTCTATTGTTTACACAACGAT 

TACTC GAAGATGACTG CAAAGGT 

AGCCAAGAAGAGAGCATTAAACCCAA 

GAACATTGTGGAGAAGATTGACTT 

TATATTGTACTTACTGTGACAGCAGA 

TAATAAACCAGTCTCTTGGAGGGC 

CTTATTCTCCCATTGGGCAGCTGAGG 

ACCGAGGCACAGAGGTGCGGTGAC 

TCACTGTATACCACTGGAGTTTTCTG 

GTTATCTCTCGTATAGCAAAATCT 



GCTGCCACCTCCTGTTCATTTAGAAC 
TATG CAAAGACTCCGCTTCCGTTT 
ACAG CAAAGCCCC AACTAATCTTTAG 
AAGCATATTGGAACTGATAACTCC 
GCCAGCTTGGAGGATGGACATTTCTG 
GATACACATACACATACAAAACAG 

GTCAACATCATCCGGCACCCTCTGG 

GGTAGGAGAACAGCCATTCCACATG 

TCATATGTGTGGTTATACTCATAATAA . 

TGGGCCTTGTAAGCCTTTTCACC 

CTGCTTGACTCACCGGCTTCCTATTT 

GATGCACCCAGGCCCCCTTGTGGC 

GGGACAGAAACACAAACGCAAAAAAT 
TCAGACAAAAGCAGTAATGTTTAA 
GCGATCCTCATCCCTTCAGCAATATG 
TATTTGAGTTCACACTATTTCTGT 
TTTTGAACAGC GAAACCAGCGTTTGC 
GAGGGAGCCCCAATTTCACACCAG 
TTCC AAAAGAAAAACTAGTTG CAGTC 
AGGGAGCCAGCGAAAAGACAAAAA 

ACTGAGAGTGGTGTCTGGATATATTC 
CTTTTGTCTTCATCACTTTCTGAA 
G CATG CATTCATTG GTTGTTC AATAA 
GTGAGATGATTACAGATAATACTG 

CTGATTTCATAACCAGGCCGGACCAC 
GTGCAATAGGGTGGAAACCAAACT 
GAAGACGACGCGGATTACTACTGCTC 
TGTTGGCTACGGCTTTAGTCCCTA 
TGAACCTCAGCC C ATTAGGCAG GAAA 
AGTTGATATTTAATAAACAAGGAA 
CCMGGCACrrGGTTTTTCTGTTTTAT 
ATACTAATAATCAG G GCCTAAGT 

GGGGGCCATTCGATTCGCCTCAGTT 
G CTGCTGTAATAAAAGTCTACTTTT 
ACTTTAAGAAAAAACAAATAATTGTTG 
CAGAGGTCTCTGTATTTTGCAGC 
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3107 literature 
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3110 
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3112 
3113 
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Table 3A 
Table 3A 
Table 3A 
Table 3A 
Table 3A 



3117 Table 3A 



Hs.8858 NMJ>13448 7304918 

Hs.277401 NM_013449 7304920 

Hs.234680 NMJM3451 7305052 

Hs.100299 NMJ)13975 7710125 

Hs.8262 NM 013995 7669502 



Hs.127649 

Hs.301175 

Hs.11125 

Hs.182238 

Hs.76640 

Hs.279040 

Hs.5327 

Hs.78961 



NMJH4007 
NM_014029 
NMJ)14041 
NMJH4052 
MM_014059 
NMJJ14065 
NM_014106 
NM 014110 



7662099 
7661739 
7661745 
7661715 



Table 8 

bromodomain adjacent to zinc finger 
domain, 1A (BAZ1A), mRNA 
/cds=<1 15,51 39) 

bromodomain adjacent to zinc finger 
domain, 2A (BAZ2A), mRNA 
/cds=(739,6375) 

fer-1 (C.elegans)-like 3 (myoferlin) 
(FER1L3), mRNA/cds=(96,6281) 

ligase III, DNA, ATP-dependent (LIG3), 
transcript variant alpha, mRNA 
/cds=(323,3091) 

lysosomal-associated membrane 
protein 2 (LAMP2), transcript variant 
LAMP2B, mRNA /cds=(1 37,1 369) 
KIAA0414 protein (KIAA0414), mRNA 
/cds={1 132,2535) 

HSPC022 protein (HSPC022), mRNA 
/cds=(1 8,623) 

HSPC033 protein (HSPC033), mRNA 
/cds=(168,443) 
GW128 protein (GW128) 



HS.26102 NMJ)14112 



7662650 RGC32 protein (RGC32), mRNA 

/cds=(146,499) 
7661837 HT001 protein (HT001), mRNA 

/cds=(241,1203) 
7662624 PR01 914 protein (PR01 914), mRNA 

/cds=<1222,1425) 
1 3699255 protein phosphatase 1, regulatory 

(inhibitor) subunit8 (PPP1R8), mRNA 

/cds=(935,1318) 
7657658 trtchorhinophalangeal syndrome I gene 

(TRPS1), mRNA/cds=(638,4483) 



3118 


Table 3A 


Hs.179898 


NMJH4153 


7661761 


HSPC055 protein (HSPC055), mRNA 


1 AACCTGTACTGTTGGTATTGTGTTAG 










/cds=(1400,1903) 


TGTATGGACCAATACTGCCTGTAA 


3119 


Table 3A 


Hs.279474 


NMJJ14160 


8850222 


HSPC070 protein (HSPC070), mRNA 


1 AATTGAG GGACCATC AGATAACTGTA 










/cds={331,1581) 


TTTTGTCAGGTGCAATAAAAACAA 


3120 


Table 3A 


Hs.5232 


NMJ314165 


7661785 


HSPC125 protein (HSPC125), mRNA 
/cds=(79,606) 


1 CTATGTGTACTCCTCATCCCTCCTGC 
TGTATATTTTCTCAI 1 1 1 1 IGCGT 


3121 


Table 3A 


Hs.181112 


NM_014166 


7661787 


HSPC126 protein (HSPC126), mRNA 
fcds=(25,837) 


1 TTAAAAGTAACAAAAACTGCCATTTGA 
CAGTAAAGGCTCTTGGCTTCTGT 


3122 


Table 3A 


Hs.279761 


NM_014169 


7661793 


HSPC134 protein (HSPC134), mRNA 
/cds=(45,716) 


1 GCTCC CTTCTCTTTGATAG CAGTTAT 
AATGCCCTTGTTCCCAATAAAACT 


3123 


Table 3A 


Hs.13645 


NMJM4174 


7661803 


HSPC144 protein (HSPC144), mRNA 
/cds=(446,1123) 


1 CTGAGATACTGCTGCTGGAATGGGC 
GAGACATTGCTGCAAAGAAGTCAAG 


3124 


Table 3A 


Hs.30026 


NM_014188 


7661831 


cDNAFU13048fis, clone 
NT2RP3Q01399, weakly similar to 
SSU72 PROTEIN /cds=(27,488) 


1 CTGCGGCGTGTTAGGAATGACCTGG 
AATTGTCAATAAACAGATGCTGCTG 


3125 


Table 3A 


Hs.121025 


NM_014205 


7656935 


chromosome 1 1 open reading frame 5 
(C11orf5), mRNA/cas=(45,1256) 


1 AGCTCCCTAG CTG AACGGGTTAC CCT 
GGTCATTAATAAAGCTGTGACTGG 


3126 


Table 3A 


Hs.58685 


NM_014207 


7656964 


CD5 antigen (p56-62) (CDS), mRNA 
/cds=(72,1559) 


1 CTCATCTAAAGACACCTTCCTTTCCA 
CTGGCTGTCAAGCCACAGGGCACC 


3127 


Table 3A 


Hs.70499 


NMJ)14210 


7657074 


ecotropic viral integration site 2A 
(EVI2A), mRNA /cds=(21 9,917) 


1 GGCAGAATCCACACCAGCTTATCAAC 
CAACACAGGTAATTTTAGAATAGG 


3128 


Table 3A 


Hs.1 73902 


NMJ)14225 


7657474 


protein phosphatase 2 (formerly 2A), 
regulatory subunit A (PR 65), alpha 
tsoform (PPP2R1A). mRNA 
/cds=(138,1907) 


1 GACAGGACAGTGACCTTGGGAGGAA 
GGGGCTACTCCGCCATCCTTAAAAG 


3129 


Table 3A 


Hs.273307 


NM_014230 


7657616 


signal recognition particle 68kD 
(SRP68), mRNA/cds=(0.1859) 


1 GGACAAGTTGGAACAGAAGACCAAG 
AGTGGCCTCACTGGATACATCAAGG 



3130 Table 3A Hs.332724 NM_014232 7657674 AV705126 cDNA, 5' end 

/c)one=ADBCFB08 /clone end=5' 

3131 Table 3A Hs.14084 NM_014245 7657521 ring finger protein 7 (RNF7), mRNA 

/cds=(53,394) 

3132 Table 3A Hs.279919 NM_014248 7657507 ring-box 1 (RBX1), mRNA /cds=(6, 332) 

3133 Table 3A Hs.74711 NM_014280 7657610 splicing factor similar to dnaJ (SPF31), 

mRNA/cds=(7,801) 

3134 Table 3A Hs.227823 NM_014287 10947030 pM5 protein (PM5), mRNA 

/cds=(0,3668) 

3135 Table 3A Hs.54609 NM_014291 7657117 glycine C-acetyltransferase (2-amino-3- 

ketobutyrate coenzyme A ligase) 
(GCAT), mRNA /cds=(3, 1262) 

3136 Table 3A Hs.10729 NM_014306 7657014 hypothetical protein (HSPC 11 7), 

mRNA /cds=(75, 1592) 

3137 literature Hs.5212 NMJ>14311 7657596 cDNA FLJ 10927 fis, clone 

OVARC1 000466 /cds=UNKNOWN 

3138 Table 3A Hs.278994 NM_014313 7657594 Rhesus blood group, CcEe antigens 

(RHCE), mRNA /cds={0, 1253) 



PCT/US01/47856 



CTGTACCAGTGCTGGCTG CAGGTATT 
AAGTC CAAGTTTATTAACTAG ATA 

GCCACCTCTGTGTTCCTGTCATAGCA 
AATATGG GACCATCAC CAGCTTAC 

TCCTGAGGTGATATACTTCATATTTGT 
AATCAACTGAAAGAGCTGTGCAT 
TGCTG GGTTTGCCATCTTTTTGTTTTC 
TTTGAAAAGCAGCTTAGTTACCC 

CCACTAGTTGATGTATGGTATCTTTA 
GATATTTGCCTGTCTGTTTGCTCA 

AATGGCCTACAACCAAGGTATTTGTC 

CCCTACTTTGAGTCTTAACTGTGG 

ATCCTGAGCTGCACTTACCTGTGAGA 

GTCTTC AAACTTTTAAACCTTG CC 

TGCTCTG AGATGGG GAACAGAACAC 

ACAAGTATGAAGTTTCTTTCAGGTG 

AAGCACACCCGTGGTTGTGAAAATAG 

TATAGC AAAAAAG AAAAATCCCC G 

TGTTTACCTGCTTGCAGCATATTAGA 

ACAGACGATCCATGCTAATATTGT 

AATCCTTACTTAAAATTCTTCCGTTAC 

C ACCCTTG AAAC AATTAG CTTTT 

ATAAC AGTTCTATTTG GAATGATACC 

CACAACTCTACAAGCATCTTATCC 

AGAGATTTGTACATTTGTGTAATAGG 

CCTTTTCATGCTTTATGTGTAGCT 

TCTTG GTGTATTTCTTATGCAAACAAT. 
CTTCAGGCAGCAAAGATGTCTGT 



CCCCAATTCTGTGGCGCATCCAGATT 

GTGAAAATGTACAATAAATGTGTA 

TTCAG AG AACTTTTTGCATG CTTATG 

GTTGATCAGTTAAAAAAGAATGTT 

TGCTGTTTCTGTAGCCATATTGTATTC 

TGTGTCAAATAAAGTCCAGTTGG 

ACGCCACCCAAACCTTTCACTTTCCA 

AAGAGCTAG CC GTCCTCC ACCC AG 

GCATCTGAGATCCTGTTGGAAACCAC 

AGCAACCTGTATTCATTATTAGGA 

GGACGTGACCTGTGCTGAGGGCTGT 

GAGAATGTGAAACAACAGTGTGAAA 

GCCATCAGATTGATCTTCTTCACACC 
AAGCTCTGTTTACATTCCGAGAGG 
CCTTTCCTC ACAGG GAC CAAGACAAA 
GCATGG GACATG AAATTAAG AGTG 
AAGCATGATTCCCACAAGGACTAAGT 
ATCAGTGATTTGTAATTTTCCTGT 
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3139 


Table 3A 


Hs.20597 


NM_014315 


3140 


Table 3A 


Hs.7256 


NM_014319 


3141 


Table 3A 


Hs.76556 


NM_0 14330 


3142 


Table 3A 


Hs.38738 


NMJM4343 


3143 


Table 3A 


Hs.48433 


NMJJ14345 


3144 


Table 3A 


HS.17839 


NMJJ14350 


3145 


Table 3A 


Hs.283737 


NM_014366 


3146 


Table 3A 


Hs.97101 


NMJ)14373 


3147 


literature 


Hs.279843 


NM_014381 


3148 


Table 3A 


Hs.1 82470 


NMJ)14394 


3149 


Table 3A 


Hs. 128342 


NM_014406 


3150 


Table 3A 


Hs.27258 


NM_014412 


3151 


Table 3A 


Hs.301956 


NM_014415 


3152 


Table 3A 


Hs.14125 


NM_014454 


3153 


Table 3A 


Hs.326248 


NM_014456 


3154 


Table 3A 


Hs.1 11632 


NMJJ14463 


3155 


Table 3A 


Hs.127011 


NM_014464 


3156 


Table 3A 


Hs.300684 


NM_014478 


3157 


literature 


Hs.1 54149 


NM_014481 


3158 


Table 3A 


Hs.1 20766 


NM_014487 


3159 


Table 3A 


Hs.296433 


NMJ)14499 


3160 


Table 3A 


Hs.1 87660 


NM_014504 


3161 


db mining 


Hs.278457 


NM_014512 


3162 


Table 3A 


Hs.239720 


NM_014515 


3163 


Table 3A 


Hs.17667 


NMJ)14521 


3164 


Table 3A 


Hs.275243 


NMJ)14624 


3165 


Table 3A 


Hs.173288 


NM_014633 


3166 


Table 3A 


Hs.170307 


NM_014636 


3167 


Table 3A 


Hs.323580 


NMJJ14644 


316B 


Table 3A 


Hs.166318 


NM_014646 


3169 


Table 3A . 


Hs.323712 


NM_014664 


3170 


Table 3A 


Hs.1 32853 


NM_014666 


3171 


Table 3A 


Hs.1 55291 


NM_014670 



Table 8 

7657300 host cell factor homolog (LCP), mRNA 

/cds=(316,1536) 
7706606 integral inner nuclear membrane 

protein (MAN1), mRNA/cds=(6,2741) 
9790902 protein phosphatase 1 , regulatory 

(inhibitor) subunit 15A (PPP1R15A), 

mRNA/cds=(240,2264) 
7656980 ciaudin 1 5 (CLDN1 5), mRNA 

/cds=(254,940) 
7657183 endocrine regulator (HR1HFB2436). 

mRNA /cds=(621 ,6920) 
7657123 TNF-induced protein (GG2-1), mRNA 

/cds=(1 97,769) 
7657047 AD-017 protein (LOC55830), mRNA 

/cds=(118,1233) 
7657135 putative G protein-coupled receptor 

(GPCR150), mRNA/cds=(321,1337) 
7657336 mutL (E. coli) homolog 3 (MLH3), 

mRNA /cds=(1 14,4403) 
7657479 PTD010 protein (PTD010), mRNA 

/cds=(1 29,1088) 
7657252 potassium large conductance calcium- 
activated channel, subfamily M f beta 

member 3-like (KCNMB3L), mRNA 

/cds=(243,1916) 
7656951 calcyclin binding protein (CACYBP), 

mRNA /cds=(1 17,803) 
7657702 zinc finger protein (ZNF-U69274), 

mRNA /cds=(161 ,3322) 
7657436 p53 regulated PA26 nuclear protein 

(PA26), mRNA /cds=(1 1 , 1 666) 
7657448 cDNA: FU22071 fis, clone HEP1 1691 

/cds=UNKNOWN 
7657314 Lsm3 protein (LSM3), mRNA 

/cds=(29,337) 
7657644 tubulointerstitial nephritis antigen (TIN- 
AG), mRNA /cds=(1, 1431) 
7656976 calcitonin gene-related peptide- 

receptor component protein (CGRP- 

RCP), mRNA /cds=(61 ,507) 
7656891 Homo sapiens, apurinic/apyrimidinic 

endonuclease(APEX nuclease)-Iike 2 

protein, clone MGC:1418 

IMAGE:3139156, mRNA, complete cds 

/cds=(38,1594) 
13384595 nucleolar cysteine-rich protein 

(HSA6591), mRNA /cds={1 73,1 135) 
1 0D92632 putative purinergic receptor (P2Y10), 

mRNA/cds=(0,1019) 
7657495 putative Rab5 GDP/GTP exchange 

factor homologue (RABEX5), mRNA 

/cds=(77,1552) 
7657276 killer cell immunoglobulin-like receptor, 

three domains, short cytoplasmic tail, 1 

(KIR3DS1), mRNA /cds=(1 1,1 174) 

7657384 CCR4-NOT transcription complex, 

subunit 2 (CNOT2), mRNA 

/cds=(115,1737) 
7657561 SH3-domain binding protein 4 

(SH3BP4), 
9845517 S1 00 calcium-binding protein A6 

(calcyclin) (S100A6), mRNA 

/cds=(102,374) 
7661 949 KIAA01 55 gene product (K1AA01 55), 

mRNA /cds=(86,3607) 
7662069 Ral guanine nucleotide exchange 

factor RalGPSlA (RalGPSIA), mRNA 
• /cds=(267,1940) 
1 1036643 cDNA FLJ 10757 fis, clone 

NT2RP3004578, highly similar to 

mRNA for KIAA0477 protein ■ 

/cds=UNKNOWN 
7652021 lipin 2 (LPIN2), mRNA /cds=(23 9,2929) 

7662203 KIAA061 5 gene product (KIAA061 5), 

mRNA /cds=(237,2927) 
7661967 KIAA0171 gene product (KIAA0171), 

mRNA /cds=(1 01, 1978) 
7661 849 KIAA0005 gene product (KIAA0005), 

mRNA /cds=(80, 1339) 



1 ACCTGTTGGTTTTAATGTGCATGTGA 
ATGGC CTAGAG AAC CTATTTTTGT 

1 CCG AC CAAGATCCCTC CCTGCAAG A 
CAGATGGGAATGTGTATAATAACTA 

1 GGGAGGCGTGGCTGAGACCAACTGG 
TTTG C CTATAATTTATTAACTATTT 

1 GGACGGTGTCCCCGCACGTTTGTATT 

GTGTATAAATACATTCATTAATAA 
1 ATCCTTTCCTCAACCTCCTCCTTTCC 

CAATTAATTTCAACCATAGTACGA 
1 GCCAG CTATGTCCTCTAGGAAATGAC 

AGACCCAACCACCAGCAATAAACA 
1 CTGTAAAAAGACAATTCATCTCATTGT 

G AGTGGAAGTAGTTATCTG G AAT 
1 GCATTTCAGAATGTGTCTTTTGAAGG 

GCTATACCAGTTATTAAATAGTGT 
1 CCAGGGTTTCTGCACTGGTCCCCTCT 

TTTCC CTTC AGTCTTCTTCACTTC 
1 ACACTGCTACACCATTACTTTCTTGA 

GACATTTGTAAGTCCTTTGATACA 
1 TGAATAACTAGTGATACCCTCAATAA . 

AACAGGGATTGCCAAGAAGGGAAC 



1 ACCTTTAACATGTAAAGATGCTCACC 

TTGTTCAGAAGAGAATAAACCAGT 
1 TATGTCATAAACATGTAAATAAAAGAT 

GTTGAATCTTGTTGAAAGCGCGG 
1 TTGTATTCTGG AAGCGTG AATTG CTT 

TTGAAGTCTGTCAGTATTACTGGT 
1 TTTGTAAGCGAAGGAGATGGAGGTC 

GTCTTAAACCAGAGAGCTACTGAAT 
1 ACTCACAACTTCTTAAGCTAAATGGT 

ATTTTC ATTTTTCTCAAGCTCTC C 
1 AGTTTAGCAATATGACATTCTTGGTG 

ACAGTGGAATCTTTGTCTCTTCAC 
1 GCCACTGAC CTTG GCTC AC CTTAGAG 

GAATTTCCTCGAGAACAACAGAGA 

1 ACTTCTGTCTTTGCTGGAAAGTGTAT 
TTGTGCATAAATAAAGTCTGTGTA 



1 TTCTCTTTCTTCACAATGTATGTC CTC 
AGTGGTACCTATTATTGATGCCT 

1 CTGTGACCCGCTCCCG CCTCATG AG 
CAAGGAGAGTGGTTCATCAATGATT 

1 TGTAGGGTAAATGTGACTGGAATACA 
CCTTTG GAACGGAATTCTTTATCA 

1 AGAACTTCC AAATGCTG AGC CC AG AT 
CCAAAGTTGTCTTCTGTCCACGAG 



1 TGACAAATTAGAAGAACGGCCTCACC 
TGCCATCCACCTTCAACTACAACC 

1 TGGATATTTTAACCTGTTAAGTGTGT 
GTGTGTTTTCTGTACCCAACCAGA 

1 TAAATAGGGAAG ATGG AG AC AC CTCT 
GGGGGTCCTCTCTGAGTCAAATCC 

1 TGTGTTAG GTTGAATAAGGTGTGGAA 
AATGCTTTTCTGTTAGTAGAATGC 

1 GCAGTAACCACTGAACGTCAATCAGC 
CCTCCATG GGGTTCTTTCGATTTT 

1 GTTTGAAGTTGTGACTCTCCTGCTAC 
CAATTAAATAAAGCTTACTTTGCC 



1 TGCAAGATGAATGGCTAATATTTTGG 

TGCAGTGTTTGATGTTCAAAACAA 
1 CTGCCTGTTCAGAACTGTTTAATAGC 

AGTTACTCTTGAGTGTATTTACCT 
1 ATTCTAGAGTTTGGAATGCAAAATTAA 

TTGTTTTACCCTCAAGCTGGGAA 
1 TGGGGTGAATTTGTTAAAATGAGTAA 

CTTTG ATAAAGTTTTTCATG C ACA 
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Table 8 



3172 


Table 3A 


Hs.1 54332 


NMJJ14674 


7662001 


KIAA021 2 gene product (KIAA021 2), 1 
mRNA /cds=(58,2031) 


AAAAGTATAGAGTTGGAAACTCTGGG 
AAAACTTACGGAAATACACAAATG 


3173 


Table 3A 


Hs.151791 


NMJH4679 


7661899 


KIAA0092 gene product (KIAA0092), 1 
mRNA/cds=(53,1477) 


ATGTGTCAACCACCATTTCAGCTATT 
AAAAACTCCTGTTATCTCCTTGTT 


3174 


Table 3A 


Hs.186840 


NMJH4686 


7662075 


KIAA0355 gene product (K1AA0355), 
mRNA/cds=(838,4050) 


TACAATGCTTCCAAACTGGAACTCTA 
CATTTTGTATCTTTTAAAGCTCCT 


3175 


Table 3A 


Hs.11 1894 


NMJ>14713 


13518239 


lysosomal-associated protein 1 
transmembrane 4 alpha (LAPTM4A), 
mRNA /cds=(1 48,849) 


GTGACTTGACTGTGGAAG ATG ATG GT 
TGCATGTTTCTAGTTTGTATATGT 


3176 


Table 3A 


Hs.181418 


NM_014730 


7661947 


K1AA01 52 gene product (KIAA01 52), 1 
mRNA /cds=(128,1 006) 


CCTTCCATGTCCCACCCCACTCCCAC 
CAAAAAGTACAAAATCAGGATGTT 


3177 


Table 3A 


Hs.81892 


NMJJ14736 


7661905 


KIAA01 01 gene product (KIAA01 01), 
mRNA /cds=(61 ,396) 


TGGTGTTTGATTATTGGAATGGTGCC 
ATATTGTCACTCCTTCTACTTGCT 


3178 


Table 3A 


Hs.80905 


NMJ)14737 


7661963 


Ras association (RalGDS/AF-6) 
domain family 2 (RASSF2), mRNA 
/cds=(196,H76) 


AC AGGGCCTCAG C AAGGG AGCCATA 
C ATTTTTGTAA C ATTTTG ATATGTT 


3179 


Table 3A 


Hs.1 08920 


NM_014739 


7661957 


HT01 8 mRNA. complete cds 
/cds=(451,1179) 


GGCTAAACGATTCTTACTCAGTGTGA 
TGTATAATGATGC AACAGGG AC CC 


3180 


Table 3A 


Hs.79768 


NIW 014740 


7661919 


KIAA01 1 1 gene product (KIAA01 1 1), 
mRNA /cds={214,1449) 


TAATG GGGTTTATATGGACTTTCTTCT 
CATAAATGGCCTGCCGTCTCCCT 


3181 


Table 3A 


Hs.77724 


NMJ)14749 


7662189 


KIAA0586 gene product (KIAA0586), 
mRNA/cds=(274,4875) 


1 ATACCTTCTGAACGGGAAGAGACAGC 
CAG CACAGTGTTTATGCCACTGGT 


3182 


Table 3A 


Hs.77665 


NM.014752 


7661907 


KIAA0102 gene product (KIAA0102), 
mRNA/cds=(307,678) 


I TTCCACTAGTATATCCCTGTTGATTTG 
TTTGTGCCTTTTATTAACTGCCA 


31B3 


Table 3A 


Hs.77329 


NM_014754 


7662646 


phosphatidylserine synthase 1 
(PTDSS1), mRNA /cds=(102,1523) 


t TCATCTGTGCCATGCTCTAGAACCTT 
G ACCTTG ATAGTTCAC CACGTCTG 


3184 


Table 3A 


Hs.76986 


NMJ)14757 


13376996 


mastermind (drosophlla)-like 1 
(MAML1), mRNA/cds=(263,3313) 


1 ACTGCCCTTAACTCTGGTATACACCA 
AAAAGAAATCTTTACTTTCCTTGT 


3185 


Table 3A 


Hs.75824 


NMJ)14761 


7661971 


KIAA0174 gene product (KIAA0174), 
mRNA/cds={63,1157) 


1 AGGCAGCCTTTCTTTAATGTTTTCAGT 
TGGTTTGTATTTTGTAGCTCAGT 


3186 


Table 3A 


Hs.75574 


NM_014763 


7661911 


mitochondrial ribosomal protein L19 
(MRPL19), mRNA/cds=(34,876) 


1 CCAGAATGGTCTTTAATGAGCATGGA 
ACCTGAGCAAAGGGAATAGGTGGG 


3187 


Table 3A 


Hs.75416 


NMJM4764 


7661885 


DAZ associated protein 2 (DAZAP2), 
mRNA/cds={69,575) 


1 TCTCTCTCTACACTGTGGTGCACTTA 
ACTTGTGGAA 1 1 1 1 IATACTAAAA 


3188 


Table 3A 


Hs.74583 


NMJJ14767 


7662035 


K1AA0275 gene product (KIAA0275), 
mRNA/cds=(316,1590) 


1 ACTCAGCCTAAGGAAACAAGTACACT 
CCACACATGCATAAAGGAAATCAA 


3189 


Table 3A 


Hs.52526 


NM_014779 


7662235 


KIAA0669 gene product (KIAA0669), 
mRNA/cds=(1016,3358) 


1 TGTCAAATAAAAGAGAACGAACAGGT 
AGTTTG GTGG AGCTGAGCTAGTGT 


3190 


Table 3A 


Hs.28020 


NMJ>14805 


7662293 


KIAA0766 gene product (KIAA0766), 
mRNA/cds=(H6,i939) 


1 TTTGCATCATGTAGTCATTGAGTGAG 
G GGG AGATATAAGCCAAGG ATTTT 


3191 


Table 3A 


Hs.23488 


NM_014814 


7661913 


KIAA0107 gene product (KIAA0107), 
mRNA /cds=(25,1 194) 


1 GCTTACTTCACAATGTGCCCAGGTCA 
GCTGTATAAAATAAATACTGCATT 


3192 


Table 3A 


Hs.279849 


nmj>14819 


7662123 


KIAA0438 gene product (IOAA0438), 
mRNA /cds=(1 17,2243) 


1 TGTAATG GTTGGTTTATTGTTCTATAA 
CCC CAGCCCATCATTTTCTGTGT 


3193 


Table 3A 


Hs.17969 


NMJ)14827 


7662231 


KIAA0663 gene product (KIAA0663), 
mRNA /cds=(21 3,2645) 


1 AGTCAATGTTTCGTGTTCCGCATTATT 
TG AAC CATTTGCCCTTAC AGAAA 


3194 


Table 3A 


Hs.194035 


NM_014828 


7662273 


KIAA0737 gene product (KIAA0737), 
mRNA /cds=(32,1 897) 


1 AG GG AG CAGTGCTTTTGGGTCCTAG 
AACCTGTTGAGTTTCTAATGAATAT 


3195 


Table 3A 


Hs.173802 


NMJJ14832 


7662197 


KIAA0603 gene product (KIAA0603), 
mRNA/cds=(347,4246) 


1 AATGACTTGTTATAGCTCAGTGTGCC 
CTTGAATCCATACAGTTTCTTAAA 


3196 


Table 3A 


Hs.1 5087 


NMJ314837 


7662023 


KIAA0250 gene product (K1AA0250), 


1 TGTTTTGTTTTCTGGGTTTTGTTTTTT 
Gl 1 1 1 IGTCTGTGCAAGACCTGC 


3197 


Table 3A 


Hs.7764 


NMJJ14851 


7662139 


KIAA0469 gene product (KIAA0469), 
mRNA /cds=(1 84,1 803) 


1 GGCTTCCATGTCCAGAATCCTGCTTA 
AGGTTTTAGGGTACCTTCAGTACT 


3198 


Table 3A 


Hs.6684 


NMJJ14856 


7662151 


KIAA0476 gene product (KIAA0476), 
mRNA /cds={568,4728) 


1 CCTGACCTGTGCAATAAGGATTGTTC 
CCTGCG AAGTTTTGTTG G ATGTAA 


3199 


Table 3A 


Hs.6336 


N1W 014859 


7662241 


KIAA0672 gene product (KIAA0672), 
mRNA /cds=(300.2756) 


1 GAGTCTGGGGTAAGGGTGGGGGTTG - 
AAAGTTGTTATCTTTAAATACATGT 


3200 


Table 3A 


Hs.5737 


NMJH4864 


7662149 


KIAA0475 gene product (KIAA0475), 
mRNA /cds=(336, 1565) 


1 TTG ATCTGCCAAG GATTTCCTCTCAG 
AGCTGTTGCACAGACAGAGATTGT 


3201 


Table 3A 


Hs.5094 


NMJJ14868 


7662652 


ring finger protein 10 (RNF10), mRNA 
/Cds=(698,2983) 


1 G GG GGTTTCC ACAATGTG AGGG GG A 
ACCAAGAAAATTTTAAATACAGTGT 


3202 


Table 3A 


Hs.273397 


NMJH4871 


7662257 


KIAA0710 gene product (KIAA0710), 
mRNA /cds=(203,3550) 


1 TG CCTGTCCCAAGTTTTGTTCCATTTT 
TTAAAAATTTGTTGTAAACTGCA 


3203 


Table 3A 


Hs.3085 


NMJJ14877 


7661883 


helicase KtAA0054 (KIAA0054), mRNA 
/cds=(1 45,5973) 


1 TATTGTTACATATGTTTGCATCAAGCT 
AGCAGCCAAGAGGTTAATTGTGC 


3204 


Table 3A 


Hs.1528 


NWL.014882 


7661881 


KIAA0053 gene product (KIAA0053). 
mRNA /cds=(1 93,21 09) 


1 AAACCAGAACAAGCAACAAACTGTAT 
TTATGC AAG CAAAATTG ATGAGAA 


3205 


Table 3A 


Hs.8170 


NNL014886 


7662676 


hypotheUcal protein (YR-29), mRNA 
/cds=(82,864) 


1 TGATGTTTCTGAATACTACCAAACAG 
C CATAC ATGTCTGCAATG AAG AGA 


3206 


Table 3A 


Hs.23518 


NM.014887 


7656970 


hypothetical protein from BCRA2 
region (CG005), mRNA 
/Cds=(1 65,1 916) 


1 TATCATCCTC CTTCTC AACCC ATCTC 
C CTAACCCCACATG CTTG CCAGTT 


3207 


Table 3A 


Hs.239189 


NIW 014905 


7662327 


gtutaminase (GLS), mRNA 
/cds=(1 9,2028) 


1 TTCTGAAATTGG GAAAC ATTTATTTTA 
AATGCAATCAGGTAGTGTTGCTT 


3208 


Table 3A 


Hs.131915 


NM,014913 


7662345 


KIAA0863 protein (KIAA0863), mRNA 
/cds=(185,3580) 


1 GACTGAATTTGACATCTGGTATGCTG 
GTATGTAGCTCATACATCAAGAGT 


3209 


Table 3A 


Hs.1 10488 


NM_014918 


7662433 


KIAA0990 protein (KIAA0990), mRNA 
/Cds=(494,2902) 


1 TTGTACTTTTCAGAACCATTTTGTCTC 
ATTATTCCTGTTTTAGCTGAAGA 
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Hs.104305 


NM_014922 


3211 


Table 3A 


Hs.211576 


NMJ305546 


3212 


Table 3A 


Hs.70266 


NM_014933 


3213 


Table 3A 


Hs.42959 


NM_014939 


3214 


Table 3A 


Hs.24083 


NM_014950 


3215 


Table 3A 


Hs.323346 


NM_014953 


3216 


Table 3A 


Hs. 10031 


NM_014959 


3217 


Table 3A 


Hs.227133 


NM_014977 


3218 


Table 3A 


Hs.184627 


NM_014999 


3219 


Table 3A 


Hs. 184245 


NM_015001 


3220 


Table 3A 


Hs.151411 


NM_015057 


3221 


Table 3A 


Hs.132942 


NM_015071 


3222 


Table 3A 


Hs.306117 


NM_015125 


3223 


Table 3A 


Hs.79337 


NMJD15148 


3224 


Table 3A 


Hs.11000 


NM_015344 


3225 


Table 3A 


Hs.287586 


NM_015384 


3226 


Table 3A 


Hs.1 05460 


NM_015393 


3227 


Table 3A 


Hs.99843 


NMJ)15400 


3228 


Table 3A 


Hs.75884 


NM015416 


3229 


Table 3A 


• HS.64595 


NMJ)15423 
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Table 3A 


Hs.48320 


NM_015435 
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Table 3A 


Hs. 12305 


NMJN5509 
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Table 3A 


Hs.6880 


NMJJ15530 


3233 


Table 3A 


Hs.1 87991 


NMJJ15626 


3234 


Table 3A 


Hs. 156764 


NM_015646 


3235 


Table 3A 


Hs.44563 


NMJN5697 


3236 


Table 3A 


Hs.5324 


NMJ315702 


3237 


Table 3A 


Hs.1 10707 


NMJJ15726 


3238 


Table 3A 


Hs.25674 


NM_015832 


3239 


Table 3A 


Hs.278573 


NMJN5874 


3240 


Table 3A 


Hs.104640 


NM_015898 



Table 8 

14719827 death effector filament-forming Ced-4- 

like apoptosis protein (DEFCAP), 

transcript variant B, mRNA 

/cds=(522,4811) 
5031 81 0 IL2-inducible T-cell kinase (ITK), 

mRNA /cds=(2021,3B83) 
7662369 yeast Sec31 p homolog (KIAA0905), 

mRNA/cds=(53 t 3715) 
7662447 KIAA1012 protein (K1AA1012), mRNA 

/cds=(57,4364) 
7662437 KIAA0997 protein (KIAA0997), mRNA 

/Cds=(262,2196) 
7662443 KIAA1008 protein (KIAA1008), mRNA 

/cds=(93,2B79) 
7662403 KIAA0955 protein (KIAA0955), mRNA 

/cds=(313,1608) 
7662237 K1AA0670 protein/acinus (KIAA0670), 

mRNA/cdS={327,4352) 
7661921 KIAA0118 protein (KIAA0118), mRNA 

/cds=(255,932) 
1 47901 89 SMART/HDAC 1 associated repressor 

protein (SHARP), mRNA 

/cds=(204,11198) 
7662379 KIAA0916 protein (KIAA0916), mRNA 

/cds=(146,14071) 
7662207 GTPase regulator associated with the 

focal adhesion kinase pp125(FAK); 

KIAA0621 protein (KIAA0621), mRNA 

/cds=(423,2667) 
1 1056033 capicua protein (CIC) mRNA, complete 

cds /cds=(40,4866) 
8923825 KIAA01 35 protein (KIAA01 35), mRNA 

/cds=(1 803,3791) 
7662509 MY047 protein (MY047), mRNA 

/cds=(84,479) 
7661841 cDNA FLJ13648 fis, clone 

PLACE1 01 1 340, weakly similar to IDN3- 

B mRNA /cds=UNKNOWN 
7661631 DKF2P564O0823 protein 

(DKFZP564O0823), mRNA 

/cds=(1 70,904) 
7661691 DKFZP586N0721 protein 

(DKFZP586N0721), mRNA 

/cds=(726,1151) 
7661659 DKFZP586A011 protein 

(DKFZP586A011), mRNA 

/Cds=(330,632) 
7661649 aminoadipate-semialdehyde 

dehydrogenase^hosphopantetheinyl 

transferase (AASDHPPT), mRNA 

/cds=(166,1095) 
13491 169 mRNA for ring-IBR-ring domain 

containing protein Dorfin, complete cds 

/cds=C317,2833) 
7661639 DKFZP566B183 protein 

(DKFZP566B183),mRNA 
• /cds=(351,749) 
7661 569 DKFZP434D1 56 protein 

(DKFZP434D15Q), mRNA 

/cds=(230 ( 1384) 
7661 595 DKFZP564A1 22 protein 

(DKFZP564A122), mRNA 

/cds=(2570,2908) 
7661677 RAP1 B, member of RAS oncogene 

family (RAP1B), mRNA /cds=(1 48,702) 

7661 549 Homo sapiens. Similar to RIKEN cDNA 
2310002F18 gene, clone MGC:10413 
IMAGE:3954787, mRNA, complete cds 
/cds~(16,1131) 

7661 547 hypothetical protein (CL25022), mRNA 
/cds=(157,1047) 

7657147 H326 (H326), mRNA /cds=(176,1969) 

7710144 methyl-CpG binding domain protein 2 
(MBD2), transcript variant testis- 
specific, mRNA /cds= (229,1 137) 

770621 5 H-2K binding factor-2 (LOC51 580), 
mRNA /cds={238,1 500) 

7705374 HIV-1 inducer of short transcripts 
binding protein (FBI1), mRNA 
fcds=(0,1754) 



1 CTGGCTGTGTCACAGGGTGAGCCCC 
AAAATTGGGGTTCAGCGTGGGAGGC 



1 AATGGTCCCCTGTGTTTGTAGAGAAC 

TCCCTTATACAGAGTTTTGGTTCT 
1 TTCTTTCATGTCCTCCCTACTTCCTCA 

GTGTCAATCAGATTAAAGTGTGT 
1 TTTGAACTTTGGTCATAGAGTCTTCAT 

ATTTCAGTAT7TGGTGGTCCCTA 
1 ACCCTAGAGTTACTCTCTTTTGGGAA 

CATAAGGAGGTATACAGAACTGCA 
1 TTGATGTGTCACAAAACATTACTCATT 

TGATTTCCCCCACCCCCGCCAAC 
1 TCAG GGCGTTTGAATGTG AATTAGGA 

CCAG CGCAATG AATGCTCAAGTTG 
1 AGTTC CC AGTCTCTTCTGTCCTG C AG 

CCCTTGCCTCTTTCCCACAGGTTC 
1 GTAGAATCAG GCACTGCTCG C AG AA 

GGAACACAGATTGTAGAGATTAACA 
1 TTTTCTCAGCGCAGTTTTGTTTTGTGT 

GTCCATTGGATTACAAACTTTAT 

1 TGCCTCATTATCTTGCAGCTGTAAAC 
ATATTGGAATGTACATGTCAATAA 

1 GCCATAGCCTGAATCTTTTAGGGGTA 
TTAAGGTCAGCCTCTCACTCTTCC 



1 AGCCGCCTTCCAGGCCCGCTATGCA 

GACATCTTTCCCTCCAAGGTTTGTC 
1 AGCAGCTTTCTTCAAGTCGCTCTTTA 

GCC CTTTGTGGTTAATCTCTC AGT 
1 TGCACTGATACAACATTACCATTCTTC 

TATGGAAAGAAAACTTTTGATGA 
1 ATAGAG GAGGAGGCACTTCAG GG GT 

GAG GCGGAGGAGGAGTCAACGTATT 

1 ATACCCACACAGCAACTGGTCCACTG 
CTTTACTGTCTGTTGGATAATGGC 

1 AGATTTGTGTCCTCTCATTCCCTCTCT 
TCCTCTTGTAAGTGCCCTTCTAA 

1 GCACTGTTTTTAAACCCAAGTAAAGA 
CTGCTTGAAACCTGTTGATGGAAA 

1 AGATTTCCCCTCAGTTTCCATTGACTT 
AGATCAGGTTACAGAGAAAGGCA 



1 AGATCGAGATCTTCAGTCCTCTGCTT 
CATCTGTGAGCTTGCCTTCAGTCA 

1 AGTGACTAAATACTGGGAACCTATTT 
TCTCAATCTTCCTCCATGTTGTGT 

1 TGG C ACTCTGTG GCTCCTTGTAGTAT 
TATAGCTATACTGGGAAAGCATAG 

1 TTGGTGAGTTGCCAAAGAAGCAATAC 
AGCATATCTGCTTTTGCCTTCTGT 

1 AATTG AC CAAC CTAATGTTACAACTA 
CTTTGAGGTGGCCAAATGTAAACT 

1 CTACTACGCTGCCCTGGGTGCTGTA 
GGAG CCCATCTGACTC ACCAG AAAT 



1 AAGGCCTCAGTTTTAATTATTTTCTTC 
C C AAAATAAATCAC ACATTTGGT 

1 GGTGG GGTG ATAGG GTG G GCTAAAA 
ACCATG CACTCTGGAATTTGTTGTA 

1 AG AGG C AG CTTCTAG AC AG AGTTGCT 
TAATGAAAGGGTTTGTAATACTTT 

1 GCTC AGTTC C ATATTTCATCCGTGAA 
AAACTTG C AATACG AGCAGTTTCA 

1 CAAC G GCCAGG AG AAG C ACTTTAAG 
GACGAGGACGAGGACGAGGACGTGG 
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Table 3A 


Hs 7104 




/ /0o289 
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Table 3A 


Hs.6153 


NMJH6001 


7705764 
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Table 3A 


Hs.7194 


NM_016007 
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Table 3A 


Hs.283670 


NM_016Q56 


7706334 


3257 


Table 3A 


Hs.181271 


NM_016057 


7706336 
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Table 3A 


Hs.27693 


NMJJ16059 


7706338 
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Table 3A 


Hs. 184542 


NMJH6061 


7706340 
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Table 3A 


Hs.32826 


NM_016063 


7705623 
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Table 3A 


Hs.5887 


NMJJ16090 


9994184 
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Hs. 11 9503 


NM_016091 


7705432 


3263 


Tabte 3A 
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Table 3A 


Hs.279921 


NMJJ16127 


7706384 
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Table 3A 


Hs.1 02950 


NM_016128 


11559928 
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Table 3A 


Hs.272398 


NIU016135 


7706730 
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Table 3A 


Hs.108969 


NMJJ16145 


7706664 
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Table 3A 


Hs.279901 


NM_016146 


7706666 
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Table 3A 


Hs.306708 


NMJJ16154 


7706672 
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Table 3A 


Hs.279518 


NM.016160 


4502146 
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Tabte 3A 


Hs.75251 


NMJ)16166 


7706636 
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Table 8 

transcriptional Intermediary factor 1 
gamma (T1F1 GAMMA), transcript 
variant alpha, mRNA /cds=(84,3467) 
zinc finger protein mRNA, complete 
cds /cds=(1 073,31 33) 
hypothetical protein (HSPC014), 
mRNA/cds=(82,507) 
hypothetical protein (HSPC016), 
mRNA/cds=(38,232) 
nucleolar protein NOP5/NOP58 
(NOP5/NOP58), mRNA /cds={0,1 589) 
CGl-06 protein (LOC51604), mRNA 
/cds=(6,1730) 

pelota (Drosophila) homolog (PELO), 
mRNA/cds=(259,1416) 

eNOS interacUng protein (LOC51070), 
mRNA/cds=(44,949) 

mRNA; cONA DKF2p761P06121 (from 
clone DKFZp761P06121) 
/cds=UNKNOWN 

CGI-48 protein (LOC51096), mRNA 
/cdS=Kl07,1672) 
CGI-74 protein 



/cds=(69,1400) 

CGl-99 protein (LOC51637), mRNA 
/cds=(161,895) 

CGM01 protein (LOC51009), mRNA 
/cds=(6,635) 

CGI-112 protein (LOC51016), mRNA 
/cds=(1 58,784) 

CGI-119 protein (L0C51643), mRNA 
/cds=(0,776) 

CGM20 protein (LOC51644), mRNA 
/cds=(37,570) 

peptidylprolyl isomerase (cyclophilin)- 
Hke 1 (PPIL1), mRNA/cds=(227,727) 
CGM27 protein (LOC51646), mRNA 
/cds=(1 25,490) 

CGI-130 protein (LOC51020), mRNA 
/cds=(63,575) 

RNA binding motif protein 7 (RBM7), 
mRNA /cds=(21, 821) 
HSPC025 (HSPC025), mRNA 
/cds=(33,1727) 

HSPC041 protein (LOC51125), mRNA 
/cds=(141,455) 

vesicle transport-related protein 
(RA410). mRNA /cds=(7,1929) 
cDNAFLJ11517fis, clone 
HEMBA1002337 /cds=UNKNOWN 
putative protein kinase NY-REN-64 
antigen (LOC51135), mRNA 
/cds=(49,1431) 

HSPC035 protein (LOC51669), mRNA 
/cds=(1S,1C35) 

coat protein gamma-cop (LOC51137), 
mRNA/cds=(15,2639) 
transcription factor ets (TEL2), mRNA 
/cds=(75,1100) 

PTD008 protein (PTD008), mRNA 
/cds=(233,553) 

PTD009 protein (PTD009), mRNA 
/cds=(257,916) 

cDNA: FLJ21 1 92 fis, clone COL00107, 
highly similar to AF1 65522 ras-related 
GTP-binding protein 4b (RAB4B) 
mRNA /cds= UN KNOWN 



2 (APLP2), mRNA/cds=(72,2363) 



binding protein 1 (DDXBP1), mRNA 

/cds=(96,205i) 
7706424 U6 snRNA-associated Sm-Kke protein 

LSm8 (LOC51691), mRNA 

/cds={82,372) 
7705343 polymerase (DNA-directed) kappa 

(POLK), mRNA /cds=(1 72,2784) 

431 



PCT/US01/47856 



ATACAGCCCCGGCAGAAAACGCCTA 
AAGTCAGATGAGAGACCAGTACATA 

ACCAGAAACTTCAAATGTGTCACAAA 
AG ATG AG CAG AACTATCCCGAGGT 
AAAGCGAAGTCATG GGAGAGCC AC A 
CTTGATGGTGGAATATAAACTTGGT 
TCCCTGCCATAACATCTTTTGCCACG 
TATAGCTGGAATTAAGTGTTGTCT 
CTGGTGACTCCACACTTCCAACCTGC 
TCTAAAAAACGCAAAATAGAACAG 
TGTGTAGTGGATG GAGTTTACTGTTT 
GTGGAATAAAAACGGCTGTTTCCG 
ACAGG G ATTTCTTATGTCTTTGGCTA 
CACTAGATATTTTGTGATTGGCAA 
AG G CCTGAGTGTGTGCGGGAGACCA 
AATAAACCGGCTTGGGTGCG CAAAA 
AAGAAAGAAGAGAGAGAACTTGATGC 
CAAGTCCACGAAAAAACAATTTTT 

GATC CAGCTGTGCTTAAGAGCCAGTA 

ATGTCTTAATAAACATGTGGCAGC 

AAGCACTTGTTTTATTTTGTGTGTGGA 

GTATAAAGGCTACACCCTTATTG 

CCTTTTTCTACAGAATCATCAGGCAT 

GGGTAAGGTGGCTAACGCTGAGAT 

TGGGTATGTTCTAGAGATTTACCACC 

ATTGCTTATTGC I 1 1 1 1 ICTTTAA 

TCTTCTTGATAG ATGAG GCCATGGTG 

TAAATGGAAGTTTCAGAGAGGACA 

GTGGGTTG GTCCCACTAATGGAAATG 

GAAATGCCTGAGCCAGGCCAGCGG 

AATCTATTCCTGCACCTGTTACGGTT 

TCTGGAAG CAGTTAATAAAAAGTA 

GCATGGAGTCAGGAGAAAACCACCTT 

CATAAACTGCTCTGTGCAAAGAGG 

ACAAATGCCCCTGTTTATCAATAGGT 

GACTACTTACTACACATGGAACCA 

TGATTATATGCAGATTCCTAGTAGCA 

TGCCTTACCTACAGCACTATGTGC 

GGTCATTGAGCCTCAGGTAG GG AATA 

TATCAACCCGATTTCTTCCTCTCT 

TTTCAAAGTGCCCAGACTGTGTACAA 

AGACACATGTAATGGAGATTGTAC 

AGGACCGAAGTGTTTCAAGTGGATCT 

CAGTAAAGGATCTTTGGAGCCAGA 

AGTTTCACTGTCAGAGATATTGTAGG 

TGCTAATACTGGATTTCGTCTCAG 

AGTTAGAAGAGCAATATGTTTCCTTC 

TCTGTAACAGTGTCCTAACAGTGA 

AGCTG CCACTTCCCAGAAGCCTACAT 

AATTATTTGCTCTATGAAGACGTT 

GCCACTAATAAC ATTGG GCTAATATC 

TGCTGTGCTTCTCTGACAGGTAGT 

AGCATGCAGTTCTCTGTGAAATCTCA 
AATATTGTTGTAATAGTCTGTTTC 
TGAATCTATCCCCCAAGAAACCATCT 
TATCCCTGTAATAAATCAGCATGT 
GTGCTTCCAGG CG G C ACTGACAGCC 
TCAGTAACAATAAAAACAATGGTAG 
GTCC ATGTTTCTAGG GGTATTCATTT 
GCTTTCTC GTTGAAACCTGTTGTT 
TAGGTCCATAAATGTTGTAATAAATAT 
TCCTTTGATCTTGGTGTTTGCGT 
G CTAGTACCTGTTATTTATTACCTGG 
AGGCCTGTCCAGCACCCACCCTAC 



CCCACTATGCACAGATTAAACTTCAC 
CTACAAACTCCTTAATATGATCTG 

TGTG CTCTGTTTTACCTTACTCTGTTT 
AG AAAAGTATACAAG CGTGTTTT 

TGAGTGTGTCTCTGGATTTTGACCCC 
TTATTGATTCATTGTAATATGTAA 

ACATTTGTAAGGGCTCTCAAAGATTC 
ACACATGCCTATATTATCATAAGA 
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Table 8 

7706705 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1), mRNA 

/cds=(43,1830) 
7705321 membrane protein CH1 (CM), mRNA 

/cds=(1 24,4341) 
7705898 flavohemoprotein b5+b5R 

(LOC51167), mRNA/cds=(6,1469) 
7705900 myosin XVA (MY015A), mRNA 

/cds=(338,10930) 
10442821 baculoviral 1AP repeat-containing 6 

(BIRC6), mRNA/cds=(0,14489) 
7706468 KruppeMike factor (LOC51713), mRNA 

/cds=(84,1151) 
7706470 selenoprotein T (LOC51714), mRNA 

/cds={1 38,629) 
770621 1 adrenal gland protein AD-004 

(LOC51578), mRNA /cds={341, 859) 
7706480 M025 protein (LOC51719), mRNA 

/cds=(53,1078) 
7706464 heat shock protein 75 (TRAP1), mRNA 

/cds=(4,2118) 
77064B6 bridging integrator 2 (BIN2), mRNA 

/cds={38,1735) 
99941 88 protein X 0004 (LOC51 1 84), mRNA 

/cds=(31,885) 
10047097 CGI-47 protein (LOC5109S), mRNA 

/cds=(131,1348) 
1 00471 01 60S ribosomal protein L30 isolog 

(LOC51187), mRNA/cds=(143,634) 
7706500 Npw38-binding protein NpwBP 

(LOC51729), mRNA/cds=(143,2068) 
7706680 REV1 (yeast homotog)- like (REV1 L), 

mRNA/cds=(212,3967) 
7706506 zinc finger protein 274 (ZNF274), 

mRNA /cds=(401 ,2266) 
7706703 putative G-protein coupled receptor 

(SH120), mRNA /cds=(1 03,1470) 
7705450 hypothetical protein (HSPC1 11), 

mRNA/Cds=(62,598) 
7705464 CCR4-NOT transcription complex, 

subunit2(CNOT2), mRNA 

/cds=(1 15,1737) 
7705480 hypothetical protein FU14639 

(FLJ14639), mRNA/cds=(273,689) 
7705992 VRK3 for vaccinia related kinase 3 

(LOC51231), mRNA/cds=(118,1542) 
7705368 coatomer protein complex, subunit beta 

(COPB), mRNA/cds=(l78,3039) 
7706006 hypothetical protein(LOC51239), 

mRNA /cds=(0,527) 
7706010 hypothetical protein (LOC51241), 

mRNA /cds=(0,320) 
7705508 hypothetical protein (HSPC207), 

mRNA/cds=(0,620) 
7706044 hypothetical protein (LOC51258). 

mRNA /cds=(0,386) 
7706556 hepatocellular carcinoma-associated 

antigen 59 (L0C51759), mRNA 

/cds=(27,896) 
7705573 killer cell lectin-like receptor subfamily 

F, member 1 (KLRF1), mRNA 

fcds=(64,759) 
8394498 ubjquitin associated protein (UBAP), 

mRNA /cds=(172, 1680) 
7706622 ninjurin 2 (NINJ2), mRNA 

/Cds=(56,484) 
7706574 seven transmembrane protein TM7SF3 

(TM7SF3), mRNA/cds=(37,1749) 

7706092 toll-like receptor 7 (LOC51284), mRNA 

/cds=(1 35,3284) 
7706098 E2IG2 protein (LOC51 287), mRNA 

/cds=(131,421) 
7706728 T-box 3 (ulnar mammary syndrome) 

(TBX3), mRNA /cds=(1 16,1906) 
7706132 DHHC1 protein (LOC51304), mRNA 

/cds=(214,1197) 
7706598 putative zinc finger protein 

(LOC51780), mRNA/cdS=(744,4997) 
7705261 TRAF and TNF receptor-associated 

protein (AD022), mRNA/cds=(16,1104) 



TC CGC ATCC ATTATTTAAACC AGTG G 
AAATTGTCTCTATTTTTGGAAAGT 

ACG G AGCTGTAGTG CCATTAGAAACT 

GTGAATTTCCAAATAAATCTGAAC 

AG CCTTC A G TTTC TTAAAT G AAATC AA 

ATGTTCCTTCAGTACAGGTAACT 

CCAGACCCCCATCACTTGATGGGCC 

AC ACAAGTTTGAG AGTGGTACAAG G 

TCAGGTTAAACC CAGCAG C AGCAAAG 

AACTCCCCAGTGACTTCCAGTTAT 

GGTGGGCAil 1 1 1 GGGCTACCTGGTT 

CG I I I 1 1 ATAAGATTTTGCTGGGT 

AGTGCAATAATACTGTATAGCTTTCC 

CCCACCTCCCACAAAATCACCCAG 

AATCATGTTGCAG AACCAG CAGGTGG 

ATAGTATATAGGTTTATGCCTGGG 

G GTGC AG CGTGTC AGAC ACAAC ATTC 

ATGTTACTCTTACATTGGAATCTG 

G GACTG ACACCACAGATGACAGC CC 

CACCTCCTTGAGCTTTATTTACCTA 

ACGACCCATTTTGCAAGACTTAAAGC 

CGGAAGAACACATTTTCAGATTGT 

AGGAATTACTGTAACAAAATATGTAT 

GTCCGAAG GG AAAAAGCTGCAAG G 

TCCTGTGGAATCTGATATGTCTGGTA 

G CATGTCATTGATGGG AC ATGAAG 

ATGGCACTAGGCAGCATTTGTATAGT 

AACTAATGGCAAAAATTCATGGCT 

ATTTGATTAAAATTATTTCCCACTGAC 

CTAAACTTTCAGTGATTTGTGGG 

AAAGCAAGTGTTTTGTACATTTCTTTT 

CAAAAAGTGCCAAATTTGTCAGT 

AATCTGCACTGATATTACATCCACAG 

TACCACAGTATTTATGTGTATGAA 

ATGGTAGCTGAGCCAAACACGTAGG 

ATTTCCGTTTTAAGGTTCACATGGA 

AAGCCAGAACCTGCTGTTTTCAGGGT 

GGGTGATGTAAATATAGTGTGTAC 

TGACAAATTAGAAGAACGGCCTCACC 

TG CCATCCAC CTTCAACTACAACC 

TCTTTCTGGTTTCTGGAGATAACCCA 

TCAATAAAAGCTGCTTC CTCTGGT 

GGGACCCCTCCTACCCTTGACTCCTC 

TGTGCTTTG GTAATAAATTGTTTT 

GTTCTGAATGCTGTCCTCAAAGTATA 

TAATGTTTCATGTACCAAGACCCT 

GACATCTGCTCCCTCCTCCTGCAACA 

CAGCCCAGCCCTGAAGGCCATCCG 

TG GG AAGATCCTG ACCTCCTCCAAG 

GAAGAAATCCAGAAAGCCTTAAGAC 

AGCCAGTGATCTCTCTGACTTTCAAT 

CAGTTTCCAAGCTTAACCAGGGCA 

AAAC GCATCCGCTATCTCTACAAACA 

CTTTAACCGACATGGGAAGTTTCG 

TCCTCCAGCTGACAGAAAAATCCAGG 

ATGAGATCAGAAGGATACTGGTGT 

TTCCAGGCTTTTGCTACTCTTCACTC 
AG CTACAATAAAC ATCCTGAATGT 

ACACCTAGTCATAGAAATCAGTCTCT 
CTGGTTTGTTTTGTATTATGTTGT 
CACTGCTTC CTTCTGCTCCAGGC CTC 
AATTTTC CCTTCTTGTAAAATGG A 
ACTTTCG GAGGGAGTTTATTATTGAG . 
TCTTTATCTGTGACAGTATTTGGA 

ATAGAGAG GTAATTAAATTGCTGG AG 

CCAACTATTTCACAACTTCTGTAA 

GTTCCACCAGTATTTAC CAGGAAAAC 

AAAGAATGTGTTAAGGGATGCTCC 

TG CTATTTC CTATTTTC AC CAAAATTG 

GGGAAGGAGTGCCACTTTCCAGC 

TG CTG CCACTTTTCAATTCTGTCAGT 

GCTTCCACATGGAAACAAAATGCA 

TCACTTTCTGTATTTTAATTTTGTTGA 

AGGGCTGATTGGGATTTCCATGT 

GCATGAAGAGACATAGCCTTTTAGTT 

TTGCTAATTGTGAAATGGAAATGC 
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Hs.107139 NM_016619 

Hs. 106826 NMJH6621 

Hs.92918 NM_016623 

Hs.70333 NM_016628 

Hs.71475 NM_016630 

Hs.278027 NMJ)16733 

Hs.342801 NM_016734 

Hs.324470 NM.016824 

Hs.77273 NM_016936 

Hs.1 59565 NM_016952 

Hs.9082 NM_017426 

Hs.83551 NM_017459 

Hs.85100 NMJ)17491 9257256 



Hs.1 39262 

Hs.1 19018 

Hs.306195 

Hs.32922 

Hs.246875 

Hs.7942 

Hs.26369 

Hs.8928 

Hs.7862 

Hs.126721 

Hs.306668 

Hs.105461 

Hs.6631 

Hs.283685 

Hs.14220 

Hs.1 32071 



NM_017523 
NMJJ17544 
NM_017601 
NMJD17632 
NM_017644 
NM_017657 
NMJ)17746 
NMJ)17748 
NMJ)17761 
NM_017762 
NMJ)17774 
NM_017780 
NM_017792 
NM_017801 
NM__017827 
NM_017S30 



Hs.5811 NM_017835 

Hs.5080 NM_017840 

Hs.39850 NM_017859 

Hs.44344 NM_017867 

Hs.107213 NMJ>17892 

Hs.55781 NM_017897 



Table 8 

7706157 hypothetical protein (LOC51316). 

mRNA/cds=(101,448) 
7706159 cDNAFLJ13196f1s, clone 

NT2RP3004428, weakly similar to 
CHROMODOMAIN HELICASE-DNA- 
BINDING PROTEIN 4 /cds=(385,2289) 

7705303 hypothetical protein (BM-009), mRNA 

/cds=(385,1047) 
7706169 mRNA for KIAA1 844 protein, partial 
cds/cds=(0,1105) 

1 3699804 acid cluster protein 33 (ACP33), mRNA 

/cds=(176,1102) 
8051 617 LIM domain kinase 2 (LIMK2), 
transcript variant 2b, mRNA 
/cds=(315,2168) 
9951 91 9 paired box gene 5 (B-cell lineage 
specific activator protein) (PAX5), 
mRNA /cds=(448, 1623) 
9943847 adducin 3 (gamma) (ADD 3), transcript 
variant 1 , mRNA /cds=(31,2151) 

9055373 ras homolog gene family, member A 

(ARHA), mRNA /cds=<1 51 ,732) 
8393083 surface glycoprotein, Ig superfamlty 

member (CDO), mRNA /cds=(0,3722) 
8393857 nucleoporin p54 (NUP54), mRNA 

/cds={25,1542) 
9665258 mlcrofibrillar-associated protein 2 

(MFAP2), transcript variant 1, mRNA 
/cds=(1 14,665) 

WD repeat domain 1 (WDR1), 
transcript variant 1, mRNA 
/cds=(202,2022) 
8923794 XIAP associated fador-1 

(HSXIAPAF1), mRNA/cds=(0,953) 
8923943 transcription factor NRF (NRF), mRNA 

/cds=(653,1819) 
89221 68 over-expressed breast tumor protein 

(OBTP), mRNA/cds=(0,224) 
8923039 hypothetical protein FLJ20036 

(FLJ20036), mRNA/cds=(162,1904) 
8923060 hypothetical protein FLJ20059 

(FU20059), mRNA/cds=(25,1290) 
8923087 hypothetical protein FLJ20080 

(FLJ20080), mRNA /cds=(31 5,3044) 
8923268 hypothetical protein FLJ20287 

(FLJ20287), mRNA /cds=(1 31,2920) 
8923270 hypothetical protein FU20291 

(FU20291), mRNA/cds=(117,1394) 
8923294 hypothetical protein FLJ20312 

(FU20312), mRNA /cds=(1 33,552) 
8923296 hypothetical protein FLJ203 13 

(FLJ20313), mRNA/cds=(344,1699) 
8923317 cDNA FU14089 fis, clone 

MAMMA1 000257 /Cds=UNKNOWN 
8923323 • iypGuiSuCsi protein FL J20357 

(FU20357), mRNA/cds=(35,2083) 
8923351 hypothetical protein FLJ20373 

(FU20373), mRNA /cds=(268,849) 
8923369 hypothetical protein FLJ20396 

(FLJ20396), mRNA /cds=(1 07,658) 
8923420 hypothetical protein FLJ20450 

(FU20450), mRNA /cds=(27,1 583) 
8923426 ovarian carcinoma immunoreactive 

antigen (OCIA), mRNA /cds=(1 67,904) 

8923436 chromosome 21 open reading frame 59 
(C210RF59), mRNA/cds=(360,776) 

8923447 mitochondrial ribosomal protein L1 6 . 

(MR PL 16), mRNA /cds=(1 1 1 ,866) 
8923486 hypothetical protein FLJ20517 

(FLJ20517), mRNA /cds=(44,1690) 

8923502 hypothetical protein FLJ20534 

(FU20534), mRNA /cds=(20,l 060) 

8923548 hypothetical protein FLJ20585 

(FU20585), mRNA/cds=(99,746) 

8923558 hypothetical protein FLJ20604 

(FU20604). mRNA /cds=(99,1 478) 
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TGTTGTCCCTGAACTTAGCTAAATGG 
TGCAACTTAGTTTCTCCTTGCTTT 
TCATAGTGTCAGTGAG GTCCCGTGAG 
TCTTTGTGAGTCCTTGTGTCATCG 



GTGCGTAGAATATTACGTATGCATGT 
TCATGTCTAAAGAATGGCTGTTGA 
CGTGGTTGTGGGAGGGGAAAGAGGA 
AACAGAGCTAGTCAGATGTGAATTG 

GGACATTGGTTATTTTATGCTTTCTTG 
GATATAACCATGATCAGAGTGCC 
GCAAGTGTAGGAGTGGTGGGCCTGA 
ACTG GGCC ATTGATCAGACTAAATA 

AATCAGAAGAGCCTGGAAAAAGACCT 
AGCCCAACTTCCCTTGTGGGAAAC 

TC AACAAAG GGGATTTTGTACAC ATA 
ACATGGGTTATTTAGTTTAACTCT 

CTTTTGTGCAGCGACTATGTTGGTGT 

TAGGGGTGGTGTGGAGATTGTTAA 

ATTTATGCCTTAAATGTTTTCTTCCCC 

ATTCCTTCCTCCCCCTCGGTAGG 

TTTGTATTTGTGAACTCATCTGTGGG 

AGGAGTAAAGAAAATCCAAAAGCA 

CCCCCGTGGGCATGGACCACCTTTAT 

TTTATACAAAATTAAAAACAAGTT 

ACTGTAAACTAATCTGTCATTGTTTTT 
ACCTTCCTTTTCTTTTTCAGTGC 

TACTTGCTGTGGTGGTCTTGTGAAAG 

GTG ATGG GTTTTATTCGTTGGGCT 

AAAGAATTAGTGTATGCTTCCTGAAT 

AAAAAGGAG CCAAAGTTGATCAG A 

AGGGGGTGATTTTTGCTCTTGTCCTG 

AGAAATAACAGTGCTGTTTTAAAA 

AGCTTAAGGTTTTAAAAATGTTGCCC 

GTAATGTTGAACGTGTCTGTTAGA 

GGATG CACGTACAGAATACATTCAGC 

C GTCAGGTAATAACATGAAGC AGT 

GGACAGTTTCTATTGCTTTTCCTTTTT 

TCCATCCCTTCCCTACCATCAAA 

AGACTTACATTACTGCTTTAACGTGTA 

TATCACTGGGCATCCCC AAGGG C 

GTC AG GTTAGGTCAAAGC CAGG GAG 

TGACAGAATCTGGGAAATCAAACAA 

CCTCTTGATGCCTAAGCAGGTAAGCA 

GATGC CTAAGCTGTATTTCTCCAA 

TGGATCTGTCAAACTAACACTTATGC 

CTTTAGTCTCATTGTATGAGGTGT 

ACCTGCCATCATTGGTCTTTACTAAG 

TGAAGTGACTTCTTTCTTTAACAA 

GCTGCCAACTGTAGTAATGATGCTTT 

TAATAAAAGTGACCCATGATATGC 

ACTGTTGTCCCCCCACCCTTTTTTCC 

TTAAATAAAGTAAAAATGACACCC 

TGTGAATACTGTGTAGCAGGATCTTG 

AGAGTCCTTGTTCTTACATAGGCA 

AAGAGGCTTCCATCCCTCCTTCCTTC 

TTTCCTCCTACAGTGCTGAGCAAA 

GTTGAATTG GGGTGGATG GGGGG AG 

CAAGCATAATTTTTAAGTGTGAAGC 

TCACCAGCTGATGACACTTCCAAAGA 
GATTAGCTC ACCTTTCTCCTAGG C 

CCC ACTGAAGTCTTTGG GTAGCTCTT 
AAG CCATAACTAAGG AGCAGCATT 
AGTGACGAGGAGGAAGTGGCCTACA 
CGG GTTAGCTGCCCAGTG AG CC ATC 

AACAGAAGTCAAGAGAACATAGACCA 

ACTTGCTGCATGAGTAAGGTGGCT 

TTTTCCCTGCTATTGAGGAAGTATTTT 

G CCTTCCCTACTC ACTGAGAAGT 

CGGAACCAGAATTTGATCTCAACTAT 

GTTCCACTAAAGGCACAGGAATGG 
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Hs.55024 


NM_018053 


3359 


Table 3A 
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NM_018107 
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NMJ318169 
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Hs.8083 
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Hs.59838 


NMJJ18227 
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Hs.143954 
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Hs.6118 


NMJJ18285 
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NM_018295 
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Hs.30822 


NM_018326 
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Hs.1 05216 


NM_018331 
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Hs.8033 


NMJJ18346 
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Hs.184465 


NM_018370 
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Hs.1 1260 


NM_018371 
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Hs.26194 


NMJH8384 


3376 


literature 


Hs.266514 


NMJJ18394 
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NMJJ18399 
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i aoie ja 


ns.l 23090 


NM_0 18450 
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Hs.7731 


NM_018453 


3380 


Table 3A 


Hs.6375 


NMJ)18471 


3381 


i aoie oa 


iiS.*Jo4o/0 


■Lift A t\AOA~ta 


3382 


raoie oa 


ns.2/4oby 


■tiki n A a ATI 

NMJj 18477 
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db mining 


Hs.10669 


NM_018482 
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Hs.102652 


NM„018489 
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Hs.160271 


NMJ318490 
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Hs.7535 


NM_016491 
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Hs.1 04741 


NM_018492 



Table 8 

8923562 hypothetical protein FLJ20607 

(FU20607), mRNA/cds=(48,698) 
8923570 hypothetical protein FLJ20618 

(FU20618), mRNA /cds=(31 8,725) 
8923599 hypotheUcal protein FLJ20644 

(FU20644), mRNA/cds=(276,1637) 
8923601 hypotheUcal protein FLJ20647 

(FU20647), mRNA/cds=(90,836) 
8923614 hypotheUcal protein FU20671 

(FLJ20671), mRNA/cds=(72,494) 
8923662 hypothetical protein FU20736 

(FU20736), mRNA /cds=(1 30,1 B51) 
7662439 K1AA1001 protein (KIAA1001), mRNA 

/cds=(458,2035) 
8922464 hypothetical protein FU10496 

(FLJ10496), mRNA/cds=(13,429) 
8922341 hypothetical protein FLJ10307 

(FLJ10307), mRNA /cds=(28,462) 
8922433 hypothetical protein FU10462 

(FU10462), mRNA /cds=(147,1 694) 
8922449 hypothetical protein FLJ10482 

(FLJ10482), mRNA/cds=(149,1369) 
8922572 hypothetical protein FLJ10652 

(FLJ10652), mRNA/cds=(50,1141) 
8922582 chromosome 1 9 open reading frame 5 

(C19orf5), mRNA/cds=(175,2193) 
8922653 hypotheUcal protein FLJ10769 

(FLJ10769), mRNA/cds=(14,1166) 
8922683 hypothetical protein FU10808 

(FLJ10808), mRNA /cds={1 80, 1 559) 
8922730 hypotheUcal protein FLJ1 0875 

(FU10875), mRNA /cds=(1 00,2037) 
8922734 hypothetical protein FLJ10879 

(FLJ10879), mRNA/cds=(10,2490) 
8922763 hypothetical protein FU 1 091 4 

(FLJ10914), mRNA /cds=(71 ,685) 
8922793 mitochondrial ribosomal protein S4 

(MRPS4), mRNA/cds=(47,601) 
8922813 hypothetical protein FLJ11000 

(FLJ1 1 000), mRNA /cds=(223,780) 
8922872 hypothetical protein FLJ1 1 1 1 0 

(FLJ11110), mRNA /cds=(44,1 033) 
8922883 hypothetical protein FU1 1 1 25 

(FLJ1 1 125), mRNA /cds=(203,712) 
8922910 hypothetical protein FLJ1 1 164 

(FLJ11164), mRNA /cds=(56,1 384) 
8922957 hypothetical protein FLJ1 1259 

(FLJ11259), mRNA/cds=(87,485) 
8922959 hypothetical protein FLJ11 264 

(FU11264), mRNA/cds=(362,1189) 
8922984 hypothetical protein FLJ1 1 296 

(FU1 1 296), mRNA /cds=(303,1 226) 
8923000 hypotheUcal protein FLJ 1 1 342 

(FLJ11342), mRNA /cds=(1 0,930) 
9055235 VNN3 protein (HSA238982), mRNA 

/cds=(45,1550) 
8922086 BRG1-Associated Factor 250a 

(BAF250a) mRNA, complete cds 

/Cds=(378,7235) 
8922092 uncharacterized bone marrow protein 

BM036 (BM036), mRNA /cds=(95,796) 

8923807 uncharacterized hypothalamus protein 

HT010(HT010), mRNA 

/cds=(226,1419) 
892371 5 brain expressed, X-linked 1 (BEX1 ), 

mRNA /cds=(17l, 548) 
892371 1 uncharacterized hypothalamus protein 

HARP11 (HARP11), mRNA 

/cds=(80,1333) 
8923867 mRNA for KIAA1249 protein, partial 

cds/cds=(0,2850) 
8922080 hypothetical protein ASH1 (ASH1), 

mRNA /cds=(309,9218) 
8923700 G protein-coupled receptor 48 

(GPR48), mRNA/cds=(444,3299) 
13236498 COBW-like protein (LOC55871 ), 

mRNA /cds=(64, 1251) 
8923876 PDZ-binding kinase; T-cell originated 

protein kinase (TOPK), mRNA 

/cds=(1 54,1 122) 



1 CGCAC CTTGTGTCTTGTAGGGTATGG 

TATGTGGGACTTCGCTG I I I I I A T 
1 AGC AGTTATATTGCCC CTTGGTTTTTA 

TTCAGTTTAACTACTGTTTCCAA 
1 AGCAAAATCCTCAGAAATGGTCTAAA 

TAAAACACTTGATATGCCTAGAGA 
1 TGATTTTGCAACTTAGGATGTTTTTGA 

GTCCCATGGTTCATTTTGATTGT 
1 TTAC CTGG ATTCC ATTGG CTG GTTTT 

ACCACTCCTATCAGATTGTAGTGT 
1 CTCTTTGCCCTCTATC CTGAGTAACT 

AATGGACATCTTCTCATGCAAGGT 
1 GCCACAGAATGGTCACCCAGCTTATT 

TAGGTGTAGACAAGTATGACACAG 
1 GCCACAGAGGCTCCAATACCTGGGA 

ATGTTCACAAAGTCATCAACTG GAA 
1 AGAATGTGTGTGC CTGTGGGTCTCTA 

CAAGTGACAGATGTGTTGTTTTCA 
1 TCCAAATTGTTTCCTAACATTCTATTT 

TATGCCTTTGCGTATTAAACGTG 
1 GCCTCTACTGTGGCCTCAACCCTGG 

CAATTATAGCTACTCCCATCCCTTA 
1 AACTGAACACAATTTTGGGACAACGT 

TTAAACATTACTTTTCATACTTGA 
1 CTCAGCCCAGCCCGCCTGTCCCTAG 

ATTCAGCCACATCAGAAATAAACTG 
1 ACTGTGCCATGGACATTTTTCCTCTG 

GGGAATTAACATCTAAATTCTGGT 
1 ACAACGCTCTTAGAGAATCCGTGAAT 

GTGAACAGACAAATGTGGCTAACC 
1 TAGGAGAATAAGAGTCTGGAGACTG 

GGAGCCTTCACTTCG GCCTCCGATT 
1 TGCTGAGTGGTTACACTTTGCAAGCT 

GTGGTGAAGATCACACTGTGAAGA 
1 CCCAGTGCTGATGGAGATGCCACTTT 

CGTGTGACTGCGAACATTAAAGCA 
1 TGTTCAGGATCTCCTCCCTTGTTTAA 

ATGTCAATAAATGCCCCAACTGCT 
1 TTATTCATATATTCCTGTCCAAAGCCA 

CACTGAAAACAGAGGCAGAGACA 
1 AGGTCATCCACACACTTCTG CCCCCA 

CTGCATTGAA I 1 1 1 1 I GCTTATGT 
1 TTTTCGTTCTCCTCCTACC CCAGATC 

TCTACAAG GACATTGCC CCTAAGC 
1 GTGTTTGTAATTCTTCTTTGTCCTTTT 

ACCTACAGAAATGGTCACATGGT 
1 AGGATGTTTGTAGTGCTATAATATAG 

AATGGGATTTACTCTGCTTTACCA 
1 AGCTAATTATCTCTTTG AGTCCTTG CT 

TCTGTTTGCTCACAGTAAGCTCA 
1 TCCTACTTATTTAAGCTATTTGAGCTC 

CGGGTCTCTTCTACCTGCATTCT 
1 AGTGATTG CCACCTAAATCAGMGAC 

GTTCTAAAGTCAGTAAGAAAGTGT 
1 CACGCTTAGGGCAGGGATCTGGGAA 

ATTCCAGTGATCTCCTTTAGCAGAG 
1 TTTCTAATCGAGGTGTGAAAAAGTTC 

TAGGTTCAGTTGAAGTTCTGATGA 

1 TCATTCTGTTTTTGATGAACATTTGGA 
AACTGTCGG GCTTTTTATTAAAG 

1 CAATGC C CTGT GTTAAAT TGTTTAAAA 
GTTTCCCTTTTC ) I I I I I GCCAA 

1 ACCTATTGCATGGAAAGATGCTCATT 
ATAGTGAAGTTAATAAAGCACCTT 

1 AGAGGACTATAGTGG AAGTG AAAG CA 
TTCTGTGTTTACTCTTTGCATTAA 

1 TGAATTGCACTGTGAAAAGCACTCTT 

CC CTCTC AGTTTTCGTTCATCCTG 
1 CCATGGGGTCAGAAGGGCACGGTAG 

TTCTTG C AATTATTTTTGTTTTACC 
1 AATGTGG GAAG GATTTATTTACAGTG 

TGTTGTAATTTTGTAAG GC C AACT 
1 AGCTACTGTG ACAGAAACAGAAAAG C 

AGTGGACAACACGTTTCCAAGAAG 
1 TGCTCATGCTGACTTAAAACACTAGC 

AGTAAAACGCTGTAAACTGTAACA 
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3388 Table 3A 

3389 Table 3A 

3390 Table 3A 

3391 Table 3A 

3392 Table 3A 



3406 Table 3A 

3407 Table 3A 

3408 Table 3A 

3409 Table 3A 

3410 db mining 

3411 Table 3A 

3412 Table 3A 

3413 Table 3A 

3414 Table 3A 

3415 Table 3A 

3416 Table 3A 

3417 Table 3A 

3418 Table 3A 

3419 Table 3A 

3420 Table 3A 



Hs.283330 NM_018507 8924082 

Hs. 186874 NMJJ18519 8924144 

Hs.343477 AF119911 7770258 

Hs.147644 NMJJ18555 10092612 

Hs.300496 NM_018579 8924027 



3393 Table 3A Hs.300496 NMJM8579 8924027 

3394 Table 3A Hs.52891 NMJ)18607 13699864 

3395 Table 3A Hs.103657 NM_018623 8924137 

3396 Table 3A Hs.241576 NM_018630 8924181 

3397 Table 3A Hs.283022 NMJJ18643 8924261 

3398 Table 3A Hs.14317 NM.018648 8923941 

3399 Table 3A Hs.195292 NM_018666 8924241 

3400 Table 3A Hs.8117 NM.018695 8923908 

3401 Table 3A Hs.78825 NMJM8834 10047081 

3402 Table 3A Hs.44163 NM_018838 10092656 

3403 Table 3A Hs.183842 NMJ>18955 11024713 

3404 db mining Hs.44234 NM.018965 9507202 

3405 Table 3A Hs.274428 NM.018975 9507032 



Hs.61053 NMJ>18986 9506676 

Hs.80618 NMJ)18996 9506648 

Hs.83954 NM_019006 9506852 

Hs.98324 NM 019044 9506632 

Hs. 1 1 0746 NM_01 9052 9506772 

Hs.274248 NM__019059 9506858 

Hs. 124835 Nw1_Gig062 9506662 

Hs.30909 NMJJ19081 11464998 

Hs.76807 NM J)1 91 1 1 9506780 

9506400 



Hs.25951 NMJ)19555 

Hs.278857 NMJ)19597 

Hs. 1 59523 NM_01 9604 9624976 

Hs. 159523 NM_019604 

Hs.324743 NMJ>19853 

NA NMJ)19997 9910435 



14141155 



9624976 



9790172 



Table 8 

hypothetical protein PR01843 
(PR01843), mRNA/cds=(964,1254) 
hypothetical protein PR02266 
(PR02266), mRNA/cds={258,626) 
PR02975 mRNA, complete cds 
/cds=UNKNOWN 
zinc finger protein 331; zinc finger 
protein 463 (ZNF361), mRNA 
/cds=(376,1767) 

mitochondria solute carrier protein 
(MSCP) mRNA, complete cds, 
alternatively spliced /cds=(44,51 1) 
mitochondria solute carrier protein 
(MSCP) mRNA, complete cds, 
alternatively spliced /cds={44,51 1) 
hypothetical protein PR01853 
(PR01853), mRNA/cds=(472,771) 
PR02219 mRNA, complete cds 
/cds=(823,1056) 
hypothetical protein PR02577 
(PR02577), mRNA /cds=(491, 664) 
triggering receptor expressed on 
myeloid cells 1 (TREM1), mRNA 
/cds=(47,751) 

nucleolar protein family A, member 3 
(H/ACA small nucleolar RNPs) 
(NOLA3), mRNA /cds=(97,291) 
putative tumor antigen (SAGE), mRNA 
/cds=(167,2881) 
erbb2-interactjng protein ERBIN 
(ERBB2IP), mRNA/cds=(323.4438) 
matrin3(MATR3),mRNA 
/cds=(254,2800) 
13kDa differentiation-associated 
protein (LOC55967), mRNA 
/cds=(53,490) 
ubiquitin B (UBB), mRNA 
/Cds=(94,783) 

triggering receptor expressed on 
myeloid cells 2 (TREM2), mRNA 
/cds=(94,786) 

TRF2-interacting telomeric RAP1 
protein (RAP1), mRNA /cds=(1 38,1 034) 

hypothetical protein (FLJ20366), 
mRNA /cds=(91, 3285) 
hypothetical protein (FLJ20015), 
mRNA /cds=(31, 522) 
protein associated with PRK1 (AWP1), 
mRNA /cds=(244,804) 
hypothetical protein (FLJ10996), 
mRNA /cds=(1 35,857) 
HCR (a-helix coiled-coil rod 
homologue) (HCR), mRNA 
/cds=(79,2427) 
hypothetical protein FLJ20758 
(FLJ20758), mRNA /cds=(464,1306) . 
hypothetical protein (FLJ20225), 
mRNA /cds=(1 77,860) 
KIAA0430 gene product (KIAA0430), 
mRNA /cds=(0,3599) 
major histocompatibility complex, class 
II, DR alpha (HLA-DRA), mRNA 
/cds=(26,790) 

Rho guanine nucleotide exchange 
factor (GEF) 3 (ARHGEF3), mRNA 
/cds=(127,1707) 
heterogeneous nuclear 
ribonucleoprotein H2 (H 1 ) (HNRPH2), 
mRNA /cds=(78, 1427) 
class-l MHC-restricted T cell 
associated molecule (CRTAM), mRNA 
/cds=(0,1181) 

class-l MHC-restricted T cell 
associated molecule (CRTAM), mRNA 
/cds={0,1181) 

protein phosphatase 4 regulatory 
subunit2(PPP4R2), mRNA 
/cds=(417 r 1778) 
Mus musculus cDNA sequence 
AB041581 (AB041581), mRNA. 



PCT/US01/47856 



TCCAATGCAGTCCCATTCTTTATGGC 
CTATAGTCTCACTCCCAACTACCC 
G GTGTCTG ACTTAATGACTCCTGCTG 
AAGTTGAATTGTGAGATGTTATCC 
CATTTGTCTGGAAATGCTGCCGGGAG 
CCTATTGTGTAAATGTAG GTATTT 
GCG GG AAGG C ATGTAACC AC CTAAA 
CCATCTCCGAGAACATCAGAGGATC 

CAGGTCAACCCCCACCGGACCTACA 
ACCCGCAGTCCCACATCATCTCAGG 

CAGGTCAACCCCCACCGGACCTACA 
ACCCGCAGTCCCACATCATCTCAGG 

TTTAG GG TTGTGACTGG CTTTGGTGC 
AAATGTG TGCT CAAG CTAATAAGT 
ACTTG TGTTTT GTTTGG GGGCTGGGA 
AATGTATTTTTACATTGTAGCCAA 
AACATTGTGCTCTAACAGTATGACTA 
TTCTTTCCCC CACTCTTAAACAGT 
CCAAGGGAGGAGGGAGGAGGTAAAA 
GGCAGGGAGTTAATAACATGAATTA 

TACTCTTTGGC ATC CAGTCTCTCGTG 
GCGATTGATTATGCTTGTGTGAGG 

CCTTCCAGAAG CTACGAAAAAGGGA 
GCTGTTTAAATTTAATAAATCTCTG 
AAGTGCCATAGAAGACCAATAACTGT 
TTAGTTGAGGCTAGTCTGGAACCT 
TG G ATTC AAGTTACTG AAGTG AATAC 
CAATAAAAAGAAAACCCTAG GCCA 
AGGAGTGGATC CCACCTTCAACACCT 
TAC AAG TAAAG AC AATG AA G AA CA 

CAGTAATAGCTGAACCTGTTCAAAAT 
GTTAATAMGGTTTCGTTGCATGG 
AGGGAGTGGGGAGGTGGTAAGAACA 
CCTGACAACTTCTGAATATTG GACA 

AAAATTAG TG G A TTGACTCC ACTTTG 
TTGTGTTGTTTTCATTGTTGAAAA 

AATGGAGGCACGAACGCAGGGGCCA 

AATAG CAATAAATG G GTTTTGTTTT 

TGTTTTG ATTGTTTTG C AAG GAAG AA 

AGACAATGGAATAACATACCTTCA 

TCATTGCTGTCTAC AG 6TTTCTTTC A 

GATTATGTTCATGGGTTTGTGTGT 

GAAAACAGACCTTGTGCTGAGGACAC 

GTCAATAAAAATTATACCTTCCCC 

GGGATACCAGCTGAGTCTGAATTCTG 

CTCTAAATAAAGACGACTACAGAG 

TGGCTCGGATAAGAGATGGGACATC 
ATTCAGTCACTAGTTGGATGGCACA 
AA CTTG ATGAAA GTATTG CAGTATTG 
ATGC CATTGTAGAATAGAACTG GA 
TTTGTGTGTTGGGACCAAACAGTTGT 
CAATAAACTTTACAAGCGAGCATC 
CATGGGGCTCTCTTGTGTACTTATTG 
TTTAAGGTTTCCTCAAACTGTGAT 

AGGTG GTCAATGAATGTTTTGATG AA 
ATGAATG 1 1 1 1 IGTATAATGGCCT 

ACGGGACAATTTTAAGATGTAATACC 
AATACTTTAGAAGTTTGGTCGTGT 

ACAGCAAACTTTGG CATTTATGTGG A 
GCATTTCTCATTGTTGGAATCTGA 

ACAGCAAAC7TTGGCATTTATGTGGA 
GCATTTCTCATTGTTGGAATCTGA 

ACTTTT ATGTAAAAAAGTG CACCTTTA 
GTTTTACAAGTAAAGCAGGTTGT 

TCTTAATAATAATGAAGACGACTTACC 
CTGTGGAATTGAACACACTGGTG 
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literature 
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NM_020648 


3442 


literature 
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Table 8 

1 00471 27 potassium channel modulatory factor 

(DKFZP434L1021), mRNA 

/cds=(53,1198) 
10047129 endomembrane protein emp70 

precursor isolog (LOC56889), mRNA 

/cds=(1 9,1779) 
991 0349 putative helicase RUVBL (LOC56897), 

mRNA /cds=(238,1 575) 
9910541 GTP-binding protein SAR1 (SAR1) 

mRNA, complete cds /cds=(1 24,720) 
991 0251 Homo sapiens, Similar to RIKEN cDNA 

1 20001 4H 14 gene, clone 

IMAGE:31 39657, mRNA, partial cds 

/cds={0,523) 
14550404 postrepiication repair protein hRAD18p 

(RAD 18), mRNA /cds=(77,1564) 

9910183 DC13 protein (DC1 3), mRNA 

/cds=(175,414) 
991 0247 GL004 protein (GL004), mRNA 

/cds=:(72,728) 
9910259 HCNP protein; XPA-binding protein 2 

(HCNP), 

9910199 hypothetical protein DRFZp547I014 

(DKFZp547l014), mRNA 

/cds=<1774,2166) 
8923488 hypothetical protein FLJ2051 9 

(FU20519), mRNA /cds=(74,604) 
9945319 cyclin L ania-6a (LOC5701 8), mRNA 

/cds=(54,1634) 
9966826 PEST-containing nuclear protein 

(penp), mRNA /cds=(1 8,554) 
9966798 disrupter of silencing 1 0 (SAS1 0), 

mRNA/cds=(161,1600) 
9966854 PR/SET domain containing protein 07 

(SET07), mRNA/cds=<150,1331) 
14589940 protocadherin 9 (PCDH9), mRNA 

/cds=(1 18,3729) 
14251 21 3 sperm autoantigenic protein 17 

(SPA17), mRNA/cds={1210,1665) 
1 0092624 interteukin 22 (IL22), mRNA 

/cds=<71,610) 
1 009261 8 nuclear factor of kappa light 

polypeptide gene enhancer in B-cells 

inhibitor, alpha (NFKBIA), mRNA 

/cds=(94,1047) 
1 0140852 diazepam binding Inhibitor (GABA 

receptor modulator, acyl-Coenzyme A 

binding protein) (DBI), mRNA 

/cds=(0,314) 
10190663 twisted gastrulation (TSG), mRNA . 

/cds=(1 3,684) 
1 01 90699 activation-induced cytidine deaminase 

(AICDA), mRNA/cds=(76,672) 

1 01 90705 CLK4 mRNA, complete cds 
/cds=(1 53,1514) 

1 0280625 adaptor protein with pleckstrln 

homology and sre homology 2 domains 
(APS), mRNA/cds=(127,2025) 

1 1 038652 aquaporin 9 (AQP9), mRNA 

/cds=(286,1173) 
1 033761 2 B-cell CLL/lymphoma 7A (BCL7A), 

mRNA/cds-(953,1648) 
10337616 suppressin (nuclear deformed 

epidermal autoregulatory factor-1 

(DEAF-l)-related) (SPN), mRNA 

/cds=(356,2011) 
1 0445222 ribosomal protein L44 (RPL44), mRNA 

/cds=(37,357) 
1 051 8339 musclebiind (Drosophila)-like (MBNL), 

mRNA /cds=(1 41 4,2526) 
10800131 H2A histone family, member P 

(H2AFP), mRNA /cds=(30,422) 
10835024 NADH dehydrogenase (ubiquinone) 

flavoprotein 2 (24kD) (NDUFV2), mRNA 

/cds=(1 8,767) 
10835108 myotubularin related protein 3 (MTMR3) 

10863874 ribosomal protein L41 (RPL41), mRNA 
/cds=(83,160) 



1 GCTGCTGTGTGTATTTATGAATATTAA 
TG AATAAAAACTG CTTGGATG GT 

1 ACCGTGTAAAGTGGGGATGGGGTAA 
AAGTGGTTAACGTACTGTTGGATCA 

1 TAAATTTATTTATTTATGAAAAAACCT 
CGTGCCGAATTCTTGGCCTCGAG 

1 GGGTTTCCGCTGGCTCTCCCAGTATA • 
TTGACTGATGTTTG GACG GTGAAA 

1 GTACAGTTACTCATGTCATTGTAATG 
ATTTCACTCCTAACTGTGACATTT 



1 ACTGAGTTGTCAGAAATTATGTCAAA 
ATGAAAACTGTTTGTTTCATGACA 

1 ACCTGACTTCACCATGTTTATTCCCTT 

TGCCTACAACCAGTTAATATCTG 
1 TC ATGC GTGAACAATTTAAAAAACGA 

CAGAATAAGGTACAAATGTAGTGT 
1 CCCATCCCCCCTCCCCACCCCCATC 

CCCAATACAGCTACGTTTGTACATC 
1 CCAACAAAATTGGGATCATCCAAACT 

GAGTCCATCTGGCTAATTCTAAAT 

1 TGACTGGAACTGAGAGTAAATTGGGA 

ATGTATGACCAATCTTAGACCCTG 
1 TGTTTAAATGATGGTGAATACTTTCTT 

AACACTGGTTTGTCTGCATGTGT 
1 ACCTAAGGTCAAGCTGGGAGAGAGA 

AATGACTGAGATGAATGTCTTTACT 
1 GCTTAGGGAAATTTCACAGTTCATTG 

TGGAGTGTTAAACTTAGAACATGT 
1 TGTTACAGGTTTCCAAGGTGGACTTG 

AACAGATGGCCTTATATTACCAAA 
1 TGTTACTGCTTTGCCAGTTCTACGTT 

ATTTAC AATTATTCAGCTCTTG CA 
1 TTTCTGTATTG CAGTGTTTATAGGCTT 

CTTGTGTGTTAAACTTGATTTCA 
1 AACTAACCCCCTTTCCCTGCTAGAAA 

TAACAATTAGATG CCCCAAAGCGA 
1 GTTTGTGTTACCCTCCTGTAAATGGT 

GTAC ATAATGTATTGTTG GTAATT 



1 GCTCACCATACGGCTCTAACAGATTA 
GGGGCTAAAACGATTACTGACTTT 



1 CGGCTGATG G GAC AG GAATTGAAG A 
AGAGAATTGACTCGTATGAACAGGA 

1 TGGTG CTACGAAGCCATTTCTCTTGA 
TTTTTAGTAAACTTTTATGACAGC 

1 TG AG AAACTGTTTGACCTG GTTC GAA 
GAATGTTAGAATATGATCCAACTC 

1 GGTGGGAC AC GCCAAGCTCTTCAGT 
GAAGACACGATGTTATTAAAAGCCT 



1 TG CTTTGAAGCTAC CTGGATATTTC C 
TATTTGAAATAAAATTGTTCGGTC 

1 ATCGCC AAGAACCTGGTTAGAG GC AT 
AAAGACCTTTTTTCACCGTTACCT 

1 TG CTGCG ACGCACATACATAC GTGTT 
GTGTCTGTCAATAAAGTGTAAATA 



1 TGGGAGGAGATAAGAAGAGAAAGGG 

C C AAGTG ATCCAGTTCTAAGTGTCA 
1 TGCAGTAGTTGACTTTGCTGTATGGA 

AAAATAAAGTG AAATTGC CCTAAT 
1 GCTAAATAAGGAATACTCATGCCAAG 

ATCATCGAATTGTG CCTCCTCCCT 
1 AC CC AAGGGACCTG G ATTTGGTGTAC 

AAGCAGGCCTTTAATTTATATTGA 

1 G G AGTCAG TC AGTGCTCCTATATTTT 
TC ATTTTTTGTC AAAG CAAG AAGT 

1 TTTGTG GCCGAGTGTAAC AAC CATAT 
AATAAATC ACCTCTTCCG CTGTTT 
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3455 Table 3A 

3456 Table 3A 

3457 Table 3A 

3458 Table 3A 

3459 Table 3A 

3460 Table 3A 

3461 literature 

3462 Table 3A 

3463 Table 3A 



Hs.198282 
Hs.75968 
Hs. 154890 

Hs.96 

Hs.71618 

Hs. 184011 

Hs.267690 
Hs.84981 



NM_021105 
NM_021109 
NM_021122 

NMJ>21127 

NMJ)21128 

NM_021129 

NMJ)21130 
NMJJ21141 



10863876 
11056080 
12669906 



Table 8 

phospholipid scramblase 1 (PLSCR1) 
mRNA/cds=(256,1212) 
thymosin, beta 4, X chromosome 
(TMSB4X), mRNA/cds=(77,211) 
fatty-acid-Coenzyme A iigase, long- 
chain 2 (FACL2), mRNA /cds=(13,2109) 



10863922 
14589956 
11056043 



10863926 
12408650 



Hs. 12743 NM_021151 
Hs.7137 NM_021188 



10863952 
10863994 



3464 Table 3A Hs.8185 NM_021199 



10864010 



3465 Table 3A 

3466 Table 3A 

3467 Table 3A 

3468 literature 

3469 Table 3A 



Hs.12152 NM_021203 

Hs.26726 NMJ)21211 

Hs.29417 NM_021212 

Hs.274363 NM_021257 

Hs.19520 NMJJ21603 



10864024 
10864064 
11125763 



3470 Table 3A Hs.104305 NM_021621 14719827 



3471 Table 3A Hs.17757 NMJ)21622 

3472 Table 3A Hs. 1 06747 NM_021 626 

3473 Table 3A Hs.3826 NMJJ21633 



3474 Table 3A 

3475 Table 3A 



Hs.155418 NMJJ21643 
Hs.279681 NM_021644 



3476 Table 3A Hs.174030 NMJ)21777 11496993 



3477 Table 3A 

3478 Table 3A 

3479 Table 3A 

3480 literature 



Hs.288906 NM_021818 11141888 

Hs.10724 NMJJ21821 11141894 

Hs.1 54938 NMJ)21825 11141900 

Hs.302003 NMJ321922 11345453 



3481 Table 3A Hs.7174 NIW 021931 11345467 



phorbol-1 2-myrlstate-1 3-acetate- 
induced protein 1 (PMAIP1), mRNA 
/cds=(1 73,337) 

polymerase (RNA) II (DNA directed) 
polypeptide L (7.6kD) (POLR2L), mRNA 
/cds=(21 ,224) 

pyrophosphatase (inorganic) (PP), 
nuclear gene encoding mitochondrial 
protein, mRNA/cds=(77,946) 
mRNA for KIAA1228 protein, partial 
cds /cds=(0,2176) 

X-ray repair complementing defective 
repair in Chinese hamster cells 5 
(double-strand-break rejoining; Ku 
autoantigen, 80kD) (XRCC5), mRNA 
/cds=(33,223l) 

carnitine O-octanoyltransferase 
(CROT), mRNA /cds=(1 36, 1974) 
clones 23667 and 23775 zinc finger 
protein (LOC57862). mRNA 
/cds=(l82,1618) 

CGI-44 protein; sulfide dehydrogenase 
like (yeast) (CGW4), mRNA 
/cds=(76,1428) 
14917112 APMCF1 protein (APMCF1), mRNA 

/cds=(16,831) 
10864022 transposon-derived Busten 

transposase-Jike protein (LOC58486), 
mRNA /cds=(468,2549) 
HCF-binding transcription factor 
Zhangfei (ZF), mRNA /cds=(457,1275) 
neuroglobin (NGB), mRNA 
/cds=(0,455) 

FXYD domain-containing ion transport 
regulator 2 (FXYD2), transcript variant 
b, mRNA /cds=(67 f 261) 



death effector filament-forming Ced-4- 
like apoptosis protein (DEFCAP), 
transcript variant B, mRNA 
/cds=(522,4811) 
pleckstrin homology domain- 
containing, family A (phosphoinositide 
binding specific) member 1 (PLEKHA1) 
mRNA /cds=(66, 1280) 
serine carboxypeptidase 1 precursor 
protein (HSCP1), mRNA 
/cds=(32,1390) 
cDNA FU 14750 fis. clone 
NT2RP3002948, weakly similar to 
RING CANAL PROTEIN 
/cds=(200,1906) 

GS3955 protein (GS3955), mRNA 
/Cds=(1225,2256) 
heterogeneous nuclear 
ribonucleoprotein H3 (2H9) (HNRPH3), 
transcript variant 2H9, mRNA 
/cds=(118,1158) 

a disintegrin and metalloproteinase 
domain 28 (ADAM28), transcript variant 
1, mRNA/cds=(47,2374) 
WW Domain-Containing Gene 
(WW45), mRNA/cds=(215,1366) 
MDS023 protein (MDS023). mRNA 
/Cds=(335,1018) 
hypothetical protein MDS025 
(MDS025), mRNA/cds*(5,769) 
Fanconi anemia, complementation 
group E(FANCE), mRNA 
/cds={185,1795) 
hypothetical protein FLJ22759 
(FU22759), mRNA/cds=(2,2113) 



11055985 

11055991 
11056005 

11056053 
14141158 
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TTCTACATGAAATGTTTAGCTCTTACA 

CTCTATCCTTCCTAGAAAATGGT 

GGACGACAGTGAAATCTAGAGTAAAA 

CCAAGCTGGCCCAAGTGTCCTGCA 

TGTTTTG GGGTCTGTGAG AGTACATG 

TATTATATACAAGCACAACAGGGC 

AG G AAC AGTTAGTTCTCATCTAGAAT 
GAAAGTTCCATATATG CATTGGTG 

TGTGTGTGTATCC C ATACCCCACTCT 
GGAAGGAACCATCCAGTAAAGGTC 

GTGCAAGGGGAGCACATATTGGATG 
TATATGTTACCATATGTTAGGAAAT 

TTTCCTTGTTCCCTCC C ATGCCTAGC 
TGGATTGCAGAGTTAAGTTTATGA 
ACCCAGTCACCTCTGTCTTCAGCACC 
CTCATAAGTCGTCACTAATACACA 



TGAATCACATTGTCAGAATTTTTTCCT 
CCTCGCTGTTCAATTTTGTAGTT 
AGATGCCTTGTTG CTTTGAAGAAGGG 
AGTGATGTCAATTCTCTTGTTACA 

CCATGTGGGCTACTCATGATGGGCTT 
GATTCTTTGG GAATAATAAAATGA 

AAAAGTTCTCTGTAGATTTCTGAAGT 
GCATATTCATTGATGCCAAGAAAA 
GGAGGAGTTTG CATGTCTCATGATAA 
CCAAATGTAAGATGAAAATAAAAG 

TTGGTGACTTAGTGATTTTGTCATTTT 

TTACATCAACTTCATGGTCTTGT 

CGCCCGGCAGCCCCCATCCATCTGT 

GTCTGTCTGTTG GCCTGTATCTGTT 

GGCATCGCCAACGCCTGCCTCGTGC 

CACCTCATGCTTATAATAAAGCCGG 



CTGGCTGTGTCACAGGGTGAGCCCC 
AAAATTGG GGTTC AGCGTG G GAGGC 



GCCGTCCTCAGTTACCTTTCATGAGG 
CTTCTAGCCAAAGATGATAAAGGG 



AGGATAAAATCATTGTCT CTGGAGGC 
AATTTGGAAATTATTTCTGCTTCT 

CGGGTGATTACAGGCACCAGTGCAG 
TGATGATTGTACTTATTTGACACAT 



GCCTCTGGTGCTTTGTCCTGTATTTG 
GTTTAATGTTTTTGTCCTAATCTC 
TTGATG TGAATT CAGTTATTGAACTTG 
TTACTTGTTTTTG CCAGAAATGT 



AA GCTT CGAACTCAAAATCATGGAAA 
GGTTTTAAGATTTGAGGTTGGTTT 

CCCAGTTAGATATCAGTGAGTTTGAA 

TAACTGAAGAAATGTTGACAATGT 

AAGTACACCTGTCAGCTGTTTCTTAC 

CACTTCGATGGTTGTGATTAATTT 

TGTTTG CTTGAACAGTTGTGTAAATC 

ATACAGGATTTTGTGGGTATTGGT 

TGACCTTCTGTGTTTTTGTTTCTGACT 

TGAATAATTTATCAATGGTGTTG 

CCAGGGCTGCTTTGCTGTGATGATGA 
TTG CATTTCAACACATGCC AG ATG 
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NM_022736 
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Hs.194477 


NM_022739 
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Hs.34516 


NM_022766 
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Hs.154057 


NM_022790 


3508 


Table 3A 


Hs.121849 


NMJJ22818 
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Hs.146123 


NM_022894 
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Hs.57987 


NMJ)22898 
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Table 3A 


Hs.128003 


NM_022900 



Table 8 

11386186 membrane-spanning 4-domains, 

subfamily A, member 2 (Fc fragment of 

IgE, high affinity I, receptor for; beta 

polypeptide) (MS4A2), mRNA 

/Cds=(90,983) 
11415027 T-cell leukemia/lymphoma 1A(TCL1A), 

mRNA/cds=(45,389) 
1 1 496238 v-rel avian reticuloendotheliosls viral 

oncogene homolog A (nuclear factor of 

kappa light polypeptide gene enhancer 

in B-cells 3 (p65)) (RELA), mRNA 

/cds=(38,1651) 
1 3676856 hypothetical protein FU 14642 

(FLJ14642), mRNA/cds=(23,583) 
1 1 527399 DNA sequence from PAC 75N 1 3 on 

chromosome Xq21 .1 . Contains ZNF6 

like gene, ESTs, STSs and CpG islands 

/cds=(567,2882) 
11527401 methylmalonate-semlaldehyde 

dehydrogenase (ALDH6A1), mRNA 

/cds=(42,1649) 
1 1 545764 CXC chemokine Ifgand 1 6 (CXCL16), 

mRNA/cds=(423,1244) 
1 1 545834 cutaneous T-cell lymphoma-assoctated 

tumor antigen se20-4 (SE20-4), mRNA 

/cds=(1 29,2210) 
1 1 545870 SAM domain, SH3 domain and nuclear 

localisation signals, 1 (SAMSN1), 

mRNA/cds=(82,1203) 
11545897 PP1201 protein (PP1201), mRNA 

/cds=(75,1010) 

11545897 PP1201 protein (PP1201), mRNA 
/cds=(75,1010) 

13937360 topoisomerase-related function protein 
4-2 (TRF4-2), mRNA /cds=(336,869) 

11967984 hypothetical protein FU12820 

(FLJ12820), mRNA/cds={156,1451) 
11968022 zinc finger protein 106 (ZFP106), 

mRNA/cds=(335,5986) 
1 1 968038 hypothetical protein FLJ22405 

(FU22405), mRNA /cds=(81 .1334) 
1 1968042 PC3-96 protein (PC3-96), mRNA 

/cds=(1 19,586) 
1 1 968052 hypothetical protein FLJ21 952 

(FLJ21952), mRNA/cdS=(424,1665) 
11968056 hypothetical protein FU 13433 

(FLJ13433), mRNA/cds=(35,1225) 
14165467 mRNA; cDNA DKFZp586A0618 (from 

clone DKFZp586A0618) 

/cds=UNKNOWN 
1 3384603 C-type (calcium dependent, 

carbohydrate-recognition domain) lectin, 

superfamily member 12 (CLECSF12), 

mRNA /cds=(71 ,676) 
12232376 Fanconi anemia, complementation 

group F (FANCF), mRNA 

/cds=(13,1137) 
12232380 Hpall tiny fragments locus 9C 

(HTF9C), mRNA /cds=(235,1662) 
12232392 hypothetical protein FLJ141 53 

(FLJ14153), mRNA/cds={30,1427) 
12232396 E3 ublquitin iigase SMURF2 

(SMURF2), mRNA /cds=(8,2254) 
12232440 mRNA for KIAA1646 protein, partial 

cds/cds=(0,1446) 
1 3027789 matrix metalloproteinase 1 9 (MMP 1 9), 

transcript variant rasi-3, mRNA 

/cds=(1 642,1 899) 
1 3699866 mlcrotubule-associated proteins 1 A/1 B 

light chain 3 (MAP1A/1BLC3), mRNA 

/cds=(84,461) 
12597628 hypothetical protein FLJ 12972 

(FU12972), mRNA /cds=(1 68,1 076) 
1 2597634 B-cell lymphoma/leukaemia 1 1 B 

(BCL11B), mRNA/cds=(267,2738) 
1 2597638 hypothetical protein FLJ21 21 3 

(FU21213), mRNA/cds=(74,1042) 



1 GAGTTACCACACCCCATGAGGGAAG 
CTCTAAATAGCCAACACCCATCTGT 



1 TTCTATCCTTGACTTAGATTCTGGTG 
GAGAGAAGTGAGAATAGGCAGCCC 

1 TCTTGCTCTTTCTACTCTGAACTAATA 
AAG CTGTTG CC AAGCTGG ACGGC 



1 TGCAAACAAATGCATAAATGCAAATG 
TAAAGTAAAGCTGAAATTGATCTC 

1 ATGCTACTTGGGAGAAAACTCTCACT 
AACTGTCTCACC GGGTTTCAAAG C 



1 TGCAATGGAATATAAATATCACAAAG 
TTGTTTAACTAGACTGCGTGTTGT 

1 T7TCACCTCCTCAGTCCCTTG CCTAC 
CCCAGTGAGAGTCTGATCTTGTTT 

1 CGC CTCTCCCC GTGGACCCTGTTAAT 
CCCAATAAAATTCTGAGCAAGTTC 

1 AGGATTCGCTGTTGAAACAAGTTGTC 
C AAG C AATGTTATATTC ATTTTTA 

1 GGAAGGG G GAC AAGGGTCAGTCTGT 
CGGGTGGGGG C AGAAATCAAATCAG 

1 GGAAGGG GGACAAG GGTCAGTCTGT 
CGGGTG G GGGC AGAAATCAAATCAG 

1 TTTTTC CC AGCTCGCCACAGAATGGA 
TCATG AAGACTGACAACTG CAAAA 

1 AGG AGTG GCCTAAG AAATGCGTGTTT 

CAGTGACTAGATTATAAATATTCT 
1 AGCTGTGAACTTCGTAACTTTGTAAA 

GCAAGATATAAAGCAAATACAAGA 
1 AGGAGGGATCACCTGCACTGAGAAT 

GAGGCAGTTTGACACAGATCACAAA 
1 TGTTCCACTACCAGCCTTACTTGTTTA 

ATAAAAATCAGTGCAAAGAGAAA 
1 ACCTCAGATTTTGTTACCTGTCTTTTA 

AAAATGCAGATTTTGTCAAATCA 
1 TTAACG GCTTCACTGGACAGTTTTCC 

TTAGAAGGTAGTTTTGTGTGACTG 
1 ACCGTGGGTGTGTCCAAGAAGAAATA 

AGTCTGTAGGCCTTGTCTGTTAAT 

1 CCAATGGATATTTCTGTATTACTAGG • 
GAG GC ATTTAC AGTCCTCTAATGT 



1 TAGCTTTAGAAAATAACAGTTTGTGAA 
CTTACTTCCCTATATTTGCAGCT 

1 CTTTGTGGACTAGCCAAG G CTGTG AG 

GGCCAGAATAAACAACTGCTCAAC 
1 GCC G AGCAATGACCCTTTTCAATTTC 

TTATTTCTGTGTTACTGAGGACCC 
1 GAAACATGTGGATTTG CTGTGGAATG 

ACAAGCTTCAAGGATTTACCCAGG 
1 TTTGATCTGAAATGTTTGAGAAGACA 

CGAATAAAGTTACTTGGGCAGAAA 
1 TC CCATC AAAAAGGTATC AAATGCCT 

TGGAAGCTCC CTGATCCTACAAAA 

1 ATCTG AC ATTATTGTAACTACC GTGT 
GATCAGTAAGATTCCTGTAAGAAA 

1 ACCTTGTACCATGGAAAACATGAAAA 
GAGTCTTAGAAGTAAAGAACAACA 

1 AG CATGTGTCTGCC ATTTCATTTGTA 
CGCTTGTTCAAAACCAAGTTTGTT 

1 TGAG CTGTATTACCATAAGTAGAATTT 
TAAGTAAACTGGTGAATTTGGGC 
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3543 RG 
housekeeping 



Hs. 168232 

Hs.37026 

Hs.302981 

Hs. 115960 

Hs.7392 

Hs.1 03834 

Hs. 115659 

Hs.267400 

Hs.321130 

Hs.1 09701 

Hs.78768 

Hs.323193 

Hs.15961 

HS.8121 

HS.12315 

Hs.337561 

Hs.236449 

Hs.72241 

Hs.196270 
Hs.211458 
Hs.46468 



NM_023079 
NMJ)24013 
NM_024033 
NMJ)24036 
NM.024045 
NMJ)24056 
NMJ)24061 
NM_024095 
NM.024101 
NM_024292 
NM_Q24298 

NM_024334 
NMJJ24348 
NM_024408 
NMJ)24557 
NMJ324567 
NMJJ24898 
NM_030662 

NM_030780 
NM_030788 
NM_0314O9 



12751494 
13128949 
8922813 
13128987 
13129005 
13129025 
13129035 
13129097 
13129107 



Hs.301183 NMJ)31419 13899228 



Hs.245798 NM_031435 13899258 



Hs.238730 NMJ331437 

Hs. 1 03378 NM_031 453 

Hs.281397 NMJJ31480 

Hs.334691 NM_032223 

NA R11456 

Hs.170222 R14692 

Hs.100896 R18757 

Hs.82927 AK025706 



3544 RG Hs.240013 R44202 

housekeeping 
genes 



Table 8 

bromodomain adjacent to zinc finger 
domain, 1B (BAZ1B), transcript variant 
1 , mRNA /cds=(352,4803) 
hypothetical protein FLJ 13855 
(FLJ13855), mRNA /cds=(314,1054) 
interferon, alpha 1 (IFNA1). mRNA 
/cds=(67,636) 

hypothetical protein FLJ 11000 
(FLJ11000), mRNA /cds=(223J80) 
hypothetical protein MGC3103 
(MGC3103), mRNA /cds=(1 0,984) 
nucleolar protein GU2 (GU2), mRNA 
/cds=(1 07,2320) 
hypothetical protein MGC5576 
(MGC5576), mRNA /cds=(51, 803) 
hypothetical protein MGC5521 
(MGC5521), mRNA /cds=<1 63,708) 
hypothetical protein MGC5540 
(MGC5540), mRNA/cds=(77,943) 
hypothetical protein MGC2771 
(MGC2771), mRNA /cds=(1 84,1986) 
ubiquitin-like 5 (UBL5), mRNA 
/cds=(65,286) 

malignant cell expression-enhanced 
gene/tumor progression-enhanc 
(LENG4), mRNA /cds=(1 101 ,1700) 
hypothetical protein MGC3222 
(MGC3222), mRNA 7cds=(149,1351) 
dynactin 3 (p22) (DCTN3). transcript 
variant 2, mRNA /cds=(1 6,546) 
Notch (Drosophila) homolog 2 
(NOTCH2), mRNA/cds=(12,7427) 
hypothetical protein FLI1 1 608 
(FU11608), mRNA/cds=(561,1184) 
hypothetical protein FLJ21616 
(FLJ21616), mRNA /cds=(1 19.1 093) 
hypothetical protein FLJ22757 
(FLJ22757), mRNA /cds=(92,2473) 
mitogen-activated protein kinase 
kinase 2 (MAP2K2), mRNA 
/cds=(263,1465) 

folate transporter/carrier (LOC81034), 
mRNA /cds=(1 28, 1075) 
DC-specific transmembrane protein 
(LOC81501), mRNA /cds=(51, 1463) 
chemokine (C-C motif) receptor 6 
(CCR6), transcript variant 2, mRNA 
/cds=(551,1675) 

molecule possessing ankyrin repeats 
induced by llpopolysaccharide (MAIL), 
homolog of mouse (MAIL), mRNA 
/cds=(48,2204) 

hypothetical protein DKFZp564l0422 
(DKFZP564I0422), mRNA 
/cds=(510,1196) 
hypothetical protein MGC10823 
(MGC10823), mRNA/cds={63,1235) 
hypothetical protein MGC11034 
(MGC1 1 034), mRNA /cds=(245,640) 
hypothetical protein AD034 (AD034), 
mRNA/cds=(195,1880) 
hypothetical protein FLJ22427 
(FLJ22427), mRNA/cds=(40,2631) 

7641 91 spleen 1 NFLS cDNA clone 

IMAGE:129880 5' similar to 
768965 Na+/H+ exchanger NHE-1 isoform 

[human, heart, mRNA, 4516 nt) 

/cds=(577,3024) 
772367 yg17e04.d cDNA,5*end 

/clone=IMAGE:32522 /clone_end=5' 
10438309 cDNA: FLJ22053 fis, done HEP09502, 

highly similar to HUMAMPD2 AMP 

deaminase (AMPD2) mRNA 

/cds=UNKNOWN 
822065 mRNA; cDNA DKFZp547A1 66 (from 

clone DKFZp547Al66) 

/cds=UNKNOWN 



13236521 

13236586 
13259513 
13249343 
13375722 
13375737 
13376352 
13489053 

13540550 
13540564 
14043039 



13899264 
13833290 
13899339 
14149927 



PCT/US01/47856 



GCCC CATTAAAGGGTG AACTTGTAAT 
AAATTGGAATTTCAAATAAACCTC 

TGCCCTAATCTTGAGTTGAGGAAATA 

TATGCACAGGAGTCAAAGAGATGT 

AACGTCATGTGCACCTTTACACTGTG 

GTTAGTGTAATAAAACATGTTCCT 

TTATTC ATATATTCCTGTCCAAAGC C A 

CACTGAAAACAGAGGCAGAGACA 

GCAGCCACCCACTGGGAGTCTTGTTT 

TTATTTATAATAAAATTGTTGGGG 

ATCCACCAAAAATTAGGTCATCATAG 

TTGAGGTATGTGTCTGCTATTTGC 

CCATTGGCTGGAACATGGATTGGGG 

ATTTGATAGAAAAATAAACCCTGCT 

GTTCCTTACTCTGTCCTTGATGGAGG 

GG AGAAG GGAGGGCAAAGAAGTTA 

TGGTTTTCCTTTGGGGACGTGGTTAA 

CGGTCCAGAAGAATCCCTTCTAGA 

AC CCCTTTCACTCTTGGCTTTCTTATG 

TTGCTTTCATGAATGGAATGGAA 

CCCATCCTCATCCCCCACACTGGGAT 

AGATGCTTGTTTGTAAAAACTCAC 

TCAGGCCGCCTAG CTG CCCCTTTGC 

CAG GTTAATAAAGCACTG ACTTGTT 

AAGGATTTTAAATAACTGC CG ACTTC 

AAAAGTGTTCTTAAAACGAAAGAT 

CACCCACCCTCCCCCCAATCAGTGTT 

CTTATTTCAGTGACAATAAACCAT 

ATAGCTGGTGACAAACAGATGGTTGC 

TCAGGGACAAGGTGCCTTCCAATG 

CATGGATATCATGTATCCTTCCTGGT 

GCTCACACACCTGTCACCTTGTAA 

GCTGTGTGACTTAGTAGATAAAATAC 

TGCCTTCTGCCTTTGGGACCATGA 

ACTTCCATCTC AG CTAATG CACCC AC 

CAGCTCAAACACACCAATAAAGCT 

GCTGCTGTGTGTG GTCTCAGAGGCT 

CTG CTTCCTTAGGTTAC AAAACAAA 

ATTTATCGTAAACATCCACGAGTGCT 
GTTGCACTACCATCTATTTGTTGT 
CCCCACAATGGTCTCTTTTCTCCCTG 
CTCC CTTATTAAAGAACTCTTTCT 
C A GTG GTT CCCATTGATTCTCCCC AT 
ATCTTTTTGCTCTCAGGCTCTGGC 

CTTGTATCTCTAAATATGGTGTGATAT 
GAACCAGTCCATTCACATTGGAA 



AC ATAGATTTTCTG CCAACAAATCCT 
CTCTGCTGTTCACATTATCCTTTG 

C AGAGGTGG GAGTAACTGCTG GTAG 

TGCCTTCTTTGGTTGTGTTGCTCAG 

TTAGAACCAAAGTTATTCTTAATAAAA 

ATCACCAC ATG CTTGGACC ATGC 

GCTC TTACACTTCGTCTTTAATGTTCT 

TTTTGGAGTTAGGACCTCTCAGT 

ACCTTGACATGGGTTGTCTAATAAAA 

CTCGGACCCTTCTTGTGAAATCAA 

ATCCCAGTGCACAGTGAGTTGTATAT 
CACAAATAGG AGG CCACTTCAG G A 
GAAGCTGCTAGGGGAAGGACTGGCC 
TGGCTCCAGAATGTTGTTGCCTTTT 

GGGAAGGAAAAGGGGTGTGGCAGCT 
G GG AG CGTTTATTTATGTTCTTTCT 
GAGTGGTGTTCCCAGTGTGGCTCCC 
AGAGCTTTGACCAGATTGTGATCCC 



CTTTGCATTTAGGGACACAGCCCGGA 
GCCGCAGAAGGTCAGCAGGGAGCA 
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Hs.181400 


R67739 
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Hs.161043 


R84314 
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NA 


R85137 
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Hs.134025 


R88126 
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Hs.85289 


S53911 
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Hs.246381 


S57235 
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Hs.279518 


S60099 
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Hs.300697 


S62140 
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Hs.249247 


S63912 
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Hs.155924 


•S68271 
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Hs.89545 


S71381 
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Hs.155396 


S74017 
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Hs.73090 


S76638 
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Hs.252136 


S80990 
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Hs.301497 


T77017 
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Hs.158193 


T78173 
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NA 


T80378 
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NA 


T80654 
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HS.189744 


T85880 
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Hs.327 


U00672 
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Table 3A 


Hs.1 84592 


U00946 


3572 


Table 3A 


Hs.278857 


U01923 



Table 8 

4503504 DNA sequence from done RP1-64K7 
on chromosome 20q1 1.21-1 1.23. 
Contains the EIF2B2 gene for 
eukaryotic translation initiation factor 2 
subunit 2 (beta, 38kD), a putative novel 
gene, the gene for heterogenous 
nuclear ribonucleoprotein RALY or 
autoantigen P542, an RPS2 (RPS4) 
(40S ribosomal protein S2) 
pseudogene, ESTs, STS, GSSs and 
two CpG islands /cds=(1 38,1 139) 
8261 94 mRNA for TRABID protein (TRABID 
gene)/cds=(406,2532) 

835933 7f01d1 1.X1 cDNA, 3* end 

/done=IMAGE:3293397 /clone_end=3* 

840377 602650370T1 cDNA, 3' end 

/done=IMAGE;4761353 /clone_end=3' 

942720 602415728F1 cDNA, 5* end 

/done=IMAGE:4523958 /done_end=5' 

943543 brain N2b4HB55Y cDNA clone 

IMAGE:180492 5' 
946939 UI-H-Bl2-agp-a-07-0-UI.s1 cDNA, 3' 

end /clone=IMAGE:2724781 

/done end =3' 
264768 CD34~antigen (CD34), mRNA 

/cds=<90,1076) 
298664 CD68 antigen (CD68), mRNA 

/cds=(15,1079) 
299704 regulator of G-protein signalling 1 

(RGS1), mRNA /cds=(1 4,604) 
3001 68 amyloid beta (A4) precursor-like protein 

2 (APLP2), mRNA /cds=(72,2363) 

386156 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1498) 
399757 heterogeneous nuclear 

ribonucleoprotein A3 (HNRPA3), mRNA 

/cds=(30,839) 
545204 cAMP responsive element modulator 

(CREM), mRNA /cds=(0,998) 
551548 proteasome (prosome, macropain) 

subunit, beta type, 4 (PSMB4), mRNA 

/cds=(23,817) 
688296 upregulated by 1 ,25-dihydroxyvitamin D- 

3 (VDUP1), mRNA /cds=(221 ,1 396) 
693841 nudear factor (erythroid-derived 2)-like 

2 (NFE2L2), mRNA /cds=(39,1808) 

833998 mRNA; cDNA DKFZp434P086 (from 
done DKFZp434P086); partial cds 
/cds=(798,1574) 

243420 p50-NF-kappa B homolog [human, 
peripheral blood T cells, mRNA, 3113 
nt]/cds=(250,2952) 
1 91 1 529 ficolin (collagen/fibrinogen domain- 
containing) 1 (FCN1), mRNA 
/cds=(92,1072) 

694220 arginlne-tRN A-protein transferase 1 -1 p 
(ATE1) mRNA, alternatively spliced 
product partial cds /cds=(0, 1544) 

696682 yd79c05.r1 cDNA, 5' end 

/done=lMAGE:1 14440 /cione_end=5' 
698887 1NIBcDNAclonelMAGE:24693 5' 



703539 spleen iNFLS cDNA clone , 

IMAGE:108950 5' 
714232 qz25e1 1 .x1 cDNA, 3* end . 

/clone=IMAGE:2027948/clone_end=3' 

482802 interieukin 1 0 receptor, alpha (111 0RA), 

mRNA/cds=(61,1797) 
405048 protein kinase, lysine deficient 1 

(PRKWNK1), mRNA/cds=(0,7148) 
460085 heterogeneous nudear 

ribonudeoprotein H2 (H') (HNRPH2), 

mRNA/cds=(78,1427) 

440 



1 C ATTGCCTACTTTAACAC CTGTC AGA 
GAAACGTG ATATGGG GTAAGG AGG 



GCAATCTGGGAGCAGCACATTGTTGA 
TGGAGTCCAAGTGAGCACATTTCA 

CTCTCCTGGACTGTTG CAGTTGGGTG 
TGGCTGATTTGAAATTGTGCTTCA 

TAAC AAG AATTG CATTGAGGAAAC AA 
G GCTCCACAG G GCCAATCTTCTGG 

AAGAAGTTACATCTTCAATGTCCAGG 
GATGATCGTTTGAAGAGAACCTCT 

AAAACATTGCCAGACC ATTTAGTC CT 
CTTGGAAGGGCCTCTCCGGTGGGG 
AGG GATAATAAGGTTAGCTGTTAACC 
AAGC AACTG AG CTTTTAAC CAAAG 

CAAGACACTGTGGACTTGGTCACCAG 
CTCCTCCCTTGTTCTCTAAGTTCC 
TCTTTGACGGGGTTTTCCTTGCTCCT 
GCCAGGATTAAAAGTC C ATGAGTT 
CTTAAAGTATATGTTTTCAAATTG CCA 
TTGCTACTATTG CTTGTCGGTGT 
CTCCTGTCACCGGCCTTGTGACATTC 
ACTCAGAGAAG ACCACACCAAG GA 

GTCGGACTATGTAATTGTAACTATAC 
CTCTGGTTCCCATTAAAAGTGACC 
GCTAGTGTTTGAATATGCTCTCTTGTT 
GCTCTAATTCTGTGCCTCCGTGC 

AGAGGAACTTGAAACCTTGAAAGACA 
TTTGTTCTC CC AAAACTG ATTACT 
ACTGGGATATTGCCCACATGATCAGT 
GGCTTTGAATGAAATACAGATGCA 

CCAGAAAGTGTGGGCTGAAGATGGT 
TGGTTTCATGTGGGGGTATTATGTA 
TTTCTTAGGACAC CATTTG GGCTAGT 
TTCTGTGTAAGTGTAAATACTACA 

GAAGGGTTGGCCTGCCTGGCTGGGG 
AG GTCAGTAAACTTTG AATAGTAAG 

TTAACACCCCACACCCACCCCTCAGT 
TGGGACAAATAAAGGATTCTCATG 

CAAGCCGCCACATGCCCACAACCTC 
ACCAGAGG G AGAATTATGTTTCTAA 

GTGTATTG ATC C AAGTAGTCAAAGTG 
TCTTAAAGGGCACCTATTTGTCCT 



AGTGCTTTCCAAATGTGATTGTTCTG 
GGTGATGGGAC ATATGGG CAGTTG 
CGGGGGAATAGG AGG AAAAACATG G 
C ATGGAAC AAACCAAC ATAAAAG GT 

ACTAATTCTGCTCTTTGGACAAGTGC 
CTG ACATCTG CTTC ATTGGGTTTT 
AGG AATAAAGTTAAGTATTTCC CACTT . 
GGAAATTGTACCACTCCTGGGGT 

CCTCTGCCAAAGTACTCTTAGGTGCC 
AGTCTGGTAACTGAACTCCCTCTG 
GTCTGGTAAGCC GATGCTAATGG C A 
GAAGCAATAGAAGTCCAAGGCACTA 
ACGGG ACAATTTTAAG ATGTAATAC C 
AATACTTTAGAAGTTTGGTCGTGT 
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Hs.303627 U02019 

Hs.239138 U02020 
Hs. 172081 U02882 

Hs.75969 U03105 

Hs.89421 U03644 

Hs.1 54654 U03688 



3579 Table 3A Hs.75546 U03851 

3580 Table 3A Hs.196384 U04636 



Hs. 118962 U05040 



Hs.79630 
Hs.177559 



U05259 
U05875 



Hs.1197 U07550 



Hs.78909 
Hs.173965 

Hs.170171 
Hs.333513 



U07802 
U08316 

U08626 
U10117 



Hs.40202 U10485 

Hs.79022 U10550 

Hs.1 94778 U11870 

Hs.80561 U12767 

Hs.184411 U13044 

Hs.78915 U 13045 

Hs.1162 U15085 

Hs.1 55596 U 151 73 

Hs.2128 U15932 

Hs. 64639 U 16307 

Hs.1 831 05 U 17989 

Hs.1 55188 U18062 



Table 8 

433343 heterogeneous nuclear 

ribonucleoprotein D (AU-rich element 

RNA-binding protein 1, 37kD) 

(HNRPD), transcript variant 1, mRNA 

/Cds=(285,1352) 
40401 2 pre-B-cell colony-enhancing factor 

(PBEF), mRNA /cds=(27,1 502) 
433346 rolipram-sensitiveS'.S'-cyclic AMP 

phosphodiesterase mRNA, complete 

cds/cds=(1 08,1 922) 
476094 proline-rich protein with nuclear 

targeting signal (B4-2), mRNA 

/cds=(113 t 1096) 
4761 04 CBF1 interacting corepressor (CIR), 

mRNA /cds=(0, 1352) 

501030 cytochrome P450, subfamily I (dioxin- 
inducible), polypeptide 1 (glaucoma 3, 
primary Infantile) (CYP1B1), mRNA 
/cds=(372,2003) 

433307 capping protein alpha mRNA, partial 
cds/cds=(16,870) 

496975 prostaglandin-endoperoxide synthase 2 
(prostaglandin G/H synthase and 
cyclooxygenase) (PTGS2), mRNA 
/cds=(134,1948) 

4601 51 far upstream element (FUSE) binding 
protein 1 (FUBP1), mRNA 
/cds=(26,1960) 

452561 MB-1 gene, complete cds 

463549 interferon gamma receptor 2 (interferon 
gamma transducer 1) (IFNGR2), mRNA 
/cds=(648,1661) 

469170 heat shock 1 0kD protein 1 (chaperonin 
10) (HSPE1), mRNA /cds=(41,349) 

984508 Tis1 1 d gene, complete cds 

/Cds={291,1739) 
475587 ribosomal protein S6 kinase, 90kD, 

polypeptide 3 (RPS6KA3), mRNA 

/cds=(0,2222) 
551473 glutamlne synthetase pseudogene 

498909 small indudble cytokine subfamily E, 

member 1 (endothelial monocyte- 

activating) (SCYE1), mRNA 

/cds=(49,987) 
505685 lymphoid-restricted membrane protein 

(LRMP), mRNA /cds=(574,2241) 

762886 GTP-binding protein overexpressed in 

skeletal muscle (GEM), mRNA 

/cds=(213,1103) 
51 1804 interleukin 8 receptor, alpha (IL8RA), 

mRNA /cds=(100,1 152) 
924281 mitogen induced nuclear orphan 

receptor (MINOR) mRNA, complete cds 

/cds=(209,1972) 
531892 albumin (ALB), mRNA /cds={39,1888) 



531894 

557701 

558843 

9911129 
1100927 
605094 
642794 



GA-binding protein transcription factor, • 
beta subunit 1 (53kD) (GABPB 1 ), 
transcript variant beta, mRNA 
/cds=(169,1356) 

major histocompatibility complex, class 
II, DM beta (HLA-DMB), mRNA 
/cds=(233,1024) 

BCL2/adenovirus E1B 1 9kD-interacttng 
protein 2 (BNIP2), mRNA 
/cds=(211,1155) 
dual specificity phosphatase 5 
(DUSP5), mRNA /cds=(21 0,1 364) 
glioma pathogenesis-related protein 
(RTVP1), mRNA /cds=(1 28,928) 
nuclear autoantigen (GS2NA), mRNA 
/cds=(204,2345) 

TATA box binding protein (TBP)- 
associated factor, Rna polymerase II 
F, 55kD (TAF2F), mRNA 
/cds=(740,1789) 
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1 CTCTCAGTTCCCAAGATGGCCCCACA 
TTCCCATTGTTTTCCC CAAGAG AA 



GGTTGTTGTATTGTAC C AGTGAAATG 
CCAAATTTGAAAGGC CTGTACTG C 
TTGTTTGCCATCTGTTGATCAGGAAC 
TACTTCAGCTACTTGCATTTGATT 

AATCTACA TTTTCT TACCAGGAGCAG 
CATTG AG GTTTTTGAGCATAGTAC 

ACAGAGAGCACCCAGGAGGTACACA 
TACTAAAGTGACACAAAGAGAATGA 

TGTGTGCATAATAGCTACAGTGCATA 
GTTGTAGACAAAGTACATTCTGGG 



AGCATGTTGTTTAATTTCTTTTTAAAA 
ATCACTGTTGGGCTTTGAAAGCA 
GCTGACAAAAC CTG G GAATTTGGGTT 
GTGTATGCGAATGTTTCAGTGCCT 



TCACTTTCC AAATG CCTGTTTTGTGCT 
TTACAATAAATG ATAT G AAACCT 

TTTATGCGTATTTAAGCCTTGGAAAC 
ACAGGGACTATCTTGTGGATTGGG 
GTCTTGACTTTGGC AAATGAGC CGGA 
GCCCCTTGGGCAGGTCACACAACC 

ACATCCAGTGTCTCCAAAATTGTTTC 
CTTGTACTGATATAAACACTTCCA 

GGTACAGTTGGAGCACTATATGTACT 
CTCTGGACTACTTTGGACAGAAGT 
AAAATCACCTCAACAGCCCTGTGAAG 
TGACCTCAGTGAGATATTTGGATC 

TTAAAGTGCACCTTCCAAAATGTCTC 
CCATAAGTAGGTAAGACCAACCTG 
AATGATGAGTGTGTGGCTACATACAA . 
AGGAGTTCCCTTTGAGGTGAAAGG 



GGGAAAGTATAGCATGAAACCAGAG 
GTTCTCAGAATGACCGTAAGATAGC 

TGGTTGACCCTTGTATGTCACAG CTC 
TGCTCTATTTATTATTATTTTG CA 

TTGTCCACAAGTAAAAGGAAATCCTC 
CTCCAGGGAGTCTCAGCTTCACCC 
CATTGCTCTTTAGTGTGTGTTAACCT 
GTGGTTTGAAAGAAATGCTCTTGT 

GTCTGGCTTAACTATTTTTGAAAATAT 
AACTGTTTCCCCTCTCTGCTGCT 
AAAAGCAATTACCCTTAAAACTGTACT 
CTGGC CTACTTTTCTATTTTG CA 



GGCTCTCAGTGTGCCATAGAGGACA 
GCAACTGGTGATTGTTTCAGAGAAA 

AAACTGTTTCTTTG GTGTCCTTTACAT 
TGAAATAAATTGTGTTTGTGCCT 

ACCCGTGTGAATGTGAAGAAAAGCAG 
TATGTTACTGGTTGTTGTTGTTGT 
AGAGAGGGAACATC AAATGCTG GCA 
CTATATACATACGATCAGCCTGATT 
GTCTTCCG AGAA ACTTTTCTGATCAG 
TTTGCGAGTTTTGATGAGT7TTGT 
GCTGCTGTTGCTG CTTTGTGATG ACG 
TGAGATCAATAAGAAGAACCTAGT 
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Table 8 

806765 lymphocyte cytosolic protein 2 (SH2 
domain-containing leukocyte protein of 
76kD) (LCP2), mRNA /cds= (207, 1808) 

665580 6 protein-coupled receptor V28 mRNA, 

complete cds /cds=(87, 1 1 54) 
984286 nuclear domain 10 protein (NDP52), 

mRNA /cds=(54, 1394) 
806853 eukaryotic initiation factor 28-epsiIon 

mRNA, partial cds /cds=(0,1925) 
1 314245 phospholipase A2, group VII (platelet- 
activating factor acetylhydrolase, 

plasma) (PLA2G7), mRNA 

/cds=(161,1486) 
1 125049 RP1 and complement C4B precursor 

(C4B) genes, 
862406 Cas-Br-M (murine) ectropic retroviral 

transforming sequence b (CBLB), 

mRNA/cds=(322,2634) 
903981 interleukin 2 receptor, alpha (IL2RA), 

mRNA /cds=(1 59,977) 
9401 81 ubiquitin specific protease 1 4 (tRNA- 

guanine transglycosylase) (USP14), 

mRNA /cds=(91, 1575) 
1 045451 interieukin-1 3 (IL-1 3) precursor gene, 

complete cds 
975336 interleukin 1 1 receptor, alpha (IL1 1 RA), 

mRNA/cds=(5,1273) 
1 1 55222 interleukin 17 (cytotoxic T-lymphocyte- 

associated serine esterase 8) (IL17), 

mRNA/cds={53,520) 

1 136227 damage-specific DNA binding protein 1 

(127kD) (DDB1), mRNA 

/cds=(109,3531) 
984968 signaling lymphocytic activation 

molecule (SLAM), mRNA 

/cds=(1 33,1 140) 
104921 8 aldehyde dehydrogenase 9 (gamma- 

aminobutyraldehyde dehydrogenase, 

E3 isozyme) (ALDH9),.mRNA 

/cds=(377,1858) 
1497857 Homo sapiens, glyceraldehyde-3- 

phosphate dehydrogenase, done 

MGC:10926 IMAGE.3628129, mRNA. 

complete cds /cds=(2306,3313) 
1 145292 baculoviral IAP repeat-containing 2 

(BIRC2), mRNA /cds=(1 159,3015) 
2228241 matrix metallo proteinase 19 (MMP1 9), 

transcript variant rasi-3, mRNA 

/cds=(1 642,1 899) 
1184691 TAR (HIV) RNA-binding protein 1 

(TARBP1), mRNA /cds=(0,4865) 
1 173904 splicing factor 3b, subunit 2, 145kD 

(SF3B2), mRNA/cds=(48,2666) 
1230563 DEAD/H (Asp-Glu-Ala-Asp/His) box 

polypeptide 21 (DDX21), mRNA 

/cds=(265,2412) 
2058395 Ras-related GTP-binding protein 

(RAGA), mRNA/cds=(31;972) 
1 1 51 1 69 signal transducer and activator of 

transcription 5A (STAT5A), mRNA 

/cds=(640,3024) 
1 280140 small inducible cytokine subfamily A 

(Cys-Cys), member 11 (eotaxin) 

(SCYA11), mRNA/cds=(53,346) 
3077821 truncated calcium binding protein 

(LOC51149), mRNA /cds=(21 9,695) 
13570016 DNA-dependent protein kinase 

catalytic subunit (DNA-PKcs) mRNA, 

complete cds /cds=(57, 12443) 
4220427 done 25038 mRNA sequence 

/cds=UNKNOWN 
1 3781 06 thymine-DNA grycosylase (TDG), 

mRNA /cds=(399,1 631) 
1 262925 IQ motif containing GTPase activating 

protein 2 (IQGAP2), mRNA ■ 

/Cds=(222,4949) 
1377850 602708243F1 cDNA, 5* end 

/ctone=IMAGE:4844914 /clone_end=5' 



1 AGGACTGAACTGAACCCCTCCCCATG 
AACACAAGGGTTTTATCCTTTCCT 



1 GATGTGGTAACTGTTAAATTGCTGTG 

TATCTG ATAGCTCTTTG GCAGTCT 
1 GATCAAAAGGGCTATGGGAAGGGCA 

GACCCCGCCAATGATTTCTCTTCAC 
1 GAACAGCTTTGTGCTCCGGCTTTCCC 

TCAG GGAACAG C AGAGAG CAGTTG 
1 TCCAGGGACCAACATTAACACAACCA 

ATCAACACATCATGTTACAGAACT 



1 TATTAMGGCTTTTGGCAGCAAAGTG 
TCAGTGTTGGCAGCGAAGTGTCAG 

1 TTCA CAAGATGCTTTGAAGGTTCTGA 
TTTTCAACTGATCAAACTAATGCA 

1 ACTAATTTGATGTTTACAGGTG GACA 
CACAAGGTGCAAATCAATGCGTAC 

1 ACTGTACAATTTCTGAAGATGGTTATT 
AACACTGTGCTGTTAAGC ATC CA 

1 CTGTGTCTGGCACCACCCACACATCC 
ATGTCTCCCTC AC AACCCAG GAG G 

1 CATGTATGTAGGTGCCTGG GAGTGT 
GTGTGGTCCTTGCTCTGGCCCTTTC 

1 ATTCAATTCCAGAGTAGTTTCAAGTTT 
CACATCGTAACCATTTTCGCCCG 



1 TCTTCGGAAAGAAGAAGGTGGGAGG 
ATGTGAATTGTTAGTTTCTGAGTTT 

1 ATCAAGCCTCTGTGCCTCAGTTTCTC 
TCTCAGGATAAAGAGTGAATAGAG 

1 GCGATAGAGGAAATCTACTCCCTATC 
TTGGGTCCTTGAACTACAGCCTGC 



1 CTAGGGAGCCGCAC CTTGTCATGTAC 
C ATCAATAAAGTACCCTGTG CTCA 



1 TTTCTCCCCCTAGTTTGTGAGAAACA 
TCTCAATAAAGTGCTTTCCAAAAA 

1 TCCCATCAAAAAGGTATCAAATGCCT 
TGGAAGCTCCCTGATCCTACAAAA 

1 TG CC AAAAGTTTGCCATGTG CCTTAA 
ACATATTACTATATATTTTCCCCT 

1 CAGTTCCCAAGGACTTGTCATTTCAT 
GTTCTTATTTTAGACCTGTTTTGT 

1 TTACCAAGAAGGACTTAAGGGAGTAA 
GGGGCGCAGATTAG CATTGCTCAA 

1 GATATGCACATCAAAGCCTTTACCAG 
TATCTTCCTGTATTCCGTATCAGA 

1 CTCTGAG GCGTG AGG ACTCG C AGTC 
AGGGGCAGCTGACCATGGAAGATTG 

1 CCTCTCTTCCTCC CTGG AATCTTGTA 
AAGGTCCTGGCAAAGATGATCAGT 

1 GCCTCCTGGTCTCTTCAC CACTGTAG 
TTCTCTCATTTCCAAACCATCAGC 

1 TTTTCCTTCTAAC ACTTGTATTTG GAG 
GCTCTTCTGTGATTTTGAGAAGT 

1 TGAATTGCCTGTTC AGG GTTCCTTAT 
GCAGAGAAATAAAGCAGATTCAGG 

1 GGACATCCACTAGAGATGGGTTTGAG 
GATTTTCCAAGCGTGTAATAATGA 

1 TTGC AC GCAGAG CCTTTAAGTG ACTA 
AG GAACAACATAGATAGTG AG CAT 

1 ACTTTAATCTGATCTTGTGTCTTAGAG 
AAGCCCCCATACCTG GTAGAGCA 
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Hs. 183556 U53347 14782B0 

Hs.333527 U53530 1314642 
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Hs. 1691 91 U58913 4204907 

Hs.11383 U59808 4097420 

Hs.79089 U60800 1663566 
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Hs.30035 U61267 1418285 
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Hs.177584 U62961 1519051 
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Hs.73165 U64198 1685027 
Hs.279939 U65590 1794218 

Hs.73172 U67369 1698691 
Hs.84264 U70439 1698782 

Hs.82116 U70451 1763090 

HS.1 17005 U71383 2411474 

Hs.12045 U72514 2276395 

Hs.183684 U73824 1857236 

NA U75686 2801402 

Hs.20191 U76248 2673967 
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Hs.76507 U77396 1684871 

Hs.78103 U77456 1679778 

Hs.80205 U77735 1750275 



Table 8 

interferon regulatory factor 4 (IRF4), 
mRNA/cds=(105 ( 1460) 
interferon regulatory factor 4 (IRF4), 
mRNA /cds=(105,1460) 
solute carrier family 1 (neutral amino 
acid transporter), member 5 (SLC1A5), 
mRNA/cds=(590,2215) 
cDNA FLJ13685 fis, clone 
PLACE2000039, highly similar to 
DYNE IN HEAVY CHAM. CYTOSOLIC 
/cds=UNKNOWN 

eukaryotlc translation initiation factor 3, 
subunit 3 (gamma, 40kD) (EIF3S3), 
mRNA/cds=(5,1063) 
tumor protein p53-binding protein, 2 
(TP53BP2), mRNA/cdS=(756,3773) 
small Inducible cytokine subfamily A 
(Cys-Cys), member 23 (SCYA23), 
mRNA /cds=(71 ,433) 
small inducible cytokine subfamily A 
(Cys-Cys), member 13 (SCYA13), 
mRNA/cds=(75,371) 
sema domain, immunoglobulin domain 
(Ig), transmembrane domain (TM) and 
short cytoplasmic domain, (semaphorin) 
4D (SEMA4D), mRNA /cds=(87,2675) 

oncostatin M receptor (OSMR), mRNA 
/cds=(367,3306) 
enhancer of zeste (Drosophila) 
homolog 2 (E2H2), mRNA 
/cds=(57,2297) 

splicing factor, arginine/serine-rich 
(transformer 2 Drosophila homolog) 10 
(SFRS10), mRNA /cds=(121 ,987) 
complement component 3a receptor 1 
(C3AR1), mRNA /cds=(0, 1448) 
3-oxoacid CoA transferase (OXCT), 
nuclear gene encoding mitochondrial 
protein, mRNA /cds=(98,1 660) 
small inducible cytokine subfamily A 
(Cys-Cys), member 20 (SCYA20), 
mRNA/cds=(58,348) 
interleukin 12 receptor, beta 2 
(IL12RB2), mRNA/cds=(640,3228) 
mitochondrial carrier homolog 1 
(MTCH1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(0,1H8) 

growth factor independent t (GFI1), 
mRNA /cds=(267,1 535) 
Homo sapiens, acidic protein rich in 
leucines, clone MGC:8650 
IMAGE:2961642, mRNA, complete cds 
/cds=(21 1,966) 
myteoid differentiation primary 
response protein MyD88 mRNA, 
complete cds /cds=(32, 922) 
sialic acid binding Ig-like lectin 5 
(SIGLEC5), mRNA/cds=<142,1797) 
Homo sapiens, Similar to gene rich 
cluster, C2f gene, clone MGC: 16358 
IMAGE:3927564, mRNA, complete cds 
^5^(278,733) 

eukaryotic translation initiation factor 4 
gamma, 2 (EIF4G2), mRNA 
/cds=(306,3029) 

Poly(A)-binding protein, cytoplasmic 4 
(inducible form) 
hSIAH2 mRNA, complete cds 
/cds=(526,1500) 
heterogeneous nuclear 
ribonucleoproteln A/B (HNRPAB), 
transcript variant 1 , mRNA 
/cds=(224,1219) 

LPS-induced TNF-alpha factor (PIG7) 
mRNA/cds=(233,919) 
nucleosome assembly protein Hike 4 
(NAP1L4), mRNA/cds=(149,1276) 
pim-2 oncogene (PIM2), mRNA 
/cds=(185,1189) 
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TGTAGGAAAGGATGCTTCACAAACTG 

AG GTAGATAATGCTATGCTGTCGT 

TGTAGGAAAGGATGCTTCACAAACTG 

AGGTAGATAATGCTATGCTGTCGT 

CTGGGGAGAGGCTGAGGACAAATAC 

CTGCTGTCACTCCAGAGGACATTTT 

CATTACTTGTGAGCTGCTGAACAAAC 
AAGTCAAGGTGAGCCCGGACATGG 



AAGAAGTTAACATGAACTCTTGAAGT 
CACACCAGGGCAACTCTTGGAAGA 

GAAACTTGCTACAGACTTACCCGTAA 
TATTTGTCAAGATCATAGCTGACT 
TGGACACACGGATCAAGACCAGGAA 
GAATTGAACTTGTCAAGGTGAAGGG 

TG CTAAATATGTTATTGTGGAAAG AT 
GAATGCAATAGTAGG ACTG CTGAC 

AG CAATAAACTCTGGATGTTTGTGCG 
CGTGTGTGGACAGTCTTATCTTCC 



TCCTCTTTTCTTTCAAGAACTATATAT 
AAATGACCTGTTTTCACGCGGCC 
A G CTGC AAAGTGTTTTGTACCAGTGA 
ATTTTTGCAATAATGCAGTATGGT 

TTGCTTACCAAAGGAGGCCCAATTTC 
ACTCAAATGTTTTGAGAACTGTGT 

ACATAGTGAAAGTTTATAAGAGGATG 
AAGTGATATGGTGAGCAGCGGACT 
AAC AG CCTTTCTGGCTGACCACATGG 
TTAAATGCATACCTTCCCAGTACT 

TGTGCCTCACCTGGACTTGTCCAATT 
AATGAAGTTGATTCATATTGCATC 

CTATAGATGAAGACATAAAAGACACT 
GGTAAACACCAATGTAAAAGGGCC 
AGCTGTTGATGCTGGTTGGACAGG7T 
TGAGTCAAATTGTACTTTGCTCCA 



TGGGAAGGAAGGCTCTGTCTTCAACT 
CTTTGACCCTCCATGTGTACCATA 
GATTCTTGCTGTAGC GTGGATAGCTG 
TGATTGGTGAGTCAAC CGTCTGTG 



TGGGCATTTTAAAGCCATCTCAAGAG 
G CATCTTCTACATGTTTTGTACG C 

AAGTCAGGGACCACTTGCTGAAGCA 
CGAAGAGCCCTTGTGGCAATGTTAA 
GACTGCTGGAAGATGATCTTTCTGCA 
CTGAGACTGTGGAGTTTGGGGAAG 



TTGTG GGTGTGAAACAAATGGTGAGA 
ATTTGAATTGGTCCCTC CTATTAT 

AATTCCAGCTGAGCGCCGGTCGCTA 

CCATTACCGTTGGTCTTGGTGTCAA 

CCCCAACCCTCAAATTAAAACTAGAA 

CTA TAGA TCCACATGAACGCACGC 

AGCTTTTGAAATAAAATTTAAAAACCC 

CAAGCCTGGGTGAGTGTGGGAAA 



TCTGTAATCAAATGATTGGTGTCATTT 

TCCCATTTGCCAATGTAGTCTCA 

GCCCCACCATTCATCCTGTCTGAAGG 

TCCTGGGTTTGGTGTGACCGCTTG 

TTCCTGCCTGGA7TATTTAAAAAGCC 

ATGTGTGGAAACCCACTATTTAAT 
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Table 8 

1699000 zinc finger protein 165 (ZNF165), 

mRNA /cds=(567 ,2024) 
1 71 0245 clone 23548 mRNA sequence 

/cds=UNKNOWN 
2565045 CAGF28 mRNA, partial cds 

/cds=(0,2235) 
2565060 mRNA for KIAA1 81 8 protein, partial 

cds /cds={0,3473) 
4580010 cDNA FLJ14502 fis, clone 

NT2RM1000244, highly similar to 

TRAF4 associated factor 1 mRNA 

/cds=UNKNOWN 
2072424 non-lens beta gamma-crystallin like 

protein (AIM1) mRNA, partial cds 

/cds=(0,4913) 
2623760 Aac1 1 (aad 1) mRNA. complete cds 

/cds=(77,1663) 
1 888522 small inducible cytokine subfamily D 

(Cys-X3-Cys), member 1 (fractalkine, 

neurotactin) (SCYD1), mRNA 

/cds=(79,1272) 
221 8086 phosphomannomutase 2 (PMM2), 

mRNA/cds=(48,788) 
2388626 small inducible cytokine subfamily A 

(Cys-Cys), member 25 (SCYA25), 

mRNA/cds=(0,452) 
231 7893 phosphatldylinositol 3-kinase catalytic 

subunit p1 10delta mRNA, complete cds 

/cds=(1 95.3329) 
1 B35785 nucleolar protein p40; homolog of yeast 

EBNA1-binding protein (P40), mRNA 

/cds=(142,1062) 
4099505 proliferation-associated 2G4, 38kD 

(PA2G4). mRNA/cdS=(97,1281) 
1 946346 ELL-RELATED RN A POLYMERASE II, 

ELONGATION FACTOR (ELL2), 

mRNA/cds=(0,1922) 
2062687 butyrophilin. subfamily 2, member A1 

(BTN2A1), mRNA/cdS=(210.1793) 
2062697 butyrophilin. subfamily 3, member A3 

(BTN3A3), mRNA/cds=(171,1925) 
2062705 butyrophilin (BTF5) mRNA, complete 

cds/cds=(359,1900) 
1 913882 Homo sapiens, clone IMAGE:3451448, 

mRNA. partial cds /cds=(0,901) 

6649661 HSPC205 mRNA, complete cds 

/cds=(1 90,681) 
2055430 eukaryotic translation initiation factor 3, 

subunit 5 (epsilon. 47kD) (EIF3S5), 

mRNA /cds=(6,1 079) 
2343084 cDNA: FLJ22071 fis, clone HEP1 1 691 

/cds=UNKNOWN 
2253680 mRNA for CASH alpha protein 

/cds=(481,1923) 
32122 major histocompatibility complex, class 

II, DR beta 5 (HLA-DRB5), mRNA 

/cds=(29,829) 
29903 cellular oncogene c-fos (complete 

sequence) 
1271875 yz99f01.rt cDNA.S'end 

/clone=lMAGE:291193 /clone_end=5' 
1271910 2NbHM cDNA clone IMAGE:291255 5* 

similar to 

1 274578 spleen 1 NFLS cDNA clone 

IMAGE:296099 5' 
1275820 za62d04.r1 cDNA, 5' end 

/cione=IMAGE:297127/ 
1 290934 capicua protein (CIC) mRNA, complete 

cds /cds=(40,4866) 
1295429 neuropilin 2 (NRP2), mRNA 

/cds=(0,2780) 
1295576 602628774F1 cDNA, 5' end 

/clone=IMAG E:4753483 /clone_end=5' 

1 302933 we58c01 .x1 cDNA, 3' end 

/clone=IMAGE:2345280 /clone_end=3' 

1331869 ELL-RELATED RNA POLYMERASE II. 
ELONGATION FACTOR (ELL2), 
mRNA /cds=(0, 1922) 



AGCCTTCAGTCAGAGCTCAAACCTTA 
GTCAACACCAGAGAATTCACATGA 
G AATTTTCAGTTTG TG CTTA C ATTTTC 
TAACATTGGATGTTTGCTTTGGC 
TATG ACTTTAAGAGC CC AC ATTAGGT 
TTTATGATTC ATTTG CC AG GTTTT 
GGCGTGCCGTTGAGGGGGAAAACGA 
AG CC CAGTATTTGCTACTGTTTTTC 
CTCTTGGG C ATAAAATCTC AG AGGAA 
GCTACTTAGGACATC ATCTTG GCC 



TCTACAGTAGCCTGTGCTGAACTGAT 
CTCTTAAATAAACTTG CTTCTGGT 

TTCTCAAGTTTGATACTGAGTTGACT 
GTTCCCTTATCCCTCACCGTTCCC 
AGACTTTTCCAACCCTCATCACCAAC 
GTCTGTGCCATTTTGTATTTTACT 



CCAGCGGCATCTTTCCTTGTCGAATG 
ATACTGTAATGACCTTCCAAAGTG 
TCTGGTCATTCAAGGATCCCCTCCCA 
AGGCTATGCTTTTCTATAACTTTT 

TGTGGGTTGAGACCAGCACTCTGTGA 
AACCTTGAAATGAGAAGTAAAGGC 

TGAATACAAAGAACCAAGAAAAAGGA 
ATGAAGACTCGCAATTTCACGACA 

CTGAATTTGGTTTTGGG AGGTGAGG C 
TTCCCAAC CACGGAAGACTACTTT 
GGCTCACATCAAAAGGCTAATAGGTG 
AATTTGACCAACAGCAAGCAGAGT 

GACGCCTTACAAATGATGGAGGATTC 
CAAAGAGTTTTTGTTTATTTGGGT 
CCTGGTCATTGGTGGATGTTAAACCC 
ATATTCCTTTC AACTG CTGCCTGC 
TGGTGGATGTTAAACCAATATTCCTTT 
CAACTGCTGCCTGCTAGGGAAAA 
CAGCTCTGGGAAATAGAAGACTAGG 
GTTGTTTCTTAAATTTAG CTCATGT 

TGACTTATGAGCTGTGACTCAACTGC 
TTCATTAAACATTCTGC ATTGG GT 
ACACTGAGATAGTCAGTTGTGTGTGA 
CTCTAATAAACGGAG CCTACCTTT 

TTTGTAAGCGAAG GAG ATGGAGGTC 
GTCTTAAACC AGAG AG CTACTGAAT 
GGATGATAACACCCTATGCCCATTGT 
CCTGATCTGAAAATTCTTGGAAAT 
CTTTG CCTAAACCCTATG GCCTC CTG 
TGCATCTGTACTCACCCTGTACCA 

AAAAGCATTTAAGTTGAATGCGACCA 

ACCTTGTGCTCTTTTCATTCTGGA 

CCTTGAGAAACACCCATCTCCACTCC 

TAGACAAACCAATGAACATTAGTC 

TCTTAAGGTGTGGCAGAGACAGGGT 

ATTTG GG ATATACTTTTCAG ACTCC 

AACAATAAAATATG GCTAG ACTG GCC 

TCTGGTTGCCTAAACAGAGCATCA 

CTTAACTGAGGGCTTGTCCTGGTTAT 

AAATGTCTGGGTGGGGGTGGGCAC 

AACTGTGAGGC AAATAAAATG CTTCT 

CAAACTGTGTGGCTCTTATGGG GT 

GTGG CTAAGTC ATTG C AG GAACGG G 

GCTGTGTTCTCTGCTGGGACAAAAC 

ATTGCGACTGTATGGAGAAGAACTGT 

TTGTCATTCAGTGCCGTGGGATAT 

TTTATAGAACAATTCCTTTCTCTTCTC 
TTGAATGTGGCAGTCATTACTGC 

TTGATTAGAGCAATGGGAAGCATACT 
GTGGCCTACCAGCATCTGGAAGTG 
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3693 Table 3A 

3694 Table 3A 

3695 Table 3A 

3696 Table 3A 

3697 Table 3A 

3698 Table 3A 

3699 Table 3A 

3700 Table 3A 

3701 Table 3A 

3702 Table 3A 

3703 Table 3A 

3704 Table 3A 



NA 

Hs.21812 

Hs. 163846 

Hs.8294 

Hs.<303157 

Hs.75514 

Hs.1724 

Hs.95327 

Hs.1103 
Hs.1217 
Hs.2233 
Hs.174142 



W56487 

W74397 

W79598 

W80882 

X00437 

X00737 

XO1057 

X01451 

X02812 
X02994 
X03656 
X03663 



3705 
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Hs. 14376 


X04098 


3706 


Table 3A 


Hs.74451 


X04106 


3707 


Table 3A 


Hs.198365 


X04327 


3708 


TaWe3A 


Hs.58685 


X04391 


3709 


Table 3A 


Hs.93913 


X04430 


3710 


Table 3A 


Hs.2253 


X04481 


3711 


Table 3A 


Hs.2247 


X04688 


3712 


Table 3A 


Hs.79015 


X05323 


3713 


Table 3A 


Hs.78225 


X05908 


3714 


Table 3A 


Hs.36972 


X06180 


3715 


Table 3A 


Hs.81665 


X06182 


3716 


Table 3A 


Hs.173255 


X06347 


3717 


db mining 


Hs.2014 


X06557 


3718 


Table 3A 


Hs. 153003 


X0S95S 



3719 Table 3A 

3720 Table 3A 

3721 Table 3A 

3722 Table 3A 

3723 Table 3A 

3724 Table 3A 

3725 Table 3A 

3726 Table 3A 

3727 Table 3A 



Hs.77202 X07109 

Hs.89751 X07203 

Hs.77436 X07743 

Hs.318885 X07834 

Hs.78056 X12451 

Hs.193400 X12830 

Hs.856 X13274 

Hs.2299 X13444 

Hs.234489 X13794 



1358345 

1384683 
1390869 
1391906 
36748 
35564 
33812 



Table 8 

zc59c07.r1 

Soares_paraihyrold_turnor_NbHPA 
cONA done 
AL562895 cDNA 

/clone=CS0DC021 YO20-(3-prime) 
putative N6-DM-methyltransferase 
(N6AMT1), mRNA/cds=(29,673) 
KIAA0196 gene product (KIAA0196), 
mRNA /cds=(273,3752) 
mRNA for T-cell specific protein 
/Cds={37,975) 

nucleoside phosphorylase (NP), mRNA 
/cds=(1 09,978) 
interteukin-2 receptor 



36774 CD3D antigen, delta polypeptide (TTT3 
complex) (CD3D), mRNA/cds=(0,515) 



37092 
28379 
31687 
29899 

28338 
35327 
29480 
37186 
32673 
34627 
33835 



transforming growth factor, beta 1 
(TGFB1), mRNA/cds=(841,2016) 
adenosine deaminase (ADA), mRNA 
/cds=(95,1186) 

gene for granulocyte colony-stimulating 
factor (G-CSF) 

colony stimulating factor 1 receptor, 
formerly McDonough feline sarcoma 
viral (v-fms) oncogene homolog 
(CSF1R), mRNA/cds=(300,3218) 
actin, gamma 1 (ACTG1), mRNA 
/cds=(74,120l) 
calpain 4, small subunit (30K) 
(CAPN4), mRNA/cds=(158,964) 
2,3-bisphosphoglycerate mutase 
(BPGM), mRNA /cds=(1 10,889) 
CDS antigen (p56-62) (CD5), mRNA 
/cds=(72,1559) 

interleukin 6 (interferon, beta 2) (IL6) 
mRNA fcds=(62,700) 
complement component 2 (C2), mRNA 
/cds=(36,2294) 

interleukin 5 (colony-stimulating factor 
eosinophil) (IL5), mRNA /cds=(44,448)' 

34742 MRCOX-2 gene signal sequence 

34387 annexinA1(ANXA1),mRNA 

/cds=(74,lH4) 
29819 CD7 antigen (p41) (CD7), mRNA 

/cds=(0,722) 
34084 v-kit Hardy-Zuckerman 4 feline 

sarcoma viral oncogene homolog (KfT) 
mRNA /cds=(21, 2951) 
37540 small nuclear ribonudeoprotein 
polypeptide A (SNRPA), mRNA 
/cds=(1 25,973) 
37003 mRNA for T-cell receptor delta 

/cds=UNKNOWN 
320 1 4 serine/threonine kinase 1 6 (STK1 6), 

mRNA /cds=:(1 1 8, 1 050) 
35492 protein kinase C, beta 1 (PRKCB1) 

mRNA /cds=(1 36,2151) 
29775 membrane-spanning 4-domains, 

subfamily A, member 2 (Fc fragment of 
IgE, high affinity I, receptor for; beta 
polypeptide) (MS4A2), mRNA 
/cds=(90,983) 
35517 pleckstrin (PLEK), mRNA 

/cds=(60,1112) 
3651 7 superoxide dismutase 2, mitochondrial 
(SOD2), mRNA/cds=(4,672) 

29714 cathepsin L (CTSL), mRNA 
/cds=(288,1289) 

interleukin 6 receptor (IL6R), mRNA 
/cds=(437,1843) 

interferon, gamma (IFNG), mRNA 
/Cds={1 08,608) 

CD8 antigen, beta polypeptide 1 (p37) 
(CD8B1), mRNA fcds=(50 682) 
34314 lactate dehydrogenase B gene exon 1 
and 2 (EC 1.1.1.27) 



33845 
32691 
29826 



PCT/US01 747856 



TCAATTGAGGCCCCTTCCCTAAGATT 
ACAACATTGATAACCTGTCCTTTT 

CAGCCCTCCGTCGCTTTTTATAAAAC 

TTTGTGTGAGAAGAATATATTGAT 

ACTTCAGATCCTTTTGTGTTTAAATAA 

AG G AAAAGCTG CACATCCAAAAA 

AGCCTACCTCCTACCCCAGCTGTCTG 

TTGAGAGCAGTGCTGACCCCAGCA 

G AAG AG CTGCTCTCACCTCTCTGCAT 

CCCAATAGATATCCCCCTATGTGC 

GGGCTCAGTTCTGCCTTATCTAAATC 

ACCAGAGACCAAACAAGGACTAAT 

AAATACAAACATTCTAATTAAAGGCTT 

TGCAACACATGCCTTGTCTGTTT 

GCCATTACCAACTGTACCTTCCCTTC 

TTGCTCAGCCAATAAATATATCCT 

CACCAGGAACCTGCTTTAGTGGGGG 

ATAGTGAAGMGACAATAAAAGATA 

TGGGCATGGTTGAATCTGAAACCCTC 

CTTCTGTGGCAACTTGTACTGAAA 

CTGGGGAGGAGGTCCAGGGAGGAG 

GAGGAAAGTTCTCAAGTTCGTCTGAC 

AACTAAC AGTCACG CCGTGGG ATGTC 

TCTGTCCACATTAAACTAACAGCA 



GGTTTTCTACTGTTATGTGAGAACATT 

AGGC CCCAGCAACACGTCATTGT 

TTTGTCTATATTCTGCTCCCAG CCTG 

CCAGGCCAGGAGGAAATAAACATG 

TTCCTCTTTGGCCACAAGAATAAGCA 

GCAAATAAACAACTATGGCTGTTG 

CTCATCTAAAGACACCTTCCTTTCCA 

CTGGCTGTCAAGCCACAGGGCACC 

GCAGTTTGAATATCCTTTGTTTCAGA 

GCCAGATCATTTCTTGGAAAGTGT 

CCCTGGTTGACTTGACTCATGCTTGT 

TTCACTTTCACATGGAATTTCCCA 

TCAGAGGGAAAGTAAATATTTCAGGC 

ATACTGACACTTTGCCAGAAAGCA 

CACAAG GTAAAGAAACTCAATTCCCC 

TGCTTGGAGCCCAGCAAACACAAT 

TGTGGAGGAAACTAAACATTCCCTTG 

ATGGTCTCAAGCTATGATCAGAAG 

GGAGGAGACCAGTCCCCCACCCAGC 

CGTACCAGAAATAAAGGCTTCTGTG 

TGTGTAAATACATAAGCGGCGTAAGT 

TTAAAGGATGTTGGTGTTCCACGT 

CGCTGTTAGGCCGGAATTAAAGTGG 
CTTTTTGAGGTTTGGTTnTCACAA 

GGGGTTTATGTCCTAACTGCTTTGTA 

TGCTGTTTTATAAAGGGATAGAAG 

ACACCAACCTGCTTCCACTTTATTCTT 

GTTTACACATTCTCCTGCTCCCA 

AAGATGTTTGTG GAAATGTTCATTTGT 

ATCTGGATCTCTGTTATGTGCCA 

GAGTTACCACACCCCATGAGGGAAG 

CTCTAAATAGCCAACACCCATCTGT 



TTCCTGAAGCTGTTCCCACTCCCAGA 
TGGTTTTATCAATAGCCTAGAGGT 
TACTTTGGGGACTTGTAGGGATGCCT 
TTCTAGTCCTATTCTATTGCAGTT 

TCGAATCATTGAAGATCCGAGTGTGA 

TTTGAATTCTGTGATATTTTCACA 

ATATCCAATATTCGCTGTGTCAGCAT 

AGAAGTAACTTACTTAGGTGTGGG 

TTGTTGACAACTGTGACTGTACCCAA 

ATGGAAAGTAACTCATTTGTTAAA 

AAGTTTCTCAGCTCCCATTTCTACTCT 

CCCATGGCTTCATGCTTCTTTCA 

TCTCCATGTTGTCAAAATCATGCCGT 

TTATAGCTATTTTCACCTCAGTGG 
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literature 


Hs.89137 


X13916 


3729 


Table 3A 


Hs.82120 


X14008 


3730 
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Hs.77424 


X14356 
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Hs.87409 


X14787 
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Hs.289088 


X15183 


3733 


Table 3A 


Hs.339703 


X16277 


3734 
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3736 


Table 3A 


Hs.14601 


X16663 


3737 


Table 3A 


Hs.176663 


X16863 


3738 


Table 3A 


Hs.271986 


X17033 


3739 


Tahlo ^A 

1 dUlc On 


Hs 1908 




3740 


Table 3A 


Hs.342863 


X17094 


3741 


Table 3A 


Hs.198951 


X51345 


3742 


Table 3A 


Hs.3268 


X51757 


3743 


Table 3A 


Hs.76053 


X52104 


3744 


Table 3A 


Hs.323098 


X52142 


3745 


literature 


Hs.99987 


X52221 


3746 


Table 3A 


Hs.278544 


X52882 


3747 


Table 3A 


Hs.85266 


X53587 


3748 


Table 3A 


Hs.117950 


X53793 


3749 


Table 3A 


MA 

nt\ 


X53795 


3750 


Table 3A 


Hs.1 05938 


X53961 


3751 


Table 3A 


Hs.55921 


X54326 


3752 


Table 3A 


Hs.789 


X54489 


3753 


Table 3 A 


Hs.74085 


X54870 


3754 


Table 3A 


Hs.83758 


X54942 


3755 


Table 3A 


Hs.283330 


X55733 


3756 


Table 3A 


HS.312670 


X55740 


3757 


Table 3A 


H.S.85112 


X57025 



Table 8 

34338 low density lipoprotein-related protein 1 
' (alpha-2-macroglobulin receptor) 

(LRP1), mRNA /cds=(466,14100) 
34433 nuclear receptor subfamily 4, group A, 

member 2 (NR4A2), mRNA 

/cds=(317,2113) 
31 331 Fc fragment of IgG, high affinity la, 

receptor for (CD64) (FCGR1A), mRNA 

/cds=(0,1124) 
37464 thrombospondin 1 (THBS1), mRNA 

/cds=(11 1,3623) 
32487 heat shock 90kD protein 1, alpha 

(HSPCA), mRNA /cds=(60,2258) 
35137 zv26f06.r1 cDNA, 5' end 

/clone=lMAGE:754787 /done_end=5' 
37197 mRNA for transmembrane 

carcinoembryonic antigen BGPa 

(formerly TM1 -CEA) /cds=(72,1652) 
35070 methylene tetrahydrofolate 

dehydrogenase (NAD+ dependent), 

methenyitetrahydrofolate cyclohydroJase 

(MTHFD2), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds={76,1110) 
32054 hematopoietic cell-specific Lyn 

substrate 1 (HCLS1), mRNA 

/cds=(42,1502) 
31 321 leukocyte IgG receptor (Fc-gamma-R) 

mRNA, complete cds /cds=(17,718) 

33906 integrin, alpha 2 (CD49B, alpha 2 

subunit of VLA-2 receptor) (fTGA2), 

mRNA/cds=(42,3587) 
32432 proteoglycan 1 , secretory granule 

(PRG1), mRNA/cds=(24,500) 
31477 tg48f06.x1 cDNA, 3' end 

/clone=lMAGE:21 12035 /clone_end=3 , 

34014 )un B proto-oncogene (JUNB), mRNA 

/cds=(253,1296) 
35221 heat shock 70kD protein 6 (HSP70B') 

(HSPA6), mRNA/cds=(0,1931) 
3521 9 DEAD/H (Asp-Glu-Ala-Asp/His) box 

polypeptide 5 (RNA heticase, 68kD) 

(DDX5), mRNA /cds=(170,2014) 
30292 cDNA: FLJ23458 fis, clone HSI07327 

/cdS=UNKNOWN 
31215 ERCC2 gene, exons 1 & 2 (partia)) 

/cds=UNKNOWN 
31 1 380 acetyl-Coenzyme A acetyltransferase 2 

(acetoacetyl Coenzyme A thlolase) 

(ACAT2), mRNA /cds=(37,1 230) 

33950 integrin, beta 4 (1TGB4), mRNA 

/cds=(1 26,53*84) 
28383 multifunctional polypeptide similar to 

SAICAR synthetase and AiR 

carboxylase (ADE2H1), mRNA 

/cds=(24,1301) 
35832 R2 mRNA for an inducible membrane 

protein 

34415 lactotransferrin (LTF), mRNA 

/cds=(294,2429) 
31957 glutamyl-proIyl-tRNA synthetase 

(EPRS), mRNA /cds=(58,4380) 
34625 GR01 oncogene (melanoma growth 

stimulating activity, alpha) (GR01), 

mRNA /cds=(79,402) 
35062 DNA segment on chromosome 1 2 

(unique) 2489 expressed sequence 

(D12S2489E), mRNA/cds=(338 t 988) 
29978 CDC28 protein kinase 2 (CKS2), 

mRNA/cds=(95,334) 
8924082 hypothetical protein PR01843 

(PR01843), mRNA /cds=(964, 1254) 
23896 xn42c03.x1 cDNA, 3' end 

/clone=IMAGE:2696356 /clone_end=3 1 

33007 IGF-I mRNA for insulin-ljke growth 
factor I /cds=(1 66,627) 



GCCCCGTTTTGGGGACGTGAACGTTT 
TAATAAI I 1 1 I GCTGAATTCTTTA 

AGGTGG GC ACAAGTATTACACATCAG 
AAAATCCTGACAAAAGGGACACAT 

GTTCAACAACACCAGAACTGTGTGTC 
TC ATG GTATGTAACTCTTAAAGC A 

TTG ACCTCC CATTTTTACTATTTGC CA 
ATACCTTTTTCTAGGAATGTGCT 
AAAGCTGTTCAAATACTCGAGCCCAG 
TCTTGTGG ATG GAAATGTAGTGCT 
CTTAAGTCTGACGGACCTGTCCTGTC 
CAGGCCAGTGCCCAGGGAAGGTGT 
TTTCTAACCCTGACAC GG ACTGTG CA 
TACTTTC CCTCATCCATGCTGTGC 

CAGCAGCTGCCTGCTTTTCTGTGATG 
TATGTATCCTGTTGACTTTTCCAG 



TCCCTGAAGAAATATCTGTGAACCTT 
CTTTCTGTTCAGTCCTAAAATTCG 

ATGGGAGTAATAAGAGCAGTGGCAG 
CAGCATCTCTGAACATTTCTCTGGA 

ACCCATTTCTACTTTTTGCACCTTATT 
TTCTCTGTTCCTGAGCCCCCACA 

TGTGTTTGCAGAGCTAGTGGATGTGT 
TTGTCTACAAGTATGATTGCTGTT 
GGCCCAGCATTGCTGGTTCTATTTAA 
TGGACATGAGATAATGTTAGAGGT 

TGAATATAATATATTTGTGTATTTAAC 

AGGGAGGGGAAGAGGGGGCGATC 

TGGCACTTTAACATTGCTTTCACCTAT 

ATTTTGTGTACTTTGTTACTTGC 

AGTAAATGTACAGTGATTTGAAATAC 

AATAATGAAGGCAATGCATGGCCT 

CTTAATGTGACCTAG C AATAGGCATA 

GCTACGTGGCACTATATTCTGGCC 

AGGAGCACCTCACAGATG C CAAC CT 

CAACCTGACCGTGGACGAGGGTGTC 

CCACGACTTCTGCCCATTCTCTCCAG 

TGTGTGTAACAGGGTCACAAGAAT 



G GCCCAAACCTATTTGTAACCAAAG A 
G CTG GGAGCAG CACAAG GACCC AG 
G CG AGCAAGCATTTTGAAC ACATGGA 
TTTCCTTGAAGCAGGCTGACAAGA 



TCGGATGGGCTGTTTAGATGTTATAT 

AATC CACAAAAGGTTCATTGAGCT 

GGATTGCCCATCCATCTGCTTACAAT 

TCCCTGCTGTCGTCTTAGCAAGAA 

AAAATGAAGTCACACAGGACAATTAT 

TCTTATGCCTAAGTTAACAGTGGA 

GCCTTGTTTAATGGTAGTTTTACAGT 

GTTTCTGGCTTAGAACAAAGGGGC 

AGTGCCTTCCCTGCCTGTGGGGGTC 
ATGCTGCCACTTTTAATGGGTCCTC 

TrCCAGTCAGTTTTTCTCTTAAGTGCC 
TGTTTGAGTTTACTGAAACAGTT 
TCCAATGCAGTCCCATTCTTTATGGC 
CTATAGTCTCAC TCCCAACTACCC 
TGGTATAAGAAATGACTTTGAACCAC 
TTTG CAATTGTAGATTCCCAACAA 

C CCCTGCTACTTTGAAACC AG AAAAT 
AATG ACTG GCC ATTCGTTACATCT 
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3759 Table 3A 



3765 Table 3A 

3766 literature 

3767 Table 3A 



3769 Table 3A 

3770 Table 3A 

3771 Table 3A 

3772 Table 3A 

3773 Table 3A 

3774 Table 3A 

3775 Table 3A 

3776 Table 3A 

3777 Table 3A 

3778 db mining 



3781 Table 3A 

3782 Table 3A 

3783 Table 3A 



Hs.279920 X57346 



Hs.74405 X57347 



3760 Table 3A Hs.289110 X57809 

3761 Table 3A Hs.289110 X57812 

3762 Table 3A Hs.302063 X58529 

3763 Table 3A : Hs.302063 X58529 

3764 Table 3A Hs.155101 X59066 



Hs.83532 X59405 
Hs.861 X60188 

Hs.81634 X60221 



3768 Table 3A Hs.44926 X60708 



Hs.81226 
Hs.77054 

Hs.76913 

Hs.276770 

Hs.80684 

Hs.1 72690 
Hs.77522 

Hs.296014 

Hs.82359 

Hs.2490 



X60992 
X61123 

X61970 

X62466 

X62534 

X62535 
X62744 

X63563 

X63717 

X65019 



3779 Table 3A Hs.75248 X68060 

3780 Table 3A Hs.652 X68550 



Hs.1 16774 X68742 
Hs.77502 X68836 

Hs.1 92760 X69392 



Table 8 

231 1 3 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
beta polypeptide (YWHAB), mRNA 
/cds=(372,1112) 

32463 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
theta polypeptide (YWHAQ), mRNA 
/cds=(100,837) 

33714 rearranged immunoglobulin lambda 
light chain mRNA /cds=(9,710) 

33723 rearranged immunoglobulin lambda 
light chain mRNA/cds=(9,710) 

33480 rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region fcds=UNKNOWN 
33480 rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds=UNKNOWN 
28937 Homo sapiens ATP synthase, H+ 

transporting, mitochondrial F1 complex, 

alpha subunit, isoform 1 , cardiac 

muscle 

34508 H.sapiens, gene for Membrane 
cofactor protein /cds=UNKNOWN 

31 220 ERK1 mRNA for protein 

serine/threonine kinase /cds={72,121 1) 

509290 ATP synthase, H+ transporting, 

mitochondrial FO complex, subunit b, 
isoform 1 (ATP5F1), mRNA 
/cds=(32,802) 
35335 dipeptidylpeptidase IV (CD26, 

adenosine deaminase complexing 
protein 2) (DPP4), mRNA 
/Cds=(75,2375) 
29817 CD6 mRNA for T cell glycoprotein CD6 

/cds=(120,1526) 
29508 B-cell translocation gene 1 , anti- 
proliferative (BTG1), mRNA 
/cds=(308,823) 
296739 proteasome (prosome, macropain) 

subunit, alpha type, 5 (PSMA5), mRNA 
/cds=(21,746) 
29645 CDW52 antigen (CAMPATH-1 antigen) 
(CDW52), mRNA/cds=(24,209) 

32332 high-mobility group (nonhistone 

chromosomal) protein 2 (HMG2), 

mRNA /cds=(1 90,81 9) 
30822 diacylglycerol kinase, alpha (80kD) 

(DGKA), mRNA /cds=(1 03,2310) 
36052 major histocompatibility complex, class 

II, DM alpha (H LA-DMA), mRNA 

/cds=£45,830) 
36121 polymerase (RNA) ll (DNA directed) 

polypeptide B (140kD) (POLR2B), 

mRNA/cds=(43,3567) 
28741 tumor necrosis factor receptor 

superfamily, member 6 (TNFRSF6), 

mRNA/cds=(220,1227) 
33792 caspase 1, apoptosis-related cysteine 

protease (interleukin 1, beta, 

convertase) (CASP1), mRNA 

/cds=(0,1151) 
37230 topoisomerase (DNA) II beta (180kD) 

(TOP2B), mRNA/cds=(0,4865) 
37269 tumor necrosis factor (ligand) 

superfamily, member 5 (hyper-IgM 

syndrome) (TNFSF5). mRNA 

/cds=(39,824) 
33949 mRNA for integrin, alpha subunit 

/cds=UNKNOWN 
36326 Homo sapiens, methionine 

adenosyltransferase II, alpha, clone 

MGC14537 IMAGE:3010820, mRNA, 

complete cds /cds=(l 16,1 303) 
361 14 kinesin family member 5A (KIF5A), 

mRNA/cd*='M8,3246) 
447 



1 TGATCTGTCCAGTGTCACTCTGTACC 
CTCAACATATATCCCTTGTGCGAT 



1 AAAAGCCTTGTGAAAATGTTATGCCC 
TATGTAACAGCAGAGTAACATAAA 



CCACCACGGGAGACTAGAGCTGCAG 
GATCCCGGGGGAGG G GTCTCTCCTC 

CAGTG GAAGTCCC AC AGAAGCTACA 
GCTGCCAGGTCACGCATGAAGGGAG 

CCCACACTGCTTTGCTGTGTATACGC 
TTGTTGCCCTGAAATAAATATGCA 

CCCACACTGCTTTGCTGTGTATACGC 
TTGTTGCCCTGAAATAAATATGCA 

A C AAATTTCTTG G CTGG ATTTG AAGC 
TTAAACTCCTGTGGATTCACATCA 



1 AGAGACCAGTTTTCTCTGGAAGTTTG 
TTTAAATGACAGAAGCGTATATGA 

1 CGCCCCTGCCACCTCCCTGACCCGT 
CTAATATATAAATATAGAGATGTGT 

1 G CCAGTC AGATGTTTCTC ATCCTTCT 
TGCTCTGCCTTTGAGTTGTTCCGT 



AAATACTGATGTTC CTAGTGAAAGAG 
GCAGCTTGAAACTGAGATGTGAAC 



1 AGAAGCTGCACTAGGCCCCGAGTCC 
CCATGTGTCTCCTTGAATTGATGAG 

1 AAGTCTTTTCCACAAACCACCATCTAT 
TTTGTGAACTTTGTTAGTCATCT 

1 AAATTTTATTTCCAGCTCCTGTTCCTT 
GGAAAATCTCCATTGTATGTGCA 

1 CCTGAAACAGCTGCCACCATCACTCG 
CAAGAGAATCCCCTCCATCTTTGG 

1 TTCTGTGTGTATGGTAGCACAGCAAA 
CTTGTAGGAATTAGTATCAATAGT 

1 ACACACATACACACACCCCAAAACAC 
ATACATTGAAAGTGCCTCATCTGA 

1 GATCTCCTCTTAGGGTAGAAGAAGTC 
TCTGGGAC ATCCCTGG GGTGTGTG 

1 GGCTGCCGCAATAAAACCCAGATTTC 
TTTGGTGCGAATGCCTTACGCATG 

1 TCATCATCTGGATTTAGGAATTGCTC 
TTGTCATACCCC CAAGTTTCTAAG 

1 TGCCCACCACTGAAAGAGTGACTTTG 
ACAAGATGTTTCTACCTCTTCCCA 



TTTGATCAGGATTCAGATGTGGACAT 
CTTCC CCTCAG ACTTCCCTACTGA 
TCTACCTGCAGTCTCCATTGTTTCCA 
GAGTGAACTTGTAATTATCTTGTT 



CGGATTGTTGCTGTTAATGCTGCTCA 
TTTTAG CACTGTGGAAGA7TGGAT 
TAG AG ATTGTG AAG AAGAATTTC GAT 
CTCCGCCCTGGGGTCATTGTCAGG 



CTC CTGTTGGGTAAGGGTGTTGAGTG 
TGACTTGTGCTGAAAACCTGGTTC 
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Hs.251526 


NMJXJ62 


3790 


Table 3A 


Hs.156110 


X72475 
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Hs.156110 
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Hs.79081 
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Hs.1708 
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Hs.44313 
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Hs.151134 
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Hs.1 53961 
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Table 8 

1 01 5499 Sjogren syndrome antigen B 
(autoantigen La) (SSB), mRNA 
/cds=(72,1298) 

32627 mRNA; cDNA DKFZp434E0516 (from 
clone DKFZp434E0516) 
/cds=UNKNOWN 

37089 transforming growth factor, alpha 
(TGFA), mRNA/cds=(31,513) 

38457 splicing factor proline/glutamlne rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
/Cds=(85,2208) 
313011 Homo sapiens, clone MGC:15351 

1MAGE:4126712, mRNA, complete cds 
/cds=(87,1142) 
1 3435401 gene for monocyte chemotactic proteln- 
3(MCP-3)/cds=(0,329) 
441 41 8 cDNA: FLJ21 321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds=UNKNOWN 

441418 cDNA: FU21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
Immunoglobulin kappa light chain 
/cds=UNKNOWN 

402777 protein phosphatase 1 , catalytic 

subunit, gamma isoform (PPP1CC), 
mRNA /cds=(1 54,1 125) 

397375 intermediate filament protein syncoilin 
(SYNCOIUN). mRNA/cds=(168,623) 

671 526 chaperonin containing TCP1 , subunit 3 
(gamma) (CCT3), mRNA /cds=(0,1634) 

402648 v-rel avian reticuloendotheliosts viral 

oncogene homolog (REL), mRNA 

/cds=(177>2036) 
455418 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA /cds=(1 55,820) 
456258 testis enhanced gene transcript 

(TEGT), mRNA /cds=(40.753) 
415822 p130 mRNA for 130K protein 

/Cds=(69,3488) 
41 6030 p1 30 mRNA for 1 30K protein 

/cds=(69,3488) 
431 952 angio-associated, migratory cell protein 

(AAMP), mRNA/cds=(0,1358) 
434305 lipase A, lysosomal acid, cholesterol 

esterase (VVolman disease) (LIPA), 

mRNA/cds=(40,1239) 
556782 PAP mRNA /cds=UNKNOWN 

453963 thioredoxin (TXN), mRNA 

/cds=(63,380) 
483524 ERF-1 mRNA 3' end /cds=UNKNOWN 

531 1 05 synovial sarcoma translocation, 

chromosome 18 (SS18), mRNA 

/cds=(3,1178) 
495125 ribosomal protein L11 (RPL11), mRNA 

/cds=(0,536) 
695584 GDP dissociation inhibitor 1 (GDI1), 

mRNA /cds=(80,1423) 
2326523 adenosine deaminase, RNA-specific 

(ADAR), transcript variant ADAR-a, 

mRNA /cds=(1 87,3867) 
496897 heterogeneous nuclear 

ribonucleoprotein A1 (HNRPA1), 

transcript variant 2, mRNA 

/cds=(1 04,1222) 
619490 oxidase (cytochrome c) assembly 1-like 

(OXA1L), mRNA /cds=(0, 1487) 
551449 splicing factor 3a, subunit 3, 60kD 

(SF3A3), mRNA/cds=(8,1513) 
899299 stimulated trans-acting factor (50 kDa) 

(STAF50), mRNA /cds=(1 22,1 450) 

563B82 ARP1 (aclin-related protein 1, yeast) 
homolog A (centractin alpha) 
(ACTR1A), mRNA /cds=(57,1 187) 

448 



1 AAAAGGAAAACCGAATTAGGTCCACT 
TCAATGTCCACCTGTGAGAAAGGA 

1 GGAAGAACCGTCCAGAGCTGAGTGA 
CG CTGG GATCCGGGATCAAAGTTGG 

1 TGTGCATTGTTATTGAGTTGTACTGTA 
CCTTATTTGGAAGGATGAAGGAA 

1 CCCATTTCTTGTTTTTAAAAGACCAAC 
AAATCTCAAGCCCTATAAATGGC 



1 AGAAGCATGTCACTTTCATGTTCCTC 
CCTAACTCCCTGACCTGAGAACCC 

1 GGATG CTCCTC CCTTCTCTACCTCAT 
GGGGGTATTGTATAAGTCCTTGCA 

1 GCACCATCTGTCTTCATCTTCCGCCA 
TCTG ATG AGCAGTTG AAATCTG GA 



1 GCACCATCTGTCTTCATCTTCCGCCA 
TCTGATGAGCAGTTGAAATCTGGA 



1 AAAAGAAATCTGTTTCAACAGATGAC 
CGTGTACAATACCGTGTGGTGAAA 

1 GGCCTGTTACTCTC CATGACTAACTG . 
TGTAAGTG CTTAAAATGGAATAAA 

1 GGCAGCCC CCAGTCCCTTTCTGTCC 
CAGCTCAGTTTTCCAAAAGACACTG 

1 TCTTGATACCACCTATATAGATGCAG 
CATTTTGTATTTGTCTAACTGGGG 

1 CGGGCCTTGCATATAAATAACGGAGC 

ATACAGTGAGCACATCTAGCTGAT 
1 CTGTGCTTTTTGCTTG GGATAATGGA 

GTTTTTCTTTAGAAACAGTGCCAA 
1 TTGAGGGGATTAATATGAAAACTTAT 

GACCTCTTCCTTTAGGAGGGAGTT 
1 TGTTAAAAC CCCTATAGCCACCTTTT 

GGGAATGTTTTAAATTCTCCAGTT 
1 TGG CAG GC GTCAACCCC ATTTTATTT 

GTCCTTATTCCTGTGGAAGCAGTA 
1 AATACACCTGCTTCACGTCCCTATGT 

TGGGAAGTCCATATTTGTCTGCTT 

1 C AG G AAATGCAGCAACTTCAGGAAAT 

G CAG CAACAAAAATACCTACTCCT 
1 AAACCCAGTTG CC ATCTGCGTGACAA 

TAAAA C ATTAATG CTAAC ACTTTT 
1 TGCTGTATTACTTCTGAAAAGACTGT 

GCAGTGTGTTAGTTGTTGGCTGAA 
1 GTGTATGAGAGAGAGAGTGTGTGTTT 

GTGTGTTTCAAGGTCAGAACAGGT . 

1 TGGTTCCAGCAGAAGTATGATGGGAT 
CATCCTTCCTGGCAAATAAATTCC 

1 TGTCCCCTTCCCCACCCTCTAGTGTA 
TTTCACAGAAAACAAAACCTCCCA 

1 AGTCCAGTTTTATGATTCTGCTTTTAT 
GTGTCCCTTGATAACAGTGACTT 

1 AAACTCATCTGTCCAAGTTCGTGGCA 
GAAAGGAACGTCCTTGTGAAGACC 



1 AGAG CACTG GGTAG CCAAGTGATCTT 
CCCATTCACAGAGTTAGTAAACCT 

1 CCCCCAGAGACCCCATTTGCCTCTCA 
ACACTCAGACCTTCAACTG TTTTT 

1 CCAGTGACACCCCATATTCATCACAA 
AATTAAAGCAAGAAGTCCATAGTA 

1 TGACACCAAGACCCACCCCAATCCAG 
ACTTCACACAGTATTCTCCCCCAC 
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Hs.289103 X83300 

Hs.1 60483 X85116 

Hs.24143 X86019 

Hs.75410 X87949 

Hs.2007 X89102 



Hs.1 80433 
Hs. 13046 
Hs.335328 
Hs.2726 
Hs.78335 

Hs.75841 
Hs.3416 



X89602 
X91247 
X91348 
X92518 
X94232 

X94910 
X97324 



Hs.1 00555 X98743 

Hs.1 39262 X99699 
Hs.170121 Y00062 

Hs.51077 Y00093 

Hs.169476 Y00282 

Hs.76473 Y00285 

Hs.172182 Y00345 

Hs.180414 Y00371 

Hs.233950 Y00503 

Hs.75716 Y00630 



Hs.79368 
Hs.1 13503 

Hs.227817 
Hs.43913 
Hs.44499 
Hs.47007 



Y07909 
YC8830 

Y09397 
Y09631 
Y09703 
Y10256 



Y10313 
Y11251 



Hs.7879 
Hs.51957 
Hs.1 29953 Y11289 
Hs.106019 Y13247 



1150420 
1237037 
1418768 
1225979 
1292867 



Table 8 

603028 SMA4 mRNA /cds={66,488) 
1161561 epb72 gene exon 1 /cds=(6 1,927) 

2760482 Wiskott-Aldrich syndrome protein 

Interacting protein (WASPIP), mRNA 
/cds=(1 08,1619) 

1 143491 mRNA for BiP protein /cds=(222,2183) 

887455 tumor necrosis factor (ligand) 

superfamily, member 6 (TNFSF6), 
mRNA /cds=(1 57,1 002) 
rTS beta protein (HSRTSBETA), 
mRNA /cds=(1 7,1 267) 
thioredoxin reductase 1 (TXNRD1), 
mRNA /cds=(439,1 932) 
predicted non coding cDNA (DGCR5) 
/cds=UNKNOWN 
mRNA for HMGI-C protein 
/cds=(848,H77) 

microtubule-associated protein, RP/EB 
family, member 2 (MAPRE2), mRNA 
/cds=(112,1095) 
341 3292 chromosome 1 2 open reading frame 8 

(Cl2orf8), mRNA /cds=(1 1,796) 
1806039 adipose differentiation-related protein 
(ADFP), mRNA/cds=(0,1313) 

1498228 DEAD/H(Asp-Gtu-Ala-Asp/His)box 

polypeptide 18 (Myc-regulated) 

(DDX18), mRNA /cds=(71 ,2083) 
1869900 XIAP associated factor-1 

(HSXIAPAF1), mRNA /cds=(0,953) 
34275 protein tyrosine phosphatase, receptor 

type, C (PTPRC), mRNA 

/cds=(86,4000) 
35175 integrin, alpha X (antigen CD1 1C 

<p150), alpha polypeptide) (JTGAX), 

mRNA/cds={58,3549) 
36048 Homo sapiens, glyceraldehyde-3- 

phosphate dehydrogenase, clone 

MGC:10926 IMAGE:3628129, mRNA, 

complete cds /cds=(2306,331 3) 
33054 insulin-like growth factor 2 receptor 

(IGF2R), mRNA /cds={1 47,7622) 
35569 poly(A)-binding protein, cytoplasmic 1 

(PABPC1), mRNA/cds=(502,2403) 
32466 hsc70 gene for 71 kd heat shock 

cognate protein • 
34038 serine protease inhibitor, Kunitz type 1 

(SPINT1), mRNA /cds=(175,1716) 
35267 serine (or cysteine) proteinase Inhibitor, 

clade B (ovalbumin), member 2 

(SERPINB2), mRNA /cds=(72,1319) 



epithelial membrane protein 1 (EMP1), 
mRNA /cds=(21 8,691) 
Homo spalens mRNA for Ran_GTP 
binding protein 5 (RanBP5(lmportin5) 
gene)/cds=(236,3529) 
BCL2-related protein A1 (BCL2A1), 
mRNA /cds=(1 83,710) 
PIBF1 gene product (PIBF1), mRNA 
/cds=(0,2276) 

pinin, desmosome associated protein 
(PNN), mRNA/cds=(30,2261) 
mitogen-activated protein kinase 
kinase kinase 14 (MAP3K14), mRNA 
/cds=(232,3075) 
interferon-related developmental 
regulator 1 (IFRD1), mRNA 
/cds=(219,1580) 

splicing factor, arginine/serine-rich 2 
interacting protein (SFRS2IP), mRNA 
/cds=(1210,4656) 
Ewfng sarcoma breakpoint region 1 
(EWSR1), transcript variant EWS 
mRNAfcds=(43,2013) 
protein phosphatase 1, regulatory 
subunitlO(PPPlRio), mRNA 
/cds=(539,3361) 



1542882 
2253155 

1694788 
3925684 
4581462 
1841433 

2706510 

1848180 

2808510 

2117158 
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GACTGCAAGTCACTCTTAGGGGCTGT 
ACTTCCTTAGTACTGGTAG CATTA 
AACTGAGCATCACGAACCCTGTTTGG 
CAGACTGAGGTCACGATGGAGGGG 
TCCTCCATTGAAGAAGAATGTCAACA 
AGAAAGG AAAAATAGACAAACTG G 

AAGTCTCGAATGTAATTGGAATCTTC 
ACCTCAGAGTGGAGTTGAACTGCT 
CCATCGGTGAAACTAACAGATAAGCA 
AGAGAGATGTTTTGGGGACTCATT 

ACAAAAATAGCTATATCAAG GG CTG G 

CACCTAGACATTAAACTGTACTTT 

GTCCACCAGTCTCTGAAATTAGAACA 

GTAGG CGGTATGAGATAATCAGGC 

GAAATGTAGCTGGAGTCATCATTTAG 

CAG AG CACGGTGTCCCTGGGTTG G 

GCCTCTGTGATCCCCATGTGTTTTGA 

TTCCTGCTCTTTGTTACAGTTCCA 

AAAACMGAAACAAATGTGCCCACCC 

CACTTTCCGCTTAACTGAAAAGCT 

GTAAAAAGGCTGTCTGTGATTTTCCA 
GGGTTTGGTGGGGGTAGGGAGGGG 
CTGACTGAGTCTCAGAATGCTCAGGA 
CCAAGGTGCAGAGATGGACAAGAG 

AGCTTCTTGGGTTCCTAATTCCTGGT 
GTTTAATAATTCTCTCCACGATCA 

TACTTGCTGTG GTGGTCTTGTGAAAG 
GTGATGGGTTTTATTCGTTGGGCT 
ATTTCCAGTGAGCTTATCATGCTGTC 
TTTACATGGGGTTTTCAATTTTGC 

TGCAGCTCACCAGCCCCAGGGGCAG 
AAGAGACCCAACCACTTCCTATTTT 

ACTTAC CC AG ATGTTG CTTTTGAAAA 
GTTGAAATGTGTAATTGTTTTGGA 



TGTATATAGACTCTGGTGTTCTATTG 

CTGAGAAGCAAACCGCCCTGCAGC 

ATGTCAGTTCTGTTTTAAGTAACAGAA 

TTG ATAACTGAG CAAG GAAACGT 

TTGGAGCTAAGCTGCCACCTGGTTAA 

TTAAGGTCCCAACAGTGAGTTGTG 

CTTTGGAG GGTGTCTTCTGGGTAGAG 

GG ATGG G AAGGAAGGGACCCTTAC 

TGCCTTTAATTGTTCTCATAATGAAGA 

ATAAGTAGGTACCCTCCATGCCC 



ATTTGCATTACTCTGGTGGATTGTTCT 
AGTACTGTATTGGGCTTCTTCGT 
TTTGGCTTAGTGTTTTCATTGCAAATT 
ATAATTGCTGTAGAGCCACACAC 

TTGATGATGTAACTTGACCTTCCAGA 

GTTATGGAAATTTTGTCCCCATGT 

AACAAAAGATGAAGACCTAGTGTTTT 

GGATGGGAAGCACCTGTAGACCAT 

ACATGTGCAAATAAATGTGGCTTAGA 

CTTGTGTGACTGCTTAAGACTAAA 

TCTGGGTTGTAGAGAACTCTTTGTAA 

GCAATAAAGTTTGGGGTGATGACA 

CGAACCAAAG CTAGAAGCAAATGTCG 
AGATAAGAGAGCAGATGTTGGAGA 

CACTCTTCACCTATTGTATGACCAAAT 
AAAGGTTATGCTGCTTGTTACGC 

TGCTAGGTGATGGAGTAGAAATGGAT 
TCCCTCTGGGAATGGTTTCTTGGT 

TATGAAAACAGTG GATTGGTTGGGTT 
TTGTGC AGGGTCTTG GGTTAGAGC 



449 



WO 02/057414 



PCT/US01/47856 



Table 8 



3846 


Table 3A 
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Y14039 
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Y16645 
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Hs.337737 


Y17829 
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Hs.211577 
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222970 
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223064 


3256006 


3859 


Table 3A 


Hs.225160 


223090 


433597 


3860 


Table 3A 


Hs.4934 
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505034 
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Hs.2236 


229067 


479172 
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Hs. 10991 8 


235227 


609016 
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Hs. 198427 


246376 


587201 
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Hs.171626 


247087 


860989 
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Hs.1 80877 


248950 


761715 
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HS.83465 


249995 


895841 
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. Hs.78683 


272499 


1545951 


3868 




Hs.51077 


M81695 


487829 
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Hs.1 13029 


BF025727 


10733439 


3870 


Table 3A 


Hs.150675 


BF028489 


10736201 


3871 


Table 3A 


Hs.74170 


BF028896 


10736608 
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Hs.199061 


BF029654 


10737366 
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Hs.1 3268 


BF029796 


10737508 


3874 
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Hs.149595 


BF029894 


10737606 


3875 


Table 3A 


Hs.1 18303 


BF030930 


10738642 


3876 


Table 3A 


Hs.337986 


BF033741 


10741453 



small inducible cytokine subfamily A 
(Cys-Cys), member 18, pulmonary and 
activation-regulated (SCYA18), mRNA 
/cds=(70,339) 

protein phosphatase 1G (formerly 2C), 
magnesium-dependent, gamma isoform 
(PPM1G), mRNA/cds=(24,1664) 

mRNA for CASH alpha protein 
/cds=(481,1923) 

APl5-like1(APl5L1), mRNA 
/cds=(132,1646) 

exportin, tRNA (nuclear export receptor 
fortRNAs)(XPOT), mRNA 
/cds=(0,2888) 

mRNA for monocyte chemotactic 
protein-2/cds=(472,771) 

Homer, neuronal Immediate early 
gene, 1B(SYN47), mRNA 
/cds=(75,1139) 

germline gene for the leader peptide 
and variable region of a kappa 
immunoglobulin (subgroup V kappa I) 

mRNA for transmebrane receptor 
protein /cds=(43,1 020) 

kinectin 1 (kinesin receptor) (KTN1), 
mRNA/cds=(83,3985) 

CD69 antigen (p60, early T-cell 
activation antigen) (CD69), mRNA 
/cds=(81,680) 

mRNA for M130 antigen cytoplasmic 
variant 2 /cds=(1 01 ,3571) 

RNA binding motif protein, X 
chromosome (RBMX), mRNA 
/cds=(11,1186) 

hypothetical protein FU13102 
(FLJ13102), mRNA/cds={80,1084) 

polyA site DNA/cds=UNKNOWN 

nek3 mRNA for protein kinase 
/cds=(0,1379) 

ras homolog gene family, member H 
(ARHH), mRNA/cds=(579,1154) 

hexokinase 2 (HK2), mRNA 
/cds=(1 490,4243) 

transcription elongation factor B (SHI), 
polypeptide 1-like (TCEB1 L), mRNA 
/cds=(101,592) 

clone PP781 unknown mRNA 
/cds=(1 13,523) 

homeo box D1 (HOXD1), mRNA 
/cds=(223,1209) 

ubiquitin specific protease 7 (herpes 
virus-associated) (USP7), mRNA 
/cds=(1 99,3507) 

integrin, alpha X (antigen CD1 1 C 
(p150), alpha polypeptide) (ITGAX), 
mRNA/cds=(58,3549) 

ribosomal protein S25 (RPS25), mRNA 
/cds=(63,440) 



polypeptide K (7.0kD) (POLR2K), 
mRNA/cds=(66,242) 
602708243F1 cDNA, 5' end 
te!one=IMAGE:4844914 /clone end=5' 



mRNA/cds=(458,2956) 
6026341 17F1 cDNA.S'end 
/clone=IMAGE:4779149 /clone_end=5* 

601557056F1 cDNA, 5* end 
/clone=lMAGE:3827172/clone_end=5' 

601558648F1 cDNA, 5' end 
/clone=IMAGE:3828706 /c!one_end=5' 



IMAGE:2984883, mRNA, complete cds 
/cds=(1336,1494) 



TGCATGGATCAATCAGTGTGATTAGC 
TTTCTCAGCAGACATTGTGCCATA 



CTCATC AC CGGTTCTGTGCCTGTGCT 
CTGTTGTGTTG GAGGGAAG G ACTG 



G CAGCACACTCTGAG AAAGAAACTTA 

TCCTCTCCTACACATAAGAAACCA 

TGCAAGACACCTGTTTATCATCTTGTT 

TAAATGTAAATGTCCCCTTATGC 

TCAACGCCAATATGTATTCTACAAAA 

GAGAATGGTTTTAGGCTCCAGTGT 

TGGATCATCAAGGTGAAACACTTTGG 
TATTCTTTGGCAATCAGTGCTCCT 
GATACACTGTCTCTCTTCATAGGACT 
GTTTAGGCTCTGCATCAAGATTGC 

AAGGCAGGGATCATGACACCTGAGG 
AGTCTAGTTTATGGCTTCAGTTGGA 

ATG GATGG ACTGATCTGAAAATCGAC 
CTCAACTCAAGGGTGGTCAGCTCA 
TGCTAATGTAATCGGTTTTTGTAATG 
G CGTCACAAATAAAAGG ATGCTTA 
TGCAAGACATAGAATAGTGTTGGAAA 
ATGTG CAATATGTGATGTGGCAAA 

AAGTTTGTGAATGTGACTACTTAGTG 
GTGTATATGAGACTTTCAAGGGAA 
CCATTTTG CCTTTCTG ACATTTCCTTG 
GGAATCTGCAAGAACCTCCCCTT 

CTGTGCCTCCCCCGCCACCTGTGTG 

TTCTTTTGATACATTTATCTTCTGT 

TGTATATTTATGGTGGGAGGTGGTTG 

GG AACTTTTAACAAAATGGG GTGT 

TCCTTTGGAAACAGAATGAAGCAGAG 

GAAACTCTTAATACTTAAAATCGT 

TTGCCCAGG CCAGTTAGAAAATCCCT 

TGGGGAACTGTGATGAATATTCCA 

CTAGTCATAG AAATACCTCATTCG CC 

TGTGGGAAGAGAAGGGAAGCCTCT 

ATGTGGTAAAACCCAGAAAGCATCCA 

TCATGAATGCAAGATACTTTCAAT 

TGCTTGATTAAGATGCCATAATAGTG 
CTGTATTTGCAGTGTGGGCTAAGA 
TCTTCTGTTTCATCCTGCG GTTCTGG 
AACCAGATTTTGACTTGCGTGTCA 
CCTTCAGTTATACTTTCAATGAC CTTT 
TGTGCATCTGTTAAGGCAAAACA 

ATGCATCTACCGCTCCTTGG GAAATA 
ATCTGAAAG GTCTAAAAATAAAAA 

CGCAAGAAGCAGGAAGAGGAAAGAG 
AAGAAAAG C ACAACGGGGAAAGATA 

GTAGTGTGTTGC ATCC CTCTC ACCCT 
CTGATCTTCGTCAGTCGTGTCATG 

GAGGGAAACCCGGTAATAGGCTGGG 
AGTAATCCACACACGTGCTAACATT 

CACACACTGCTACGTGACGTACCACT 
ACTGCCAGCGCAGCACTAGCTCAC 
GGATCGTGACACACCGGGTTACACA 
CTTTCCACACCGTAATTCCATCAAT 

GGTTGCACCAAGGCTGCCTAGGAGA 
AGTGCCTGACTGGACTACCCCGATC 

TCTGCCATCTGTCTATTTCCCAATTTT 
CCTTCTGACTGTTCCTTTCTCCT 

CTGTGATATTTTG GTCATG GGCTGGT 
CTGGTCGGTTTCCCATTTGTCTGG 
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3890 Table 3A 
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3892 Table 3A 

3893 Table 3A 

3894 Table 3A 

3895 Table 3A 

3896 Table 3A 
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3893 Table 3A 

3899 Table 3A 

3900 Table 3A 

3901 Table 3A 

3902 Table 3A 

3903 Table 3A 

3904 Tabte3A 

3905 Table 3A 
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Hs. 144559 BF036686 

Hs.39457 BF103848 

Hs.279009 BF105172 

Hs.95388 BF107010 

Hs. 171 595 BF 130300 

Hs.129872 BF131060 

Hs.75428 BF131654 

Hs.9614 BF131656 

NA BF1 84881 

Hs.160954 BF207290 

Hs.76064 BF214146 

Hs.169248 BF214508 

Hs.75968 BF217687 

Hs.111611 BF219474 

Hs.112318 BF237710 

Hs.182937 BF242969 



Hs.171774 
Hs.296251 
Hs.109697 
Hs.294110 
Hs. 182825 
Hs.1 99248 
Hs. 1081 24 
Hs.296251 
NA 



BF243010 
BF243724 
BF244603 
BF245076 
BF245224 
SF245832 
BF303895 
BF303931 
BF306204 



Hs.5174 BF307213 



Hs. 84883 BF307871 
Hs.63908 BF309911 
Hs.292457 BF310166 



NA 



BF313856 



Table 8 

1 0744746 601459771 F1 cDNA, 5* end 

/cfone=lMAGE:3863248 /clone_end=5* 

10886287 6025371 52F1 cDNA, 5' end 

/c!one=IMAGE:4656037 /clonaj^S' 

10887698 matrix Gla protein (MGP), mRNA 

/cds=(46,357) 
10889635 60261 9064F1 cDNA, 5' end 

/clone=IMAGE:4733030 /clonejsrx^S 1 

1 0969340 HIV TAT specific factor 1 (HTATSF1), 

mRNA/cds=(57,2321) 
10970089 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 1 0,241 0) 
10970694 superoxide dismutase 1 , soluble 

(amyotrophic lateral sclerosis 1 (adult)) 

(SOD1), mRNA /cds=(0,464) 
10970696 nucleophosmin (nucleolar 

phosphoprotein B23, numatrin) (NPM1), 

mRNA /cds=(0,684) 
11063302 ESTs 

1 1 1 00876 60275961 5F1 cDNA, 5* end 

/clone=IMAGE:4895042 /clone_end=5' 

1 1 1 07732 ribosomal protein L27a (RPL27A), 
mRNA /cds=(22,468) 

11108094 601845758F1 cDNA, 5' end 

/c!one=IMAGE:407651 0 /cIone_end=5 t 

1 1 1 1 1273 thymosin, beta 4, X chromosome 
(TMSB4X), mRNA /cds=(77,21 1) 

1111 3299 ribosomal protein L27 (RPL27), mRNA 

/cds=(1 7,427) 
11151628 cDNA FU14633 fis. clone 

NT2RP2000938 /cds=UNKNOWN 
1 1 1 56897 peptidylprolyl isomerase A (cyctophilin 

A) (PPIA), mRNA /cds=(44,541) 

1 1 156938 hypothetical protein (HSPC016), 
mRNA /cds=(38,232) 

1 1 1 57654 programmed cell death 4 (neoplastic 
transformation inhibitor) (PDCD4), 
mRNA /cds=(84, 1493) 

11 158534 601862620F1 cDNA, 5* end 

/ctone=lMAGE:408041 2 /clone_end=5' 

1 1 1 59008 601 86391 0F1 cDNA, 5' end 

/clone=IMAGE:4082235/clone_end=5' 

1 1 159156 ribosomal protein L35 (RPL35), mRNA 
/cds=(27,398) 

111 53734 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/cdS=(388,1854) 
1 1250572 cDNA: FU23088 fis, clone LNG07026 

/cds=UNKNOWN 

1 1250608 programmed cell death 4 (neoplastic 
transformation inhibitor) (PDCD4), 
mRNA /cds=(84, 1493) 

1 1253289 cDNA clone IMAGE:41 38980 5' 



1 1254322 ribosomal protein S17 (RPS17), mRNA 
/cds=(25,432) 

1 1 255039 mRNA for KIAA0864 protein, partial 

cds /cds=(0,3656) 
1 1257388 hypothetical protein MGC14726 

(MGC14726), mRNA /cds=(2l ,653) 
1 1257703 Homo sapiens, clone MGCH6362 

IMAGE:3927795. mRNA, complete cds 

/cds=(498,635) 
11261925 601 902261 F1 5' end 

/clone=IMAGE:4 1 34998 
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TAC GACATTTGCGAAATTCGCTAAAA 
ACAAGGGGGAGTTCACGCGGCCAT 

GCGCAGGTTACCGGAACCCAAGGTC 
CTTTGAAATTCACAACTCTCTTTGG 

AGCTGTGGAAAGGGCAACCTGTGGT 
TTCTCTGTACTGGTGTTTAATGGGG 
CACAAACACCCGCCCGAGCAACCAC 
AGACACAGGACACGACACCACACAC 

AMGGGTTACTTTTCAAAACAGTCTC 

CTTTCGACCGGGGTCAGGGTGGCC 

GGTGGACAGTATAAGGCGGTTAAGAT 

CCGTTGATGGCGAAGGTGAGAATG 

G ACAGAGC GAGTAGACGGGAGGCGG 

AGAAGGAAGAGGAGACGAGACGAGG 

CAAGACACAGAGGCAACGGAGAGAC 
ACGCAGACAAGCAAGGCCACGGAAC 

AGGGATAGGATAATTACAGAGGTACT 
GAGACTCCTGGCGTGGGTGACTCT 
CCCATC ATG AAAAAACG CCTTAGGAG 
CCGAAGAAGAAAACCTCGGGAAAA 

GACACAGCGAGAGTCCAGGAACAGG 
CAGACAAGCGAGAAAGAGGAGAAGC 

GTAGGAGGC GAG AAGGAAG AACAAG 
GCACACCGAAGGAGCAAGACCAGAC 

CAAGAAGCAGAAGCAGCAACCAGAG 
ACAGAGAGACAAACGCAGAACAACA 

CAACAAGCAGACGAACAACAACAAAT 
ATCAACGAGGC GCAGCAGCTCAAA 
AACACACAAGAGAAACATAACCACTA 
AATCACTACAAACACACACAGAAT 
AAACG AATTCTTG CACTGAGAGTGTT 
CACAGCGCCACrTTCCTCCTCCTC 

CGAGAAGCAGAAGATGACAGCAGAG 
CGAAAGCAGAGAACGAACAGACAAG 

TTG G ATTTATTAAAGTC CCTTTG GAA 
GTCTTCTACCATTACTGTAGACCA 

TCACATACCCTATGCCGACTGAGTGG 
AACGAGCCGACTATCACACAGAGC 

CAC ATG CGCAATAAACCCGGCGAAG 
ACGCCACTCTGCGGCAAAGGACACA 

CCGCAGACACGAAAGCACCAACCAC 
CGACCGCCACCAGAAGGAACAACAG 

GGGCACTTAAATGGTCACCTGTGTAA 
CAGTTTGGTGTAACTCCCAGTGAT 

ACAACACGAAAACGAACAAGCAAAGA 
AAGAAAACGGACACGAGCGAACCA 

TTGGATTTATTAAAGTC C CTTTGG AA 
GTCTTCTACCATTACTGTAGACCA 

CAGCC ATGTCCATGACAAC CAGAGC 
CTGGGAGGAGCTGGATGGCGGCCTG 

AAACACACAGCAAGAACCACGAAAAG 
AGCAAC CC AAAATAGGAAAAGCGG 

ACAGCGTGGATATAAGGACCAAGAG 
ACTAGGG CGC ATACTATGATTCGC A 
ATGGACAC G AGG ACG GAACTGGGGG 
TACTAGAACAAC C CTTCTCTG AAAA 
AGACCAAACGAGAAGGAGAAAAAGC 
AAGACCACAAAAGACAACAACAGCG 

AAAAAATCGGGCTTTTTCTGGGGGAA 
AGGGAAGGGCGGGGAATGCTGGCC 
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3907 Table 3A NA 



BF315059 



390B Table 3A 

3909 Table 3A 

3910 Table 3A 

3911 Table 3A 

3912 Table 3A 
3913- Table 3A 

3914 Table 3A 

3915 Table 3A 

3916 Table 3A 

3917 Table 3A 

3918 Table 3A 

3919 Table 3A 

3920 Table 3A 

3921 Table 3A 

3922 Table 3A 

3923 Table 3A 

3924 Table 3A 

3925 Table 3A 

3926 Table 3A 

3927 Table 3A 

3928 Table 3A 

3929 Table 3A 

3930 Table 3A 

3931 Table 3A 

3932 Table 3A 

3933 • Table 3A 

3934 Table 3A 



Hs.99858 BF315159 

Hs.268177 BF339088 

Hs.296317 BF340402 

Hs.1 16567 BF341330 

Hs.2554 BF341359 

Hs.28788 BF341640 

Hs.33905 BF342246 

Hs.1 27863 BF342439 

Hs.205442 BF377518 

Hs.319825 BF380732 

Hs.5174 BF381953 

Hs.1 12237 BF525720 



Hs.136537 

Hs.274472 

Hs.334825 
Hs.255390 

Hs.146428 
Hs.22265 



BF526066 

BF526421 

BF530382 
BF531016 

BF569545 
BF571362 



Hs.301183 BF572855 

HS79530 BF663116 

Hs.11356 BF665055 

Hs.3585 BF666961 

Hs.46677 BF667621 

Hs.343615 BF668050 

Hs.12035 BF668230 

Hs.324342 BF668584 

Hs.285729 BF670567 



Table 8 

11263244 601899090F15'end 

/clone=IMAGE:41 28334 

1 1 263380 ribosomal protein L7a (RPL7A), mRNA 
/cds=(31,831) 

1 1285508 phospholipase C, gamma 1 (formerly 
subtype 1 48) (PLCG1), mRNA 
/cds=(76,3948) 

1 1 286776 mRNA for KIAA1789 protein, partial 
Cds /Cds={3466,4899) 

1 1 287821 60201 3274F1 cDNA, 5' end 

/clone=IMAGE:4 149066 /clone_end=5' 

11287850 sialyltransferase 1 (beta-galactoside 
atpha-2,6-sialytransferase) (SIAT1), 
mRNA /cds=(31 0,1 530) 

11288136 60201 6073F1 cDNA, 5* end 

/clone=IMAGE:41 51706 /clone_end=5' 

1 1289148 602041247F1 cDNA, 5' end 

/clone=IMAGE:4179250 /clone_end=5' 

11289452 601898969F1cDNA,5'end 

/clone=IMAGE:4128l 12 /clone_end=5' 

11339543 601439689F1 cDNA, 5' end 

/clone=IMAGE:3924407 /c{one_end=5' 

11369857 602021477F1 cDNA, 5' end 

/clone=IMAGE:41 5691 5 /clone_end=5' 

11363256 ribosomal protein S17 (RPS17). mRNA 
/cds=(25.432) 

11613081 602321076F1 cDNA, 5' end 

/clone=IMAGE:44241 30 /clone_end=5* 

11613527 602071176F1 cDNA, 5' end 

/done=iMAGE;42l4059 /c!one__end=5 , 

1 1 61 3784 high-mobility group (nonhistone 

chromosomal) protein 1 (HMG1), 

mRNA /cds=(52,699) 
1 1617745 cDNA FLJ14752 fis, clone 

NT2RP3003071 /cds=(205,1446) 
1161 8379 602072345F1* cDNA, 5' end 

/clone=lMAGE:4215251 /clone_end=5' 

1 1642925 pro-alpha-1 (V) collagen mRNA, 
complete cds /cds=(229,5745) 

1 1 645074 pyruvate dehydrogenase phosphatase 
(PDP), mRNA /cdS5=(131 ,1855) 

1 1646567 molecule possessing ankyrin repeats 
induced by llpopolysaccharide (MAIL), 
homofog of mouse (MAIL), mRNA 
/cds-(48,2204) 

11937011 M5-14 protein (LOC51300), mRNA 
/cds=(186,1043) 

1 1 938950 6021 1 9656F 1 cDN A, 5* end 

/clone=IMAGE:4276860 /clone_end=5' 

11940856 602121608F1 cDNA, 5 1 end 

/clone=lMAGE:4278768 /clone_end=5 , 

11941516 PRO2000 protein (PRO2000), mRNA 

/cds=(650,1738) 
11941945 602621493F1 cDNA, 5' end 

7clone=IMAGE:4755166 Vclone_end=5' 

11942125 6021 2241 9F1 cDNA, 5' end 

/clone=IMAGE:4279300 /clone_end=5' 

1 1 942479 6021 23634F1 cDNA, 5' end 

/clone=IMAGE:4280408/clone_end=5 , 

11944559 602013364F1 cDNA, 5' end 

/clone=IMAGE:4149351 /clone_end=5' 
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CTACAACAATACAGCACACAGCATAA 
GCGCAC AGGGCATAGACTAGG CAA 

CAAGAGAGTGGAGACGAGTACGCGA 
GAACGCACGACACAGAGCGCAAGAA 

TCTGCTGCCCTCTTAAGATCTGACTG 
CCAAATAAATCATCCTCATGTCCT 

GATGAGAAACAACCACAAGGAAGAG 
G GCAGC GCCGG AGACCTACAGAAAG 

GCGGGGGCACTGGCTCTTCACATTT 
GGTTGCGAGTTGCACACACCACAAC 

GGGGGAAGCGGAAGGGTTGGATTGG 
GTGAAAAAAGAATTGTTCGTGTTTA 

ATAATAGAGGAGAGATATTGTAAATA 
GAG ACTG GCAGCAGTTTCC ACAAA 

AGTGGCAGGTGCAATTGTCGGTTCG 
ATTTGTGTTCCCAACAGTCTGAAAT 

GAG CCCACGGGGAAG GGAACCC AGO 
AACACG GAAATAA GTTGGACCGATC 

ACAACCTGAGAAATAATTCGGTCAAT 
ACCAGACTCCAACATTCCTGATCT 

GTCTATTACAAAGTAAAGAGAGTCAA 
TTACTCCAGGAGGAGAATTGCAGG 

ACCAGACACGGACACACACGAACAC 
AAGAAAACACAAAACAAGAGCAACC 

CGGTTGG GTCCTCAAAATATGCCTGT 
TTGGTTAACAAAAG CGGTTGTGAA 

GATAAAGAAGGGGCGCGGGAAACAG 
CGAGGGAAGGACGGGCTGGGAGAAC 

ATCTCTGGCAATACTGTCTGATTACG 
GGGGTGATGCCGACGGTTAAAAAC 

GAACACAAAAAACCTCTTCTATAACG 
GGGACACACGCCAAGGGGACAAGT 
TTGGGTGCAACAACCAATACACTTAT 
ACTTG GAAACC ACGG GCCATATTA 

AGGAGGAACAAAAACCGCAGCGTGG 
ATTTCAAATTTCTGGAA GTAA GTCT 
AAATTCGCGCACCCTTTGTTTTATTG 
CCCCGGTTACAAGGTTTTGAACTG 

CGG GCC AGTATGAATGTAG GGTCAA 
GGAACGCCGAGGGTTTCACAAAAGG 



CTCAGTGTAGGGCAGAGAGGTCTAA 
CACCAACATAAGGTACTAGCAGTGT 
AG AATATATGTATTTTGAAAG GAAAG 
GACTTGGG GATTTTTAAC AGGGCA 

GAGACTCTCGTTGTCTCCTCTTCTGC 
TCTCTTCTCTGTTGGAGGGGAGGA 

AGGTTGTGGGGAGTATGTTTGGACCA 
AAAATTAAAATATTGTGGGAGGGA 
GACCTTACCTGGTGGTTTTGTGGTTT 
GTTCTCCCGAAAAATGCGGGGTTT 

CACCCTGGGTTTTAAAGTGTGGGAGA 
AAAGCGCCCGGAAGAAGGAAACAA 

GAGGGGACCGGCCATCTGGGCAAGC 
AGATATGCTAATTGGGAATTATAGG 

ATGACTTGTGAATACCTGAGTTATAC 
TTTCCCAACAGATGTG CCTAACAC 
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Table 8 

Hs.27590 BF671020 11944915 histone acetyltransferase (MORF), 

mRNA /cds=(31 5,6536) 

Hs.99858 BF673951 1 1 947846 ribosomal protein L7a (RPL7A), mRNA 

/cds=(31,83l) 

Hs.96566 BF673956 11947851 602 1 37338F1 cDNA, 5* end 

/clone=IMAGE:4274048 /cJone__end=5' 

Hs.181357 BF676042 11949937 laminin receptor 1 (67kD, ribosomal 

protein SA) (LAMR1), mRNA 
/cds=(85,972) 

Hs.122406 BF677944 11951839 602084766F1 cDNA, 5* end 

/clone=IMAGE:4248905/do^e_end=5 , 

Hs.131887 BF678298 11952193 60241 5255F1 CDNA, 5* end 

/clone=lMAGE:4523725 /ckmejsnd^S' 

Hs.205319 BF679831 11953640 60215441 5F1 cDNA, 5' end 

/clone=IMAGE:4295595 /clone_end=5' 

Hs.34549 BF680988 11954883 602620663F1 cDNA, 5' end 

/clone=IMAGE:4746422 /clone_end=5' 

Hs. 1 0702 BF684382 1 1 969790 hypothetical protein DKFZp76l H221 

(DKFZp761H221), mRNA 
/cds=(776,1714) 

Hs.164675 BF669700 11975108 602186609F1 cONA, 5' end 

/clone=IMAGE:4298402 /cIone_end=5' 

Hs.71331 BF691178 11976586 hypothetical protein MGC5350 

(MGC5350), mRNA /cds=(1 89,995) 

Hs.173965 BF691895 11977303 ribosomal protein S6 kinase, 90kD, 

polypeptide 3 (RPS6KA3), mRNA 
/cds=(0,2222) 

Hs.233936 BF694761 11980263 myosin, light polypeptide, regulatory, 

non-sarcomeric (20kD) (MLCB), mRNA 
/cds={1 14,629) 

Hs.318782 BF696330 11981738 602808469F1 cDNA, 5' end 

/clone=lMAGE4940633 /clone_end=5 , 

Hs.103180 BF698884 11984292 602126455F1 cDNA, 5' end 

/clone=IMAGE:4283340 /clone_end=5' 

Hs.252723 BF698920 11984328 ribosomal protein L19 (RPL19), mRNA 

/cds={28,618) 

Hs.323662 BF700502 11985910 hypothetical protein MGC 14595 

(MGC14595), mRNA/cds=(101,850) 
Hs.253550 BF750565 12077241 RC1-BN041 0-261 000-O14-f 11 cDNA 

Hs.10957 BF793378 12098432 602254823F1 cDNA, 5' end 

/clone=lMAGE:4347076 /done_end=5' 

12099143 602255649F1 cDNA, 5' end 

/clone=lMAGE:4338732 /clone_end=5* 

12099310 602255454F1 cDNA, 5* end 

/c!one=liv1AG E:4338 949 /cione_e nd=5 ! 

12101696 602259846 F1 CDNA, 5' end 

/clone=IMAGE:434317l /clone_end=5' 

1 21 02402 zinc finger protein, subfamily 1 A, 1 
(Ikaros) (ZNFN1A1), mRNA 
/cds=(168,1727) 
NA BF821451 12160669 RT0038cDNA 

NA BF889206 12280465 RC6-TN0073-041 200-01 3-H02 cDNA 

/gb=BF889206 

Hs.38664 BF892532 12283991 IL0-MT01 52-061 1 00-501 -e04 cDNA 

Hs.337534 BF965068 12332283' 602268 833F1 cDNA, 5' end 

/done=IMAGE:4356776 /ck>ne_end=5' 

Hs.334691 BF965438 12332653 hypothetical protein FLJ22427 

(FLJ22427), mRNA /cds=(4 0,2631) 

Hs.133864 BF965766 12332981 602276890F1 cONA, 5' end 

/clone=lMAGE:4364495 /clone end=5' 



Hs.293658 BF794089 
Hs.206761 BF794256 
BF796642 
BF797348 



HS.246818 
Hs.54452 



TGATAG CTC ACTTAGTTAATTGTTTTG 
AAG CAAATTTTGGGTTGG ATGGG 
GACACAGAAGAGAGACAGAAGAGAA 
ACGGTCGAGG AG AAGAAG CAGGAGC 

AAAGACCAGAGACAGGGAGACACGG 
CAGACAGAGCGCCGACAAAGAAGAG 

C AAGGCGAC ATG G G AGAGCGAGAAG 
GCTAGGAGGACGACAGACAAGGAAA 

GAATTTTGGG G AGGTTACTGGTCG G 
GGGAAATAACAGGGTTGGACAAACG 

CTCCACATATGGGTAACACACTCGGT 
CCTTACAAGCACCTAGTCACTTCC 

GGGACC AG ACTGCTTTCTAAATG CAC 
AGCTCTTTCACTATCAGAATGTGT 

TGTGGTCACTTGGGAAATAAATTCCA 
TCTGG CTTACCCAATGGGTGGTG G 

CCACAGCCACAACACCAGACAAGCC 
GACCAACAGACAGATACAGACCACC 

ACCACAGCAAGACAACAAGGACGAG 
AAAGAGAACAGACAATGAGCAACGA 

ACTACTGCTTGCGTACCTCTCCGCTT 
TCCCTCTCCTTACTATCGACCATA 
TCCGTTTATATTAG CACTGTATCCCTT 
GTGCCATCCAACATTTTGTATGT 

CGGGCGCAGGACAGTAGCAGAGAAG 
AGAGGTGGAGAGCCGGACAACGCAG 

CTTCAGTCATTATGGGCTCAGTTTCC 
TCACTATTGGTTCCTCGCAAGGGA 

AAGAGCAACAACGAGGCGAAGAGGA 
AGGAGGAGGCAAGACAGAAGAGGAA 

GAGGAGCAACGACCAGAGAGACGAA 
CTG AC ATCAAC C ATAGAAGACGACA 

AAGCATGAAGAAGACCTGGATGAGG 

CTCAGGGAGGTTCCCCCAGTTTAAA 

ATCAGTCAATCAGTCAGCTTCTCAGA 

GTAGCAATCCATGTGTCCAGAGGA 

AAATCCAATCCTTCGGAGAGGGAATG 

GGCGGTATTAATTAAGGGAAGTCC 

ATGACAAGACAAGCCAGACGAAGAA 
GAC AAAC AAGGGAGAC ACAG CAGAC 

TGCGCC CC AATATTTGTGGAACAGCG 
mTGTTCGAATAAAACGATCGGT 

CTCGAGGTGTAACTCAG G AAGGCCT 
AGCGAATCCCGACTCGGATGGTGTC 

TTCACCTACTCTGTTCTTTTCATCCAT 
CCCCTG AGTCAGTTG GTTG G AGG 

CTGTTGTCTGGAGTGTG GAGTCTCTT 
GTCTG GATTGTG G AGTCTCTTGTC 
CAAGATGATG CTTGCTGTCTTTTCCT 
CTCGGCTACCCAGAATGGCATTTG 
AGTACTCATGACTTGAGAGACGTGGA 
C GGAG CCAGCTTCTACCTTGCTTG 
GGTCCGACCAATTAATGACTCCATGA 
TCGGCCTCGGT7TTCACAAACCTT 

AGAC AAAGAGAGCATAAATATAG CTC 
TACTCATGG GTACCATACCAGTGT 
TTACATTTGTGGACCATGTTACAGTTA 
AAGAAAAATCCTGTTTCAGTCCT 
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3964 Table 3A 

3965 Table 3A 

3966 Table 3A 

3967 Table 3A 

3968 Table 3A 

3969 Table 3A 

3970 Table 3A 

3971 Table 3A 

3972 Table 3A 

3973 Table 3A 

3974 Table 3A 

3975 Table 3A 

3976 Table 3A 

3977 Table 3A 

3978 Table 3A 



3979 Table 3A 

3980 Table 3A 

3981 Table 3A 

3982 Table 3A 

3983 Table 3A 

3984 Table 3A 

3985 Table 3A 

39B6 Table 3A 

3987 Table 3A 

3988 Table 3A 

3989 Table 3A 

3990 Table 3A 

3991 Table 3A 

3992 Table 3A 



Hs.279681 BF965960 12333175 heterogeneous nuclear 

ribonucleoprotein H3 (2H9) (HNRPH3), 
transcript variant 2H9, mRNA 
/cds=(118,1158) 

hypothetical protein (CL25022), mRNA 
/cds=(157,1047) 

transporter-like protein (CTL1), mRNA 
/cds=(0,1964) 
1 2333484 mRNA for ring-IBR-ring domain 

containing protein Dorfin, complete cds 
/cds=(317,2833) 
12333576 RST31551 CDNA 



Hs.5324 BF966028 
Hs.179902 BF966049 
Hs.48320 BF966269 



12333243 



12333264 



Hs.171802 BF966361 

Hs.22790 BF968270 

NA BF968628 

Hs.5064 BF968963 

Hs.24143 BF969990 

Hs.23703 BF970427 

HS.10264Y BF970875 

Hs.321477 BF970928 

Hs.79101 BF971075 

Hs.33026 BF971984 

Hs.146550 BF976590 



Hs.7905 BF981080 

Hs.182740 BF981263 

Hs.289721 BF981634 

Hs.83583 BG024761 

Hs.1432 BG026279 

Hs.279009 BG028577 

Hs.5122 BG028906 

Hs. 143554 BG033028 

Hs.118787 BG033294 

Hs.103902 BG033732 



1 2335485 602269653F1 cDNA, 5* end 

/clone=IMAGE:4357740/done_end=5' 

12335843 cDNA clone IMAGE:4359351 5' 

12336178 602490910F1 CDNA, 5' end 

/clone=IMAGE:4619835 /done_end=5' 

1 2337205 Wiskott-Aldrich syndrome protein 

Interacting protein (WASPIP), mRNA 
/cds=(1 08,161 9) 

12337642 602272760F1 cDNA, 5* end 

/done=IMAGE:4360767 /done_end=5' 

1 2338090 602271 536F1 cDNA, 5' end 

/done=lMAGE:4359609 /done_end=5* 

12338143 602270204F1 cDNA, 5* end 

/done=lMAGE:4358425 /c!one_end=5 l 

12338290 cyclin G1 (CCNG1), mRNA 
/cds=(187,1074) 

12339199 mRNA for FLJ00037 protein, partial 
cds/cds=(3484,3921) 

12343805 DNA sequence from done RP1 -6802 
on chromosome 22 Contains the 5' end 
of the APOL2 gene for apolipoprotein L 
2, the APOL gene for apolipoprotein U 
the MYH9 gene for nonmuscle type 
myosin heavy chain 9. ESTs, STSs and 
GSSs/cds=(0,5882) 

12383892 60231 031 1F1 cDNA, 5* end 

/clone=IMAGE:4401411 /clone_end=5' 

12384075 ribosomal protein S11 (RPS11), mRNA 

/cds=(33,509) 
12384446 cDNA: FU22193 fis, clone HRC01 108 

/cds=UNKNOWN 
12410861 actin related protein 2/3 complex, 

subunit 2 (34 kD) (ARPC2), mRNA 

/cds=(84,986) 
1 241 3729 protein kinase C substrate 80K-H 

(PRKCSH), mRNA/cds=(136,1719) 
12417672 matrix Gla protein (MGP), mRNA 

/cds=(46,357) 
12418001 602293015F1 cDNA, 5* end 

/done=IMAGE:4387778 /clone_end=5' 

1 2424903 Pur-beta (PURB) mRNA, complete cds 
/cds=(1 3,951) 

1 2425446 transforming growth factor, beta- 
Induced, 68kD (TGFBI), mRNA 
/cds=(47,2098) 

12426494 6023011 01 F1 cDNA, 5' end 

/clone=IMAGE:4402465 /clone_end=5' 



Hs.306155 BG033909 12426670 chorionic somatomammotropin 

hormone 1 (placental lactogen) (CSH1), 
transcript variant 2, mRNA 
/cds=(11 6,886) 
12426761 CDA02 protein (CDA02), mRNA 

/cds=(2,1831) 
12427253 602302446F1 cDNA, 5' end 

/clone=IMAGE:4403866 /clone_end=5* 



Hs.332404 BG033953 
Hs. 12396 BG034192 



Hs.125819 BG034799 



12428456 putative dimethyiadenosine transferase 
(HSA9761), mRNA/cdS=<78,1019) 



GCAGGTTATCGCAAGATGTCTTAGAG 
TAGGGTTAAGGTTCTCAGTGACAC 



1 ATTTTTAAATGGCTTTACCAAACATTG 
TCAGTACC7TTACGTGTTAGAAG 

1 CTTTCCACAGCAATTGTTTTGTACGA 
GGGGCCTTACAGCGCGGTCCACTT 

1 TTCTACAG C ACG ATG CCTGG ATCTAC 
TGACCTGTCAACCACGAATCTTGA 

1 GAAACAGCAACAAGCAAACAGGATCT 
CAGCATTACCAACAGCCAGCACTA 

1 TGAGCCTGAAC I I I I I IAGCAAATTAT 
TATTCTCAGTTTCCATTACCTGT 

1 CCTTC CAAAGCGGTCACCTG ATAGG 
GAAGTCTTACGGCTAGGAAGTTACA 

1 GAATGGTGGGGAGAAAAAAGGGGGG 
CACAGTCATGATCGGCTCTTATAAT 

1 GTCACATAATCCGGGGACCCAAAGAA 
AGTTCTCCAGAGTGGTTTCACGAG 

1 ACAACAACACATCACGTAACCACAAC 
ACGCATAAACAG CAAATCATCCTA 

1 CAGAAC ACCAACAAGCAGGGACG GA 
AGCCGACCGAGCAAACAGCGAAGGG 

1 GTGGACGGCCTGGGAATGTGCCCCC 
CGGTGTAACATCGAGCCCACAATGG 

1 AGGATTAGGAGAGGGTCACAGAACA 
GAAAG CAG ATTAC ACTTGGGATG GA 

1 CTCTGTTTGTCTGG CCGCCTCCGTGA 
TCAAACCGTGTCGTCGGC GTGTTC 

1 GGCTTGGACATTGCTCTCAAGAAGAT 
TAAGAACCCTGGAGGAACACTAGG 



1 TGTACAGCTAAATTTCTCCAAAGCAC 
TTTTTCAAAACCAAAAAAGAAAAA 

1 TTTGCACACTGAACACTTACAGATGT 
GGCAGATGTGAAATTTGTCATCAA 

1 ACAGAGAGTCACCCGCGAGTACGAA 
ACAGGCACATTTTTAGAAACTCACA 

1 AGGTTCTTACCACCACTTTTGTGC CC 
ATCTTTCC CTTCGTTCCCAATGTG 

1 CCGGGGTGGCCCTCTCAAATTTGGC 
ATGGGGTCCTCTTTCAATGTTGTGG 

1 eACGAGCGGCTGGAGGACACCCATT 
TTGTGCAGTGCCCGTCCGTCCCTTC 

1 GCCCTATGGCGTTGTTAAACACGAGC 
GTATG CTAGTAAGTATC ATTCATA 

1 GGTGTGTCTCGCGGCTGGCCCAGTC 
TATTCTCGGTGTTTATCTTCATCAC 

1 GACAACGGAAACTCTGTCTCTACCAC 
CATGTGAC AGACGCGTTG ATG CGT 

1 CAAGACACAAACAGCACGACTCACAC 
AG AGAAAGC AACCATG CCGAGGAG 

1 CGCGTC GAACTTCG GG AC ATTCC CG 
TAAACCACAAACAGATAAAGAATTA 



GCGTAAAGTGATCAAAAGGCCCTGAA 
GGG GAAAATG ATAAAACCCGTGGT 
AGAGGAAGC GTGTG AATACAACAATC 
TAAAAAG GAG G AG AGGTCGAGC AC 

ACACATTCCCCATACCATTTCGTGTT 
ATTCACATTCCCCGTACCATTTCT 
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3993 Table 3A 

3994 Table 3A 

3995 Table 3A 

3996 Table 3A 

3997 Table 3A 

3998 Table 3A 

3999 Table 3A 

4000 Table 3A 

4001 Table 3A 

4002 Table 3A 

4003 Table 3A 

4004 Table 3A 

4005 Table 3A 

4006 Table 3A 

4007 Table 3A 

4008 Table 3A 

4009 Table 3A 

4010 Table 3A 

4011 Table 3A 

4012 Table 3A 

4013 Table 3A 

4014 Table 3A 

4015 Table 3A 

4016 Table 3A 

4017 Table 3A 

4018 Table 3A 

4019 Table 3A 

4020 Table 3A 

4021 Table 3A 

4022 Table 3A 



Hs.16488 BG035120 

Hs.17719 BG035218 

Hs.319825 BG036101 

Hs.1 92965 BG036938 

Hs. 144924 BG037042 

Hs.318893 BG106948 

Hs. 109007 BG1 10599 

Hs.173737 BG110835 

Hs.323950 BG111212 

Hs.34906 BG1 11773 

Hs.74313 BG112085 

HS.320972 BG112503 



NA 



Hs.6682 BG254117 

NA BG254292 

Hs.30724 BG260954 

Hs.217493 BG282346 

Hs.71243 BG283002 

Hs. 322653 BG283132 

HS.246818 BG283706 



12428935 calreticulin (CALR), mRNA 

/cds=(68,1321) 
12429131 EBP50-PDZ interactor of 64 kD 

(EPI64), mRNA/cds=(24,1550) 
12430901 602021477F1 cDNA, 5' end 

/done=lMAGE:415691 5 /done_end=5* 

1 2432665 602287708F1 cDNA, 5* end 

/done=IMAGE:4375153 /done_end=5' 

12432874 serine/threonine protein kinase SSTK 
(SSTK), mRNA/cds=(122,943) 

12600794 602291361 F1 cDNA, 5' end 

/clone=lMAGE:43861 59 /clone end=5' 



12604105 
12604341 



12604718 
12605279 

12605591 
12606009 



Hs.7589 BG1 12505 12606011 

NA BG118529 12612035 

NA BG121288 12614797 

Hs.285729 BG163237 12669951 

Hs.1 11554 BG1 64898 12671532 

Hs.193482 BG165998 12672701 

NA BG166279 12672982 

Hs.87113 BG168139 12674842 

Hs.182695 BG170647 12677350 

Hs.204959 BG180098 12686801 



602342214F1 cDNA, 5* end 
/done=IMAGE:4452602 /done_end=5' 

ras-related C3 botulinum toxin 
substrate 1 (rho family, small GTP 
binding protein Rac1) (RAC1), transcript 
variant Radb, mRNA /cds=(0,635) 

zinc finger protein 6 (CMPX1) (ZNF6), 
mRNA/cds=(1 265,3361) 
601820448F1 cDNA, 5' end 
/done=lMAGE:4052578 /done_end=5' 

mRNA for KIAA1265 protein, partial 
cds /cds=(66,2573) 
602282105F1 cDNA, 5* end 
/done=IMAGE:4369B33 /done_end=5' 

6022821 07F1 cDNA,5'end 
/done=lMAGE:4369729 /done_end=5' 

cDNA clone IMAGE:4443519 5' 

cDNA clone IMAGE:4450407 5' 

60201 3364F1 cDNA, 5' end 
/clone=IMAGE:4149351 /done^entW 

ADP-ribosylation factor-like 7 (ARL7), 
mRNA/cds=(14,592) 

cDNA FLJ11903fis, clone 
HEMBB1000030 /cdS=UNKNOWN 
cDNA clone IMAGE:4455496 5* 

602341 526F1 cDNA, 5' end 
/done=IMAGE:4449343 /done.eraW 

mitochondrial ribosomal protein 63 
(MRP63), mRNA/cds=(215,523) 

hypothetical protein FL/14888 
(FU14886), mRNA/cds=(111.1169) 



BG249224 12759040 cDNA clone IMAGE:4470038 5' 



1 2763933 solute carrier family 7, (cationic amino 
acid transporter, y+ system) member 1 1 
(SLC7A1 1), mRNA /cds=(235,1740) 

12764108 cDNA clone IMAGE:4477042 5' 

12770770 602372562F1 cDNA, 5' end 

/done=IMAGE:4480647 /done_end=5' 

13031273 annexin A2 (ANXA2), mRNA 

/cds=(49,1068) 
13032445 6024081 92F1 cDNA, 5* end 

/done=tMAGE:4518214 /done_end=5' 

13032707 602406784F1 cDNA, 5' end 

/done=iMAGE:4518957 /done_end=5' 

1 303391 8 602259846F1 cDNA, 5' end 

/clone=!MAGE:434317l /done end=5* 



1 TAAAAAGGGGGTGGCGG CTGTAGTA 
AGGAGGAGCGAGTAATGTATAGCAC 

1 CCATGAGCAGGCGCAACCATAACAG 
TTAGAGACGGCACACAGCACGACAC 

1 ACTCACGCAAGAGCAGGGGGACTAT 
AACAGAAATAAACAAGTAAATAAAT 

1 TACACAGGCAGCTATGCGGATCATCA 
GACGAGCACATATTCTAACAGAGA 

1 CGTCGCCGTAGGACGCCTCCGTCGT 
CGTCTGGTCTGTCTCCTGCATCGAG 

1 AAAGGCAAGAGTCCGGGGTGGCAGA 
AGAGTGAAAAATGAAAGAGAGAAGG 

1 TTCTGCCCAGAGTGTATTTGTGAAGA 
GTCTCTTATATTATGTTTTGTGGA 

1 GTGCGAATGTGGAGTGTTTTACATTG 
ATCTTTGCTAATGAATTAGCATCA 



1 CATTACGCATATTGGTAAGACGCAAA 
ATGAGACAGATCGACACTGGGACG 

1 CACAACGGGTCTTAATGACGACGGAA 
AGATACATCCATCGGTATGAACGC 

1 ACCAGCAATCCGCAGCAGAGTCATAA 
GTGGGGTAGGTGATATGTACTAAC 

1 GAAAAAACAAGCTAACAAACACACAC 
GCCCAC ACCAACATG CCAGAACGC 

1 TGAACATGGGTGG GTTTGATCACGAG 
GATTCCGCTGAAAAGATTAGAGGG 

1 CGCGTTCATAACGGCGTCGACTGTTC 
TTGTGCTGCTGTTATCTATACTAT 

1 GGGACCAGACTACACGGAATACCAG 
AGTTGAAGAAAATTAAGATTTAAGC 

1 TATACTGAGAGTGAAGGTCTGGGTGC 
C AACTTGAGACAGGTGGTCTAG GA 

1 CCCCTGGTTTTCTCGTTCTGCCTCCT 

TTGGACCTGTGTTTGTTTTCTGCT 
1 CCCTTAGAATGGTTACTGCCCTTGAA 

TTAACTTGACACAACTTGGGTTGG 
1 CGAATAATCCCTATTTGATTACCTCA 

GAAAAGTTTTGTCTTCCGCCAAGG 
1 TTGGACCCCAGGGTAAGGCGGATAT 

TG GTTGGG ACGTTCGGGG AGTGTAT 

1 AATTACGTTC G G AGGTATATAAAAAG * 
GGATCGGCGCAGTGGATAGGGGGT 

1 GGAGATCCACAGTGATCTCAGGCCC 
TGGACCGGAAAAGGCAGCAAGATCA 

1 AAGACGAGTACACCAAGACCAAAGA 
GCGCCAACGAGCACGACCGAGTGAA 

1 AACGCCGACTAGACGTCACAAAGACT 
TAATAAGAAACACACTGATATCCA 



1 CGC AACATTATC CATTTAAACCCCTG 
CATAACCCATTACCAAAGCCCTCT 

1 GGCACCCCAATCCCCGGCAAAAACA 
TTTGTTAACCTCTTGGGAATTTCTT 

1 CTCGTCTGCACCGGAGTCTCACAAAT 
TTAGCATCTGGGTCTTGAGCATTA 

1 CCCTCCG GG GTCTCTATACCCACAAC 
CTTCTATCACTCAATCAGTTGGTA 

1 AACAAGATAGAGAGAAGACGAAGATC 
GACACAGACAAACAACCACAACCG 

1 TGTTGGGACCCCTCATCTCACGGGTC 
ATTTCCACC ACTAAACGCC CTTTT 
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4023 Table 3A 

4024 Table 3A 

4025 Table 3A 

4026 Table 3A 

4027 Table 3A 

4028 Table 3A 

4029 Table 3A 

4030 Table 3A 

4031 Table 3A 

4032 Table 3A 

4033 Table 3A 

4034 Table 3A 

4035 Table 3A 

4036 Table 3A 

4037 Table 3A 

4038 Table 3A 

4039 Table 3A 

4040 Table 3A 

4041 Table 3A 

4042 Table 3A 

4043 Table 3A 

4044 Table 3A 

4045 Table 3A 

4046 Table 3A 

4047 Table 3A 

4048 Table 3A 

4049 Table 3A 

4050 Table 3A 

4051 Table 3A 

4052 Table 3A 

4053 Table 3A 



Hs.151239 BG286500 

H$.323950 BG286649 

Hs.278428 BG286817 

NA BG288308 

Hs. 115467 BG288391 

Hs.11637 BG288429 

Hs.79101 BG288554 

Hs.44577 BG288837 

Hs.173830 BG289048 

Hs.169363 BG289347 

Hs.79914 BG290141 

Hs. 129872 BG290577 

Hs.95835 BG291649 

HS.289088 BG291970 

Hs.322804 BG311130 

Hs.190219 BG326781 

Hs.292457 BG339050 

Hs.170980 BG387694 

Hs.266175 BG391695 

Hs.301226 BG396292 

Hs.58643 BG397564 

Hs.26670 BG403635 

Hs.292457 BG424974 

NA BG427404 

NA BG432194 

Hs.28491 BG434865 

Hs.281397 BG438232 

Hs.301226 BG468330 

Hs.334787 BG473228 

Hs.292457 BG473813 

Hs.173737 BG482798 



1 3039430 602382992F1 cDNA, 5' end 

/clone=!MAGE:4500527 /done_end=5' 

13039715 zinc finger protein 6 (CMPX1) (ZNF6), 

mRNA /cds=(1 265,3361) 
13040034 progestin induced protein (DD5), 

mRNA/cds=(33,8432) 
13043014 cDNA clone IMAGE:4512706 5' 

13043387 602388053F1 cDNA.S'end 

/done=lMAGE:4517076 /clone_end=5' 

1 3043463 602388093F1 cDNA, 5* end 

/done=IMAGE:451 7086 /cJone_end=5' 

13043326 cydin G1 (CCNG1), mRNA 

/Cds=(187,1074) 
13044076 602388170F1 cDNA, 5* end 

/clone=lMAGE:4517l29 /done_end=5* 

1 3044499 602383666F1 cDNA. 5' end 

/clone=IMAGE:4512712 /done_end=5' 

1 30451 00 GLE1 (yeast homolog)-1ike, RNA 
export mediator (GLE1L), mRNA 
/cds=(87,2066) 

13046637 lumican (LUM), mRNA /cds=(84,1 100) 

13047679 sperm associated aniigen 9 (SPAG9), 

mRNA /cds=(1 10,2410) 
13049586 RST8356 cDNA 



1 305031 6 heat shock 90kD protein 1 , alpha 
(HSPCA), mRNA/cds=(60,2258) 
1 31 12931 ia55a08.y1 cDNA, 5' end /clone_end=5 l 

1 31 3321 8 602425659F1 cDNA, 5* end 

/done=IMAGE:4563471 /done_end=5' 

13145488 Homo sapiens, done MGC:1 6362 

IMAGE:3927795. mRNA, complete cds 
/cds=(498,635) 

1 3281 140 cell cycle progression 2 protein 
(CPR2), mRNA/cds=(126,1691) 

13285143 cDNA FLJ20673 fis, clone KAIA4464 

/cds=(104,1402) 
1 3289740 mRNA for KIAA1 085 protein, partial 

cds/cds=(0,1755) 
13291012 60243 8603F1 cDNA, 5' end 

/done=IMAGE:4564968 /done_end=5* 

1 3297083 PAC clone RP3-51 5N 1 from 22q 1 1 .2- 

q22 /cds={0,791) 
13331480 Homo sapiens, clone MGC:16362 

IMAGE:3927795. mRNA, complete cds 

/cds=(498,635) 
13334006 cDNAclonetMAGE:46125l8 5' 

13338700 cDNA done IMAGE:461 0035 5" 

13341371 spermidine/spermine N1- 

acetyltransferase (SAT), mRNA 
/cds=(1 65,680) 

1 3344738 hypothetical protein AD034 (AD034), 
mRNA/cds=(195,1880) 

13400600 mRNA for KIAA1085 protein, partial 

cds/cds=(0,1755) 
1 3405503 Homo sapiens, clone MGC:1 9556 

IMAGE:4304831, mRNA, complete cds 

/cds=(1 505,1 666) 
13406090 Homo sapiens, clone MGC: 16362 

IMAGE:3927795, mRNA, complete cds 

/cds=(49B,635) 
1341 5077 ras-related C3 botulinum toxin 

substrate 1 (rho family, small GTP 

binding protein Rac1) (RAC1), transcript 

variant Radb, mRNA /cds=(0,635) 



CCCTGAAATCCTAAATTCCGTCACCC 
CTCCAAC ATGACC ATAAAAGTCC C 

G ACC ACGTTATGTGC CTG ACTTCG AG 
G ACACCCTCTCTG GTTTGGTATTT 
TCTC CTTTCAGTTCCTTTGTAGG ATTT 
CTGGCCTTGAGGATAGTCTTCA 
TCTCATCAACATTTGACTCTCAGAAG 
AGCCTCCATTTGCCCTTTCTCTCT 
GC AG AGC AGACCTTATTAC GCACAAT 
TGCCG GTAACATGTAACACC AGTT 

ATTGG GCATGGTTGGTC CAATGCCTC 
ACATGGCCGGGATAACAGGACGCA 

CAAAGGGTGTAATTCCACATTGACAC 
TCCTGTCATGCGGTGGGCGGGAAC 
CTAG CTC ACTAGTTGTGCCTATATGC 
CACACCGGGGGACCCAACAAGGGT 

ATACTGTGTGATTTGCCCTTGCTGTC 
CAACCCTGTTCTTGCTGCCATTTA 

GTGGCCTGAAGTGACCCATTCTATGA 
ATTGTTAATTAAGGTGCCAAAAAA 

GGGTTTGAGACTTGGGTATGGAAACA 

GAACCGGAAATTGTGTGCTCTGGT 

ATTTCTATTATGGAATCCCTGGGGTT 

CAGAATGTAACTTTGTACATGAGA 

GACAGTACACCTCAGGGAAGGGACA 

AACAAACACGATAAATCGACACACG 

TCAG ACCC AGTCTTGTGGATG GAAAT 

GTAGTGCTCGAGTCACATTCTGCT 

TCCTGAGCCCCACACGCCCGAAGCA 

ATAAAGA GTC CA CTGA CTTC CAAAA 

ACGAATATCGAATCTCCCACGCGGG 

GGGTGAGACCCGAATCTGCGGCTGC 

AGACACACGAGCAAAACGACGCAGC 
AAGAATCAGATAGCATAGCAAACAT 

GCAGTGGGACGGAACGGGTGAAGCC 
TGATGGCTGATGCGGCACGATCTTG 

CTTTAAATCTTAGATTGCTCCGCACA 

GATAAAGAGAACCAGGATTGGGGC 

TTTATTTGGGTACTTTTCCCCAACACA 

AGTCCTTTTATCCCACCCTTGGG 

AAAAGATCTCGGAAAATAGCATTTTG 

TTAAAAC CTTGGGGGGTAAAAC CC 

AACCTTC ATGCAAGTGGAG ACGG GTA 
GGGGGTTCTATGGGG CATTGGTTG 
TGTGAAAAG CTGATAAGAAAACCATC 
CAGAAAAAAGCTCTTCGTTTTACA 

TCATTATAATTCTGTCCTAGGAAATCA 
AATTAG AACG CTCCAC AAGCCGG 
CGCAG AGCTGGGCCTTACAAATG G G 
TTCCAAATCGGGCTTCTCACTCAGG 
TACAACTGTACCACACTGGGTTACTC 
TAGAAGTCTCTG GTCG G ATCCTTC 

CATAG AGCACAAGAGACACATG GAC 
CGGCACGCGACCCGACCCAAAGCGC 

TTTACCTCATTTATTTGGTACTTTCCC 
CACACAGTCCTTTATCCACCTGG 
CCATTTTTAGTG GGGGAGAAAACTGT 
CACTGTGCTGGCGAAAGAGGTCCA 

CCGCACCGATTAACGGCCAGAGAAG 
CAACAAGCAAATAAAAAGTGGGAAA 

AACTTAACTCACTGGCGAGAATACAG 
CGTGGGACCCTTCAGCCACTACAA 
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4078 literature 

4079 literature 
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4081 literature 



Hs.24054 BG489375 
Hs.1 66254 BG493253 



Hs.29131 BG497765 
Hs.172089 BG501063 



NA 

Hs.279009 
Hs.88437 

Hs.237868 
Hs.3280 

HS.293842 

Hs.1 11911 

HS.12396 

NA 

Hs.279009 
Hs.129872 
Hs.343475 

Hs.74647 

Hs.343475 

Hs.72988 

NA 

Hs.1 24675 



BG501895 

BG503693 
BG505271 

BG505379 
BGS05961 

BG506472 

BG527060 

BG527658 

BG531486 
BG532345 
BG532470 
BG533994 

BG536394 

BG536641 

BG537502 

BG538731 
BG541679 



Table 8 

13450885 hypothetical protein GL009 (GL009), 

mRNA/cds=(77,628) 
1 3454765 hypothetical protein DKFZp566H 33 

(DKFZP566I133), mRNA 

/cds=(133,1353) 
1 3459282 nuclear receptor coactivator 2 

(NCOA2), mRNA/cds=(162,4556) 
13462580 mRNA; cDNA DKFZp586l2022 (from 

clone DKFZp586!2022) 

/cds=UNKNOWN 
1 346341 2 cDNA done IMAGE:4654344 5' 



NA 

Hs.198427 
Hs.83077 



BG542394 
BG547561 
BG547627 



Hs.227656 XM_001289 



Hs.55468 
Hs.170171 



XM_001939 
XM 002068 



1 346521 0 matrix Gla protein (MGP), mRNA 

/cds=(46,357) 
13466788 60241 1 368F1 cDNA, 5' end 

/cione=IMAGE:4540098 /clone_end=5' 

1 3466896 Interleukln 7 receptor (IL7R), mRNA 

/cds=(22,140l) 
1 3467478 caspase 6, apoptosis-related cysteine 

protease (CASP6), transcript variant 

alpha, mRNA /cds=(78,959) 
13467989 601571679F1 cDNA, 5' end 

7clone=!MAGE:3838675 /clone_end=5' 

13518597 602540462F1 cDNA, 5' end 

/clone=lMAGE:4671519 /c!one_end=5' 

13519195 602302446F1 cDNA, 5' end 

/clone=IMAGE:4403866 /clone_end=5' 

13523023 cDNA clone IMAGE:4699409 5* 

13523883 matrix Gla protein (MGP), mRNA 

/cds=(46,357) 
1 3524009 sperm associated antigen 9 (SPAG9), 

mRNA/cds=(110,2410) 
13525534 601 556208T1 cDNA, 3* end 

/clone=lMAGE:3826392 /done_end=3' 

1 3527940 T-ce!i receptor active alpha-chain 

mRNA from M cell line, complete cds 
/cds=(1 36,969) 

13528187 601556208T1 cDNA, 3' end 

/clone=!MAGE:3826392 /clone_end=3' 

1 3529734 signal transducer and activator of 

transcription 2, 113kD (STAT2), mRNA 
/cds=(57,2612) 

1 3530964 cDNA clone IMAGE:4691 392 5' 

1 3533912 602571 256F1 cDNA, 5* end 

/done=IMAGE4695805 /done_end=5* 

13534627 cDNA done IMAGE :4696046 5' 

13546239 hexokinase 2 (HK2), mRNA 

/cds=(1 490,4243) 
1 3546292 Interleukin 1 8 (interferon-gamma- 
Induclng factor) (IL18), mRNA 
/cds=(1 77,758) 
14732543 xenotropic and polytropic murine 

leukemia virus receptor (X3) mRNA. 
complete cds /cds=(1 65,2255) 
1 1426048 H4 histone, family 2 



Hs.181097 XM.002135 



4082 Table 3A Hs.76913 XMJ)02158 



4083 Table 3A 

4084 literature 



Hs.10927 XM_ > 002269 
Hs.81424 XM_002513 



14732456 mRNA; cDNA DKFZp434M0813 (from 
clone DKFZp434M0813); partial cds 
/cds=(430,768) 

1 1 428074 tumor necrosis factor (ligand) 
superfamily, member 4 (tax- 
transcriptionally activated glycoprotein 
1,34kD) (TNFSF4), mRNA 
/cds=(36,587) 

13639010 proteasome (prosome, macropain) 

subunit, alpha type, 5 (PSMA5), mRNA 
/cds=(21,746) 

1 3636009 HSZ78330 cDNA /done=2.49-<CEPH) 

13646509 ubiquitin-like 1 (sentrin) (UBL1), mRNA 
/cds=(66,371) 
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AGGACTTAACGGGAATACGGGAATAA 
CTCCAATTACTTCATCTCTAGGGC 
AAG GAGGTTGCTCAC CAGTAGTGCTT 
GTTACCAAAATGTCACCAGGAGTT 

TGAATTAAGTGCATTATCAATTAACCT 
TATGGTGGTTGGAATAGTGATCA 
AAACACACAGGAAAAGGGCAAAGGG 
GGCACCAGGAGAACCGGGAGACAAA 

C GGAGAAACG GGGCCAAAAGGTTGC 
CGAGAGACCCGGCGAAAAGGACAGG 

ACAAAGCATCAAACAGCAGGGAGCTA 
GTG GAGAGGTCTATTGTCCCAGTG 
GGGTGCATGCCAAGAAAGTATGGTT 
GGAATTCCTGGTACACTGAAGTGGA 

ATGTTATCTTGGGAATTAGTGTCTTG 
AGC CTCTGTCTGTTACCGTAGTTT 
TGACCGAGTAAAAAACATCTATCAAT 
TACACAAATGAACAAGAATGTGAG 

AC AAGAAATGGTTGAGG CG AATATTG 
GAAACACATGGGCTTAATGCTGAA 

GGTATTGATGCTTGGTTTTTCCTGCC 
AGTCCGAAATTCCTGTATTTGTCA 

TCATGCTACTTGTCCTGGTTTTGTCAT 
TGATACTCTCATAGCCCTTTTGA 

GCCTGGCGGACCGGCAGCCTATATG 

ACG GACTTCCTCATTACTTACC ACG 

AAACTGTTTGGAGAATTTAAGCACTC 

TCTGATGGGGGACAACTCTATGGA 

TCTTTGTGCAGATACGTTCACCACAT 

AAGTGTGAGCCATTTAAACCTGGT 

CACCAAAGTGGAGACAAATACATGAT 

CTCAAAGATACACAGTACCTACTT 

AATAATTGGTCTTTTAAACAAACACG 
GAAGTTTGGTGGAATCG GTCATGT 

TGTTCGTGCCTTCCTTCTGGGTTCCA 
CAAAGGTGGGACCTTACTTATCTA 

AGGGAAAAACGCAGGGGGTTCAAAA 
ACTCTCTCACTCTATGCAGTGTATA 

AAGC AG CTCAATAGCAGCATAG AGGA 
TTAG ATTAATGGAACAGCACTG CA 
ACATATACAAGGACACAGAGGAAAGG 
CGGGAACAACGGGAAGAGGTTTTG 

TGTGGCGATTAAGAGAGGTGAAGCAT 

AACTGATTTGCAGGATATGGTTTG 

AAAAGCCAAAAGGTTTCATGTAGATT 

TTAGTTCACTAAAGGGTGCCCACA 

GCAGAACTCTAATTGTACGGGGTCAC 

AGAGGCGTGATATGGTATCCCAAA 

CTTAACCATACAGAATGATATAACTC 
CTGTGC AATG AAG GTGATAAC AGT 

CTTCGGAGGCTAGGCCGCCGCTCCA 
GCTTTGCACGTTTCGATCCCAAAGG 
CAAAGTCAAATAACTCCTCATTGTAAA 
CAAACTGTGTAACTGCCCAAAGC 

CCAATCCCGATCCAAATCATAATTTG 
TTCTTAAGTATACTGGGCAGGTCC 



TCCAGCTCCTGTTC CTTGGA AAATCT 
CCATTGTATGTGCATTTTTTAAAT 

AACTGATGCCTGCTAGTGCTTTCTGA 
TTACTCGCATTCTGTTTCTTGCTT 
TCAGGTTGAAGTCAAGATGACAGATA 
AGGTGAGAGTAATGACTACTCCAA 
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Hs.173912 XM_003189 14735115 

Hs.63668 XM_003304 14720715 

Hs.89714 XM.003507 14731038 

Hs.66052 XMJJ03593 13646753 

Hs.251664 XM_004020 11417288 

Hs.79197 XMJJ04500 13631147 

Hs.159651 XMJJ04585 14758499 

Hs.279903 XMJJ04611 14740071 

Hs.302981 XIU 004720 14745195 

Hs.239138 XM_004839 13629023 

Hs.79022 XMJ305162 14746130 

Hs.234642 XM_005543 13641011 

Hs. 124029 XM_005693 14737168 

Hs.326248 XM 005698 13627052 

HS.287797 XM__005799 1 3629831 

HS.1395 XMJJ05883 14740090 

Hs.1908 XMJJ05980 14748566 

Hs.73958 XMJXJ6283 14763523 

Hs. 146589 XMJ>06741 14783662 

Hs.99954 XM_006840 14763859 

Hs.287369 XM 006881 13650909 

Hs.159 XMJJ06950 13652420 

Hs.159492 XM_007156 12737945 

Hs.170133 XM 007189 14755876 

Hs.87409 XM_007606 14749307 

Hs.75415 XM_007650 14785206 

Hs.17279 XMJQ08062 13627121 

Hs.5344 XM_008082 14779810 



Hs.75703 XMJJ08449 
Hs.79241 XM.008738 



13652724 



13646672 



eukaryotic translation initiation factor 
4A, isoform 2 (EIF4A2), mRNA 
/cds=(15,1238) 

toll-like receptor 2 (TLR2), mRNA 
/Cds=(1 29,2483) 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 5 (epithelial- 
derived neutrophil-activating peptide 78) 
(SCYB5), mRNA/cds=(106,450) 

CD38 antigen (p45) (CD38), mRNA 
/cds=(69,971) 

DNA for insulin-like growth factor li 
(IGF-2); exon 7 and additional ORF 
/cds=(0,233) 

CD83 antigen (activated B 
lymphocytes, immunoglobulin 
superfamily) (CD83), mRNA 
/cds=(41,658) 

tumor necrosis factor receptor 
superfamily, member 21 (TNFRSF21), 
mRNA/cdS=(0,1967) 

Ras homoiog enriched in brain 2 
(RHEB2), mRNA/cds=(23,577) 

hypothetical protein FLJ11000 
(FLJ11D00), mRNA/cds=(223,780) 

pre-B-cell colony-enhancing factor 
(PBEF), mRNA /cds=(27,1 502) 

GTP-bindlng protein overexpressed in 
skeletal muscle (GEM), mRNA 
/cds=(213,1103) 

aquaporin 3 (AQP3), mRNA 
/cds=(64,942) 

inositol polyphosphate-5-phosphatase, 
40kD (INPP5A), mRNA 
/cds=(101,1192) 

cDNA: FLJ22071 fis, clone HEP11691 
/cds=UNKNOWN 

mRNA for FU00043 protein, partial 
cds /cds=(0,4248) 

early growth response 2 (Krox-20 
(Drosophila) homotog) (EGR2), mRNA 
/cds=(338,1768) 

proteoglycan 1 , secretory granule 
(PRG1), mRNA /cds=(24,500) 

recombination activating gene 1 
(RAG1), mRNA /cds=(1 24,3255) 

mRNA for MOP-3. complete cds 
/cds=(0,4178) 

activin A receptor, type IB (ACVR1B), 
transcript variant 1, mRNA 
/cds=(39,1556) 

interleukin 22 (IL22), mRNA 
/cds=(71,610) 

tumor necrosis factor receptor 
superfamily, member 1A (TNFRSF1A), 
mRNA/cds=(255,1622) 
sacsin (SACS) gene, complete cds 
/cds=(76,11565) 
forkhead box OIA 
(rhabdomyosarcoma) (FOX01A), 
mRNA/cds=(385,2352) 
thrombospondin 1 (THBS1), mRNA 
/cds=(11 1,3623) 

cDNA: FLJ22810 fis, clone KA1A2933, 
highly similar to AB021 288 mRNA for 
beta 2-microglobulin /cds=UNKNOWN 

tyrosylprotein sulfotransferase 1 
(TPST1), mRNA/cds=(81,1193) 
adaptor-related protein complex 1 , 
gamma 1 subunit(APlGl), mRNA 
/cds=(28,2505) 
small inducible cytokine A4 
(homologous to mouse Mip-1b) 
(SCYA4), mRNA /cds=(1 08,386) 
B-cell CLL/lymphoma 2 (BCL2), 
nuclear gene encoding mitochondrial 
protein, transcript variant alpha, mRNA 
/cds=(31,750) 



TC CTAGGTAGGGTTTAATCCCC AGTA 
AAATTG CCATATTGCACATGTCTT 

AG CGGGAAG GATTTTGGGTAAATCTG 
AGAGCTGCGATAAAGTCCTAGGTT 
GAGG CCCTAGC ATTTCTCCTTG G ATA 
GGGGACCAGAGAGAGCTTGGAATG 



CTCC AC AATAAG GTCAATGCC AG AGA 
CGGAAGCCTTTTTCCCCAAAGTCT 
CCAATGTTTCTCT7TTGGCCCTATACA 
AAGGCAAGAAG G AAAGACCAAG A 

7TTACCTCTGTCTTGGCTTTCATGTTA 
TTAAACGTATG CATGTG AAG AAG 



GGGAAGTTGGTTTATAAGCCTTTGCC 
AGGTGTAACTGTTGTGAAATACCC 

CCCTCCCTTCAGATTATGTTAACTCT 
GAGTCTGTCCAAATGAGTTCACTT 
TTA7TCATATATTCCTGTCCAAAGCCA 
CACTGAAAACAGAGGCAGAGACA 
TGCACCTCAAGATTTTAAGGAGATAA 
TGI I 1 1 1 AGAGAGAATTTCTGCTT 
TATGGC CTTCAAGCTCAAGTCCAAAT 
CCTGCCATGACCTCTCTGTACTCT 

TCCATCTGTGCATAAGGAGAGGAAAG 
TTCC AG G GTGTGTATGTTTTCAG G 
GGACCATTCCGGAGCAGCCCCACAT 
ACCTCACTGTCTCGTCTGTCTATGT 

TTTGTAAG CG AAGGAGATGG AGGTC 

GTCTTAAACCAGAGAGCTACTGAAT 

ACCACTGTATGTTTACTTCTCACCATT 

TGAGTTGCCCATCTTGTTTCACA 

AAATCTATTCTAACGCAAAACCACTAA 

CTGAAGTTCAGATAATGGATGGT 

TGTTATAAAAGAGGATTTTCCCACCTT 

GACACCAGGCAATGTAGTTAGCA 

ACCAGGATGCAATGGATTTATTTGAT 

TCAGGGGACCTGTATTTCCATGTC 

AACAGAAACAGCTATGGCAACAGCAT 

CACCCTCAGAGCATCACCAACTTG 

TATTTAACCTGAGTATAGTATTTAACG 

AAGCCTAG AAGCACG GCTGTGGG 

AACTAACCCCCTTTCCCTGCTAGAAA 
TAAC AATTAGATGCCCCAAAG CGA 
ATAGCAAGCTGAACTGTCCTAAGGCA 
GGGGCGAGCACGGAACAATGGGGC 

TGACAG GTTCACTTCTGAGGTTGCTA 
TG AGG GTGATGGAATGTACTGCCT 
TGTTTAAATG GCTTGGTGTCTTTCTTT 
TCTAATTATGCAGAATAAGCTCT 

TTGAAATTGGTGGCTTCATTCTAGAT 
GTAGCTTGTGCAG ATGTAGCAG GA 
ACTTCTTATACATTTGATAAAGTAAGG 
CATGGTTGTGGTTAATCTGGTTT 



CATGAAGAAGCAAGACGAAAACACAC 
AGG AGG GAAAATCCTGGG ATTCTT 
GCCTGGCTTGGACCTTGGCATTCCGT 
TTGAATTCCTTCTAACTGGAACAT 

GTCCACTGTCACTGTTTCTCTGCTGT 
TGCAAATACATGGATAACACATTT 

TTGTGTTGTTGGAAAAAGTCACATTG 
CCATTAAACTTTCCTTGTCTGTCT 
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Hs.84038 
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Hs.296585 
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Hs.1 98298 
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Hs.334691 
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4124 


Table 3A 


Hs.155595 


XM_010897 


4125 


Table 3A 


NA 


XMJ)11080 


4126 


Table 3A 


Hs.302014 


XMJM1082 


4127 


Table 3A 


Hs.78687 


XM_0 11714 


4128 


literature 


Hs.91390 
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Table 8 

1 1432998 nuclear factor of kappa light 

polypeptide gene enhancer in B-cells 
inhibitor, beta (NFKBIB), mRNA 
/cds={0,1016) 

1 1 4251 96 fucosyltransferase 1 (galactoside 2- 
alpha-L-rucosyltransferase, Bombay 
phenotype included) (FUT1), mRNA 
/cds=(103,1200) 

14760495 mRNA for 

alpha(1 v 2)fucosyltransferase, complete 
cds/cds=(111 I 1142) 

14771 190 CGI-06 protein (LOC51604), mRNA 
/cds=(6,1730) 

1 477 1391 nucleolar protein (KKE/D repeat) 
(NOP56), mRNA/cds=<21,1829) 

14770741 cDNA FLJ14219 lis, clone 

NT2RP3003800, highly similar to Rattus 
norvegicus tyrosine protein kinase pp60- 
c-src mRNA /cds=(501,1256) 

1 3648023 hypothetical protein FLJ22427 

(FLJ22427), mRNA/cds=(40,2631) 
11417988 LIM domain kinase 2 (LIMK2), . 

transcript variant 2b, mRNA 

/cds=(315,2168) 
14727775 signaling lymphocytic activation 

molecule (SLAM), mRNA 

/cds={133,1140) 
1 3637965 neural precursor cell expressed, 

developmental^ down-regulated 5 

(NEDD5), mRNA/cds=(258,1343) 
14738482 T cell activation, increased late 

expression 
1 3626304 interteukin 21 (IL21 ), mRNA 

/cds=(46,534) 
1 4749491 neutral sphingomyelinase (N-SMase) 

activation associated factor (NSMAF), 

mRNA /cds=(1 2,2765) 
1 4739654 poty (ADP-ribose) glycohydrolase 

(PARG), mRNA /cds=(1 66,3096) 
14737830 isopentenyl-diphosphate delta 

isomerase (IDI1), mRNA /cds={50,736) 

1 3628205 ribosomal protein S24 (RPS24), 

transcript variant 1 , mRNA 

/cds=(37,429) 
14771044 hypothetical protein MDS025 

(MDS025), mRNA/cds=(5,769) 
1 4750596 granzyme B (granzyme 2, cytotoxic T- 

lymphocyte-associated serine esterase 

1) (GZMB), mRNA/cds=(33,776) 

1 3633583 gene for monocyte chemotactic protein- 
3 (MCP-3) /Cds=(0,329) 

1 2741752 killer cell immunoglobulin-tike receptor, 
two domains, long cytoplasmic tail, 2 
(KIR2DL2), mRNA/cds=(14,1060) 

1477851 5 hypothetical protein MGC4248 

(MGC4248), mRNA /cds=(70,720) 
14760439 putative chemokine receptor; GTP- 

binding protein (HM74), mRNA 

/cds=(60,1223) 
1 363851 0 cDNA FLJ 1 31 75 fis, clone 

NT2RP3003842 /cds=UNKNOWN 
14721648 mRNA for KlAA1693.protein, partial 

cds /cds=(0,2707) 
14784971 zinc finger protein 108 (2FP1 06), 

mRNA /cds=(335,5986) 
14726508 mRNA for K1AA1693 protein, partial 

cds/cds=(0,2707) 
14723691 ribosomal protein L5 pseudogene 

mRNA, complete cds /cds=UNKNOWN 

2072143 ataxia telangiectasia (ATM) gene, 
complete cds /cds=(795,9965) 

6857827 splicing factor, arginine/serine-rich 7 

(35kD) (SFRS7) mRNA /cds=(1 05,490) 



CAGTAGCGACAGCGACGGCGGAGAC 
GAGGGCGTGAGTCAGGAGGAGAGAC 



AG CTGCCACGGGTG AG AGAGCAGG A 
GGTATGAATTAAAAGTCTACAGCAC 



CTTTCCTCAAAATCTTTAAGCCAGAG 
GCAGCCTTCCTGCCGGAGTGGACA 

TCTGCCTCACGTGCACTGTGGTGGC 

CGTGTGCTACGGCTCCTTCTACAAT 

CCATAGCCCAAGGTGACATTTCCCAC 

CCTGTGCCGTGTTCCCCAATAAAA 

GGGGTATCCAGAATTGGTTGTAAATA 

CTTTGCATATTGTCTGATTAAACA 



GAGGCTTTGCCTTGCCTGCATATTTG 
TTTCGCTCTTACTCAGTTTGGGAA 
GCAAGTGTAGGAGTGGTG GGCCTGA 
ACTGG GCCATTGATCAGACTAAATA 

TTGCAAAACCCAGAAGCTAAAAAGTC 
AATAAACAGAAAGAATGATTTTGA 

CCCACACTGCTACACTTCTGATCCCC 
TTTGGTTTTACTACCCAAATCTAA 

AAAAGAAGCCCTAATAAACCACCCGG 
ATAATAACCCTGTCTACCATCTTT 
GTGAAGATTCCTG AG GATCTAACTTG 
CAGTTGGACACTATGTTACATACT 
AG AAG GATTAGCAGTTCTTAGTAAGT 
TTACTGTGTATAGGAACGGTTTGT 

CGGCTGCCTCTCTTGAGACCATCTGC 
CAATCACACAGTAACTATTCGGGT 
CCCAACTGAGGACCACTGTCTACAGA 
GTCAGGAAATATTGTAGGGAGAA 

CTGGCAAAAAGCCGAAGGAGTAAAG 
GTG CTGC AATGATGTTAGCTGTGGC 

TGTTTGCTTGAACAGTTGTGTAAATC 
ATACAGGATTTTGTG GGTATTGGT 
GGAGCCAAGTCCAGATTTACACTGG 
GAGAGGTGCCAGCAACTGAATAAAT 



GGATGCTCCTCCCTTCTCTACCTCAT 
GGGGGTATTGTATAAGTCCTTGCA 
TAACTTCAATGTAGTTTTCCATCCTTC 
AAATAAACATGTCTGCCCCCATG 



GAGTCCTTTTGAT7TTTAACTTATTCC 
CCATGTCCCTATACTTCGTGTGC 
TG CACGTTCCTCCTG GTTCCTTCGCT 
TGTGTTTCTGTACTTACCAAAAAT 

CAG CTTCAGCTAGG AGTTTGTAAGCA 

AGGACTTTGTGACACATTTGTCCC 

AATTG AAAAGTAC C AAG AA GTG G AAG 

AAGACCAAGACCCATCATGCCCCA 

ACTTCCTAGAGACTTGTTTCTGAGAC 

AGTTCTTTGCCTTCACTTC CCTGC 

ACAACTGACCTGTCTCCTTCACATAG 

TCCATATCACCACAAATCACACAA 

GCTCAGGAGCGGGCTGCTGAGAGCT 

AAACCCAGCAATTTTCTATGATTTT 

AAAGAAAGCCAGTATATTGGTTTGAA 
ATATAGAGATGTGTCCCAATTTCA 
ACTGGCAGGCTTATTTATCTG7TGCA 
CTTGGTTAGCTTTAATTGTTCTGT 



459 



WO 02/057414 



PCT/US01/47856 



4144 


Literature 


Hs.79037 


NM_002156 


4145 


Literature 


Hs.206984 


U15177 


4146 


Literature 


Hs.395 


XM_002923 


4147 


Literature 


NA 


NCJJ01807 


4148 


Literature 


Hs.32017 


NMJJ20645 


4149 


Literature 


Hs.74621 


U29185 


4150 


Literature 


NA 


X04948 


4151 


Literature 


NA 


X92768 


4152 


Literature 


Hs.75064 


NM_003192 


4153 


Literature 


Hs.99093 


BG179517 


4154 


Literature 


Hs.77356 


NM_003234 


4155 


Literature 


Hs. 194638 


U89387 


4156 


Literature 


Hs.15220 


NWU)22473 


4157 


Literature 


Hs.326248 


NM_014456 


4158 


Literature 


Hs.182447 


BC003394 


4159 


Literature 


Hs.31314 


X72B41 


4160 


Literature 


Hs.177592 


NM.001003 


4161 


Literature 


Hs.81361 


M65028 


4162 


Literature 


Hs.279939 


BC004560 


4163 


Literature 


Hs.241567 


NMJ302897 


4164 


Literature 


NA 


8E874440 


4165 


Literature 


Hs.1074 


BC005913 


4166 


Literature 


Hs.56205 


BC001880 


4167 


Literature 


Hs.77356 


BC001188 


4168 


Literature 


Hs.194638 


BC002958 


4169 


Literature 


Hs.35406 


AA057484 


4170 


Literature 


Hs.74451 


X04106 


4171 


Literature 


Hs.13231 


H17596 


4172 


Literature 


Hs.74002 


U40396 


4173 


Literature 


NA 


X17403 


4174 


Literature 


NA 


X17403 



Table 8 

4504520 Homo sapiens, heat shock 60kD 
protein 1 (chaperonin), clone 
MGC:19755 IMAGE:3630225, mRNA, 
complete cds /cds=(1 705,3396) 
988207 cosmid CRI-JC2015 at D10S289 in 
10sp13/cds=(0,1214) 

1 3643499 chemokine (C-C motif) receptor 2 

(CCR2), mRNA /cds=(39,1 163) 
13959823 mitochondrion, complete genome 

11034818 ASCL3 gene, CEGP1 gene, C11orf14 
gene, C1 1 orf15 gene, C1 1 orf16 gene 
and C1 1orf17 gene /cds=(66,791) 

286521 6 prion protein (p27-30) (Creutzfeld- 

Jakob disease, Gerstmann-Strausler- 
Scheinker syndrome, fatal familial 
insomnia) (PRNP), mRNA 
/cds=(49,810) 
36891 T-cell receptor alpha-chain HAP05 
V(a)3.1/J(a)P 

1 054779 mRNA for T-cell receptor alpha (clone 
XPBP53I) 

4507372 tubufin-specHic chaperone c (TBCC), 

mRNA/cds=(23,1063) 
1 2686220 chromosome 1 9, cosmid R28379 

/cds=(0,633) 
4507456 transferrin receptor <p90, CD71) 

(TFRC), mRNA /cds=(263,2545) 
2253634 porymerase (RNA) II (DNA directed) 

polypeptide D (POLR2D), mRNA 

fcds=(30,458) 
14784971 zinc finger protein 1 06 (ZFP1 06), 

mRNA /cds=(335,5986) 
7657448 cDNA: FLJ22071 fis, clone HEP1 1691 

/cds=UNKNOWN 
13097278 heterogeneous nuclear 

ribonucleoprotein C (C1/C2) (HNRPC), 

transcript variant 1 , mRNA 

/cds=(191,1102) 
297903 retinoblastoma-binding protein 7 

(RBBP7), mRNA/cds=(287,1564) 
4506668 ribosomal protein, large, P1 (RPLP1), 

337450 heterogeneous nuclear 

ribonucleoprotein A/B (HNRPAB), 

transcript variant 1, mRNA 

/cds=(224,1219) 
1 3528728 mitochondria) carrier homotog 1 

(MTCH1), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(0,1118) 
8400725 RNA binding motif, single stranded 

interacting protein 1 (RBMS1), 

transcript variant MSSP-2, mRNA 

/cds=(265,1434) 
10323216 NIHMGC.69 cDNA clone 

IMAGE:3891187 5', 
13543508 surfactant, pulmonary-associated 

protein C(SFTPC), mRNA 

/cdss(27,620) 
12804864 insulin induced gene 1 (INSIG1), 

mRNA/cds=(414,1247) 
12654696 transferrin receptor (p90, CD71) 

(TFRC), mRNA/cds=(263,2545) 
12804200 polymerase (RNA) II (DNA directed) 

polypeptide D (POLR2D). mRNA 

/cds=(30,458) 
1550124 602675161F1 cDNA, 5' end 

/clone=lMAGE:4797783 /clone_end=5' 

35327 calpain 4, small subunit (30K) 

(CAPN4), mRNA/cds=(158,964) 
883836 0d15d12.s1 cDNA 

/ctone=IMAGE: 1 368023 
1 1 1 791 4 mRNA for steroid receptor coactivator 
1e/cds=(201,4400) 
59591 CMVHCMVTRL2 = IRL2 

59591 CMV HCMVUL27 



1 AGCAGCCTTTCTGTGGAGAGTGAGAA 
TAATTGTGTACAAAGTAGAGAAGT 



1 CAACTGTGCTGGCCGGGAGGAGAGC 
AGAGACGCAGTCCTGCCCAGTGTAG 

1 CACATG GCTAAAGAAGGTTTCAGAAA 
GAAGTGGGGACAGAG CAGAACTTT 

1 CCGACATCTGGTTCCTACTTCAGGGT 
CATAAAGCCTAMTAGCCCACACG 

1 CTCATTTGTATTCAAGCCTTTAAGAG 
GAGGGCAAAGAGGTGAGAATGTGT 

1 GCACTGAATCGTTTCATGTAAGAATC 
CAAAGTGGACACCATTAACAGGTC 



1 GCAGACACTGCTTCTTACTTCTGTGC 

TACGGATGGGAACAGAGATGACAA 
1 GGGGAAACTGGAGGCTTCAAAACTAT 

CTTTGGAGCAGGAACAAGACTATT 
1 GGGGAAGGAGGGTGATTATATTGCTT 

TGTAATGGTTTGTGATACTTGAAA 
1 GTACGAATGGGAGGTCCTCGACACC 

TGGGGAACTGC GGACTATGCGG CAG 
1 TATCAGACTAGTGACAAGCTCCTGGT 

CTTGAGATGTCTTCTCGTTAAGGA 
1 TGACCTCCACCAAAGCCCATATAAGG 

AGCGGAGTTGTTAAGGACTGAAGA 

1 TTTCTCCGGACTCATCAGTAAACCTG 
TAGAAGTGTCGCTTTCCAGCCTTT 

1 TTTGTAAGCGAAGGAGATGGAGGTC 
GTCTTAAACCAGAGAGCTACTGAAT 

1 AAAGTTGATACTGTGGGTTA 1 1 1 1 I GT 
GAACAGCCTGATGTTTGGGACCT 



1 MCtmACACTTTTTCCTTCCAACAC 
TTCTTGATTGGCTTTGCAGAAAT 

1 ACAGCCAAGACTTAGGTTACAGGGCA 
ACGCACTACTGTTCAGCTTTGAAT 

1 ACGTGTCCTGATTTTGCCACAACCTG 
GATATTG AAGCTATC CAAGCTTTT 



1 AGCTGTTG ATGCTGGTTG G ACAGGTT 
TGAGTCAAATTGTACTTTGCTCCA 



1 ATAAGGTG C ATAAAACCCTTAAATTC 
ATCTAGTAGCTGTTCCCCCGAACA 



1 CCAATGACAGCCTACCTATTACCAAG 
GGCTCCCCTACAACTCTGAACCTT 

1 GACAAACCCTGGAGAAATGGGAGCT 
TGGGGAGAGGATGGGAGTGGGCAGA 

1 GTGTCAGTGCCCAAAGGAGGGAGGT 
TGATGGTGCTTAACAAACATGAAGT 

1 TC ATTGTATAAAAG CTGTTATGTGCAA 
CAGTGTGGAGATTCCTTGTCTGA 

1 TGACCTCCACCAAAGCCCATATAAGG 
AGCGGAGTTGTTAAGGACTGAAGA 

1 TTG GCTTCATTACGAGAG AG AAACAT 
AACAGAGGCAGTGATGGTTTCAGA 

1 TTTGTCTATATTCTGCTCCCAGCCTG 

CCAGGC CA GGAG GAAATAAACATG 
1 AGCACATTG GGAG ATAC ATG ATAAAT 

TTCTATCTGCAGTTGCTATTTG CA 
1 GGCCCAGCAGAAGAGCCTCCTTCAG 

CAGCTACTGACTGAATAACCACTTT 
1 AATAATAGATTAG C AG AAGG AATAAT 

CCGTGCGACCGAGCTTGTGCTTCT 
1 ACATTCAAAAGT7TGAGCGTCTTCAT 

GTACGCCGTTTTCGGCCTCACGAG 



460 



WO 02/057414 



4175 Literature 
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4178 Literature 

4179 Literature 
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4191 Table 3A 
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4201 db mining 
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NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 

Hs.1 64427 



X17403 
X17403 
X17403 
X17403 
X17403 
X17403 
X17403 
X17403 
X17403 
X17403 

X17403 
X17403 
AI307795 



Hs.169168 AA977148 



Hs.1 17333 
NA 

Hs.93670 
Hs.332583 
Hs.71433 
Hs.309127 

Hs.102630 

Hs. 134473 

Hs.1 58653 

Hs.243029 

Hs.1 68777 
Hs.1 32237 

Hs.1 23445 

Hs.143049 



AI023714 
AI380955 
AA976045 
AA788623 
AA131524 
AI380687 

AA808085 

Ai0740^6 

AI370965 

AA424812 

AA432364 
AI031656 

AAB13728 

AI126688 



Hs.108327 AA701667 

Hs.270264 AA613224 

Hs.1 58976 AI380390 

Hs.204214 AA826926 

Hs.326392 AA974839 



Table 8 

59591 CMVHCMVUL106 

59591 CMV HCMVTRL7 = IRL7 

59591 CMV HCMVUL33 

59591 CMV HCMVUL123 

59591 CMV HCMVUL75 Glycoprotein H 

59591 CMV HCMVUS28 

59591 CMV HCMVUL21 

59591 CMV HCMVUL54 

59591 CMV HCMVUL83 

59591 CMV HCMVUL109 



59591 CMV HCMVUL113; spliced to 

HCMVUL112 
59591 CMVHCMVUL122 

4002399 tb28c03.x1 cDNA, 3* end 

/clone=IMAGE:2055652 /clone_end=3' 

3154594 oq24g08.s1 cDNA, 3* end 

/clone=IMAGE:1 587326 /clone_end=3' 

3238758 mRNA for K1AA1 093 protein, partial 

cds/cds=(1 79,5362) 
4190797 tg18b08.x1 cDNA, 3' end 

/clone=IMAGE21 091 1 1 
31 51 837 cDNA: FU22664 fis. clone HS108202 

/cds=UN KNOWN 
2874972 yc77a06.s1 cDNA, 3' end 

/clone=IMAGE:21844 /clone_end=3' 
1693030 2l31h02.s1 cDNA, 3' end 

/done=IMAGE:503571 /clone_end=3' 
4190540 tg03e04.x1 cDNA, 3' end 

/clone=IMAGE:2107710 /ctone_end=3' 

2877491 602440867F1 cDNA, 5' end 

/clone=IMAGE:4556561 /clone_end=5' 

3400660 oy66g02.x1 cDNA, 3' end 

/clone=IMAGE:1670834 /clone__end=3' 

4149718 ta29b11.x1 cDNA, 3' end 

/clone=IMAGE:2045469 /clone__end=3' 

2106917 UI-H-Bl4-aow-o10-0-Ul.s1 cDNA. 3' 

end /clone=IMAGE:3086226 

/clone_end=3' 
21 14747 zw76a09.s1 cDNA, 3' end 

/cione=iMAGE:7821 04 /clone end=3' 
3249868 ow48e06.x1 cDNA, 3' end 

/clone=IMAGE:1 650082 /c!one_end=3' 

2882413 602623674F1 cDNA, 5' end 

/clone=IMAGE:4748515 /clone_end=5* 

3595202 Homo sapiens, Similar to 

DKFZP727C091 protein, clone 
MGC:10677 IMAGE:3948445, mRNA, 
complete cds /cds=(79,l530) 

2704832 damage-specific DNA binding protein 1 
(127kD) (DDB1), mRNA 
/cds=(l 09,3531) 

24S4262 no19d06.s1 cDNA, 3' end 

/done=lMAGE:i 101 1 31 /clone_end=3* 

4190243 UI-H-BI2-ahi-a-03-0-ULs1 CDNA, 3' 
end /c!one=!MAGE:2726692 
/done_end=3* 

2900923 EST389900 cDNA 

31 50631 son of sevenless (Drosophita) homolog 
1 (SOS1). mRNA /cds=(0,3998) 
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ACGAACAGAAATCTCAAAAGACGCTG 

ACCCGATAAGTACCGTCACGGAGA 

AGGAACCAGCAAGTCAACAAAAGACT 

AACAAAGAAAAACCATCTTGGAAT 

CC AAC G AC ACATCCACAAAAATCCCC 

CATCGACTCTCACAATCGCATCAT 

CCTCTGGAGGCAAGAGCACCCACCC 

TATG GTGACTAGAAG C AAGGCTGAC 

GATGTCCGTCTAC G CGCTATCGG CC 

ATCATCGGCATCTATCTGCTCTACC 

TTCGTGGGCACCAAGTTTCGCAAGAA 

CTACACTGTCTGCTGGCCGAG TTT 

GAGATCGACATCGTCATCGACCGAC 

CTCCGCAGCAACCCCTACCCAATCC 

CTTTGAGCAG GTTCTCAAG GCTGTAA 

CTAACGTG CTGTCGCCCGTCTTTC 

TCTTCTGGGACGCCAACGACATCTAC 

CGCATCTTCGCCGAATTGGAAGGC 

AGAGAACAACAAAACCACCACGACGA 

TGAAACAAAACGCTCAACCAAACA 

GAGAAAAGATTGTGCGATCTCCCCCT 

GGTTtCCAGCAGACTCTTGCCAGA 

CATCTTCTCCACCAACCAGGGTGGGT 

TCATGCTGCCTATCTACGAGACGG 

TCCCATGTTCCCTTTATTTGTCTTTTG 

GTTCTGCTTTTTGGGAGATTTTT 

TGGTGCGCTTTTGTGTGCGGTGGAG 
GAGTTCCTAACCCTCGGCTTGTTTT 

GCCGTTGGTTGG CTTAAACTTGGTTT 

CGTCACTTCGGGCACTTTGGTTTT 

CTGGCCTCCCCTGGCTCTTTAAGCTC 

CCCTTTGGTTAAAAACTGGGTTTT 

AAAAGGCCAAGGGTGTTGTTGGGGC 

GTCTGTCTAATGTG GTGGGTCTTTT 

GCTGTAAATCTCTGTCTCATCATCCTT 

CTCTTTTGTTTCCATAGCCTTTT 

GTGTGTGCTGGCTGAGAAGCCACTG 

TGAATTGATTCTTCTTCTGAAGTTT 

AATAAGGGTGTTGCCCTTTGTTCCCT 

CACATAATCGTGAAAGGCTG CTTT 

TTCCTCAGTCC CTGTTCATACCATCT 
CTGCACCCACAATCACACTGATTT 

GACCACAGATATGCACTCCTTACATT 
AACCTCAGCCTTGATGTATCATTT 

CCCCCTGTTATGAAAAGG GTTAAACT 
TGAACCCACCCATTTTAAAAATTT 

TTATAGCTACCAGAAGCCACCAGGGC 
CTTAGCCCAGCAGTAGAAACCTCT 

GATCAGTAGACACACCCCTCAATGCT 
GCGAAGAAAATGAAGGCCACTCTT 
AGCAGACAATG G ACAACTGTAGTTTT 
TGAATTGACTTCTATAGCCATCTT 

TCCAC CACAGTGCATGATAATTCCG A 
CAGAACGGCCTTTTATTTGTACCT 

TGTTCTCTGAACTGTCTGGATGAACC . 
G GTC AACGGCACTCATCATACCTT 



GCTTCACTCTGCTTTCTGTATAAAGG 
GCAGTCTGtGGTCACGCAAGACTT 

AGCAAAGACCAAATTCTCCTTGGGAA 
GTGTGGG AGCAGG CTGAC ATTATT 

GTCCTTTGATAGCAGAACAAGAGGCT 
CTGTG ATCCTCTG GACCTCAG ATT 

TCCAC GA CATGG TAC AGCTCTTCACT 
TTTTCAGCTTTTTAAATGTCCATT 
GACAAGGCAATGCTACTGATCACCTG 
AGGATAATGGTGAAGGACTTTTGT 
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4208 


Table 3A 


Hs.53542 


AI084224 


4209 


Table 3A 


Hs.173334 


AA284232 


4210 


db mining 


Hs.86437 


AI300700 


4211 


db mining 


Hs.61558 


AI220970 


4212 


Table 3A 


Hs.239489 


AA639796 


4213 


Table 3A 


Hs.228795 


AI094726 


4214 


db mining 


Hs.62699 


AA740964 


4215 


Table 3A 


Hs.124675 


AA858297 


4216 


Table 3A 


NA 


AI281442 


4217 


Table 3A 


Hs.228817 


AI199388 


4218 


Table 3A 


Hs.291003 


AA504269 


4219 


Table 3A 


Hs.299416 


AA1 32448 


4220 


Table 3A 


Hs.6733 


AI057025 


4221 


db mining 


Hs.177712 


AA251606 


4222 


Table 3A 


Hs.133175 


AI051673 


4223 


Table 3A 


Hs.203041 


AI271437 


4224 


Table 3A 


Hs.56205 


AA846378 


4225 


Table 3A 


NA 


AA873734 


4226 


Table 3A 


NA 


AA482019 


4227 


db mining 


Hs.1 82594 


AA806247 


4228 


Table 3A 


H s.2 10727 


AI075288 


4229 


Table 3A 


Hs.252300 


AI383340 


4230 


Table 3A 


Hs.191958 


AI347054 


4231 


Table 3A 


Hs.283410 


AI253134 


4232 


Table 3A 


Hs.44189 


AI361639 


4233 


Table 3A 


Hs.148288 


AA908367 


4234 


Table 3A 


Hs.143534 


AI095189 


4235 


Table 3A 


Hs.23349 


AI357493 


4236 


db mining 


Hs.292235 


AI057035 


4237 


Table 3A 


Hs.337986 


AA101212 


4238 


Table 3A 


Hs.60086 


AA004799 



Table 8 

3422647 chorea-acanthocytosis (CHAC) mRNA, 
complete cds /cds=(260,9784) 

1928532 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA/cds=(0,1922) 

3960046 60241 1368F1 cDNA, 5' end 

/clone=IMAGE:4540096 /clone_end=5' 

3803173 hz63d07.x1 cDNA, 3* end 

/clone=IMAGE:321 2653 /clone_end=3' 

2563575 TIA1 cytotoxic granule-associated RNA- 
binding protein (TIA1), transcript variant 
2, mRNA /cds=<1 85, 1345) 

3433702 qa08f05.x1 cDNA, 3* end 

/clone=IMAGE: 16861 77 /clone_end=3' 

2779556 EST386140 cDNA 

2946599 ob13b08.s1 cDNA, 3' end 

/done=!MAGE: 1323543 /ctone_end=3' 

3919675 cDNA clone IMAGE:1967452 3* 

3751994 qs75e05.x1 cDNA, 3' end 

/done=IMAGE: 1943936 /clone_end=3' 

2240429 hypothetical protein MGC4707 

(MGC4707), mRNA /cds=(72,1 067) 

1694015 zo20a03.s1 cDNA, 3' end 

/clone=IMAGE:587404 /c!one_end=3' 

3330814 phosphoinositlde-speciftc 

phospholipase C PLC-epsilon mRNA, 
complete cds /cds=(235,7146) 

1886786 zs09c03.s1 cDNA, 3' end 

/clone=IMAGE:684676 /clone_end=3' 

3307207 oy77g06j(1 cDNA, 3' end 

/done=lMAGE:167189B /clone_end=3' 

3890604 602417270F1 cDNA, 5' end 

/ctone=IMAGE:4536737 /c!one_end=5' 

2932518 insulin induced gene 1 (INSIG1), 

mRNA /cds=(41 4,1 247) 
2969856 Vanin2 

2209697 cDNA done IMAGE746046 3' 

2875516 oc21f01.s1 cDNA. 3' end 

/clone=IMAGE:1341529 
3401 879 oy69h1 0.x1 cON A, 3' end 

/done=IMAGE:1671 139 /clone - end=3 l 

4196121 tc76g05.x1 cONA, 3* end 

/done=IMAGE:2070584 /clone_end=3' 

4084260 immunoglobulin superfamily receptor 
translocation associated 2 (IRTA2), 
mRNA/cds=(158,3091) 

3849663 602635144F1 cDNA, 5' end 

/done=IMAGE:4780090 /clone_end=5' 

41 1 3460 yz99f01 .s1 cDNA, 3* end 

/done=!MAGE:291 193 /clone end^ 

3047772 og76c11.s1cDNA,3'end 

/c!one=IMAGE: 1 454228 /clone_end=3* 

3434165 602466053F1 cDNA, 5* end 

/done=IMAGE:4594260 /done_end=5' 

4109114 nab70e03.x1 cDNA, 3' end 

/c)one=IMAGE: 3273292 7done_end=3' 

3330824 oy75b1 1 .x1 cDNA, 3' end 

/done=IMAGE:1671645 
1647866 Homo sapiens, clone MGC:17431 

IMAGE:2984883, mRNA, complete cds 

/cds=(1336,1494) 
1448296 hypothetical protein MGC1 1 314 

(MGC11314), mRNA /cds=(221 ,673) 



-1 TCAATAGTTGTGAAATTCTTCTCAGG 
CTCCTTAAACCCTC GCTTTGTTGT 

-1 AGG CTTACGTTTATC CAAAAGC ATTT 
CACCTTGCACATTACTGTTGTTGT 

-1 ACAAG CATTTAGATC ATAACATG GTA 
AAGCCTATTAC C AGCCAATGTTG T 

-1 TGTTTTGGCATAGAGCTTTACTTAAAA 
TGCTGCTTCATTTTACACATTGT 

-1 TG GAGCTCAATTCTATG C AGTTGTG C 
TGATATTTCATTAAGTCACTGTGT 

-1 TTTCCCCTTGGCCTGAG I I i \ I AT AAA 
ATTTCCATTAATTGGGGCAGTGT 

-1 TGCAGCTAAATTCGAAG CTTTTGGTC 
TATATTGTTAATTGCCATTGCTGT 

-1 GGATTTGGAAGATGCTTTCAGAAATA 
TGGCATAGGI 1 1 1 IGTCGAAATGT 

-1 AAAGAAAAATTCAGCCTGAACCCTAC 
CCTTATAAAACAGGTTAATTGGGT 

-1 TGTAAGTCCCATGCCCGAATTTGGAG 
ATTTGGGTTTTTCTTTTCAGGGGT 

-1 CGGATTCCAAATTACTTAAAGCCTTTA 
TGG GAACACGGTAGATTGTAGGT 

-1 GCCTTCTGGCCTCTGAGGCAAAGGT 
CAGTG ATACTGATGGGAGG GTAGGT 

-1 GCTCAAGATCACCTCTTTGTCATCTT 
GAACAATGTTTTTCTCTTCTAGGT 

-1 TGTTTCCACTTCATGGGATATGACTC 
CATCACAATGAAAATGGGTCCAGT 

-1 TTGTGATTGTAAATCATGTATGTACAA 
ATGCCATGAAAATTAAAGCCAGT 

-1 TTTCCCTTATGCACCTTCCAGTCTTTG 
GCAGGACATGATTTATGGACAGT 

-1 TG CACTCTACCAGATTTG AACATCTA 

GTGAGGTTCACATTCATACTAAGT 
-1 TCAACTGCAGGGAATCTCCTAGGAAG 

CGGATAAATCTGG CAATTGG AAGT 
-1 ACCAC CAGCTATTTGTAATTC CTTCTT 

CTAAGGCATAGTGAAAACTTGCT 
-1 TC GCTTTCTAACTG ATTCCATTCCAC 

CATGTCAGATACTCCTGGGCTGCT 
-1 CAGCAATGAGGGGATATTTTTGATGA 

GCTGGAATATCCAATTG AACAG CT 

-1 CCCCCTAAGTTAAAAGCTCTGTCTTT 
TTGGGGTTTGCCCTATGTAAAG CT 

-1 GAAGCCTCTACTCTTGAGTCTCTTTC 
ATTACTGGGGATGTAAATGTTCCT 

-1 ACACTTGATCTCTTCCTTATTTCTCTC 
AGAAAACCTGTAGGATTGTGCCT 

-1 AGTAGATATTTTGCCGGTGTACTTGG 
AATACCTTTCAGAAGCCAAACCCT 

-1 AATTCCAATCCTGGTATATAGCACCT 
GGTATTATGGGTACCAAAAACCCT 

-1 ACTGCTCCAAATATCAACCCCATGTA 
GGCAGGATGTTTGATCTTGGTACT 

-1 TGTTGTTGGATACGTACTTAACTGGT 
ATGCATCCCATGTCTTTGGGTACT 

-1 TTAG G ATTGCTC AGTTTCATCAAGGT 
TTGAAGGATAGGCAGGCTCTCACT 

-1 GGCCAGTCTCTGTGTGTCTTAATCCC 
TTGTCCTTCATTAAAAGCAAAACT 

-1 GCATTCCCGGTCACTCCCTCCCTAAT 
CTGAGCATCACTCAAGCTCTTTAT 
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4240 Table 3A 

4241 Table 3A 

4242 Table 3A 

4243 Table 3A 

4244 Table 3A 

4245 Table 3A 

4246 Table 3A 

4247 Table 3A 

4248 Table 3A 

4249 Table 3A 

4250 Table 3A 

4251 Table 3A 

4252 Table 3A 

4253 Table 3A 

4254 Table 3A 

4255 Table 3A 

4256 Table 3A 

4257 Table 3A 

4258 Table 3A 

4259 Table 3A 

4260 Table 3A 

4261 Table 3A 

4262 Table 3A 

4263 Table 3A 

4264 Table 3A 

4265 Table 3A 

4266 Table 3A 

4267 Table 3A 

4268 Table 3A 

4269 Table 3A 



Hs.1 77376 AA744590 
Hs.163787 AA627122 

Hs.332992 AA760848 

Hs.129572 AA746320 

Hs.233383 AA745714 
Hs.156601 AI146787 

Hs.273775 AA527312 
Hs.159316 AI380278 
Hs.159424 AI380255 

Hs. 114931 AA702108 
Hs.179779 AI004582 
Hs.100555 AI352690 

Hs.157213 AI351144 

Hs.77399 AI337347 

Hs.128630 AI222605 

Hs.270341 AI270476 

Hs. 190229 AAS82958 

Hs.170333 AI373163 

Hs.158289 AI199223 

Hs.29282 AA748714 

Hs.230752 AI025427 

Hs.1 31 580 AJG249S4 

Hs.98306 AA418743 

Hs.337307 AA719537 

NA AA136584 

Hs.339990 AI263141 

Hs.309122 AI3B0449 

Hs.290535 AA719103 
Hs.188886 AA576947 

Hs. 130232 AI089359 

Hs.44628 AI384128 



Table 8 

2783354 zb85a06.s1 cDNA, 3' end 

/ctone=lMAGE:310354 /clone end=3* 

2540165 nq70g02.s1 cDNA, 3' end 

/ctone=IMAG&i 157714 /clone_end=3' 

2809778 nz14f06.s1 cDNA. 3* end 

/clone=IMAGE:1 287779 /done_end=3' 

2786306 ob08f01.s1cDNA,3 , end 

/done=lMAGE:1 323097 /clone_end=3' 

2785700 RC2-CT0434-31 0700-01 3-C08 cDNA 

3674469 qb83f02.x1 cDNA, 3* end 

/c!one=!MAGE:17067l 5 /clone_end=3' 

2269381 ng36a08.s1 cDNA, 3* end 

/clone=lMAGE:936B54 /done_end=3' 

4190131 cDNA: FLJ21572 fis, clone COL06651 
/cds=UNKNOWN 

4190108 602589478F1 cDNA. 5' end 

/clone=IMAGE:4723722 /done_end=5' 

2705221 Zi85e01.s1 cDNA, 3' end 

/clone=IMAGE:447576 /clone_end=3' 

3214092 ribosomai protein L37 (RPL37), mRNA 
/cds=(28,321) 

4089896 DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 18 (Myc-regulated) 
(DDX18), mRNA /cds=(71, 2083) 

4088350 qt23fio.x1 cDNA,3*end 

/clone=IMAGE:1 948459 /clone_end=3' 

4074274 caudal type homeo box transcription 

factor 2 (CDX2), mRNA 

/cds=(360,1301) 
3805008 qp39cD7Jrt cDNA, 3' end 

/clone=IMAGE:1925388 /clone_end=3' 

3889643 602307338F1 cDNA, 5' end 

/clone=IMAGE:4398848 /c!one_end=5' 

236031 8 nn80d08.s1 cDNA, 3' end 

/done=IMAGE:109Oi9i /donej3nd=3* 

41 53029 qz1 3a07 jcl cDNA, 3* end 

/done=IMAGE:2021 364 /clone_end=3' 

3751829 qi47c06.x1 cDNA, 3' end 

/clone=IMAGE:1 859626 /clone_end=3' 

2788672 mitogen-activated protein kinase 
kinase kinase 3 (MAP3K3), mRNA 
/cds=(83,1963) 

3241040 ow27g06.s1 cDNA, 3* end 

/clone=lMAGE:1 648090 /done_end=3' 

3240537 ov33di i .x1 cDNA, 3 s end 

/clone=IMAGE:1 639701 /clone_end=3' 

2080544 mRNA for KIAA1 862 protein, partial 

cds/cds=(0,1874) 
2732636 zh40g12.s1 cDNA, 3' end 

/clone=IMAGE:414598 /c!one_end=3' 
1697794 fetal retina 937202 cDNA clone 

IMAGE:565899 y 
3871 344 qw90c01 .x1 cDNA, 3' end 

/done=IMAGE:l 998336 /clone_end=3' 

4190302 tg02f12.xl cDNA, 3* end 

/clone=IMAGE:21 07631 /clone_end=3' 

2732202 zh33d10.s1 cDNA, 3' end 

/done=IMAGE:413875 /done_end=3' 

2354421 nmB2b04.s1 cDNA, 3' end 

/done=IMAGE:iO74703 /clone_end=3' 

3428418 qb05h03.x1 cDNA, 3' end 

/done=IMAGE:i695413 /clone_end=3' 
4196909 EST389740 cDNA 
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CTGAATGCCAAGAGCTTCAAGAGTGT 
GTGTAAATAAAGCCACACCTTTAT 
CCCGAGGAGGAAGACGAATCGTTAA 
ACATCTGAAAGGGTCAGGTGAGTAT 

CAAACTTGTTCTGAAGACAATTTCCA 
AGGTTGTCAGCCATGTCACCATAT 

TC AGGTTC GTGTTAAAC GCTGTATGT 
TAACTATG ACTG G AATTCTGTGAT 

ATGGAGATCCAGAGACGTTGGTTTTC 
AAATGGAGCAAACAGCACTGTGAT 
AGCTTTAGGCTGAGGGCATGGAAACT 
GTTACGCTTTTCCTTTTATGTGAT 

TCACTCCAGAATAGAAATTAGAGTAT 

AGGTAGGCAGTC CAACCTCTGCAT 

TCAGATGCCACACTTATGAGACCCTC 

ATCCTTCTGCTCACTCTCTTCCAT 

CCCTGCCTTTACCTCTCTACTTGTAG 

TGTTCTTTCAGAGCCTGCTCCCAT 

CAAAACAAG ATGTGCCAGG GCCTGG 

GGGATGGGATAATTTCAGAGAGAAT 

ACCCAAGAGGGCAGCAGTTGTGTCA 

TCCAGTTC ATCTTAA GAATTTC AAT 

GGGGTAGGAAGAGGATGGAATTGAG 

ATGTTTGAGCCTCATTTACATCAAT 

GCTCTCTGATGCTGGTGGCTGTTCCC 
CCAGAATGGAAGCATTGATTAAAT 

GGGGAGAAGTGATATGGTGAAGGGA 
AGTGG GG AGTATTTGAACACAGTTG 

CACCATGCCTCACTTTTAGCGCAGTG . 
TGATCCTACACAAATTGCCCTGTG 

TATGG TTTTTA GGCTATGCAGATATTC 
TGTTGGTTTTTGAGACAGCTCTG 

CCTTC CTTTCTAAGGCATAAGTGCGA 
CGTTCGCTGCTGTGCGTGGAACTG 

GAGAGGAAGGCAGACAGGCAGCCAT 
TTTAAGAGAGAAGAGCCAGACAATG 

GTTATCAAAGGTGGAATCGGAAACAC 
CAGGCTCCTAGTGCCACGGAAATG 

AAATGTG C CTATTGCTAGAG CTCCTC 
CCTCTCAACACCCAGTTTCCTTGG 

CAATCGTCTTATCTCTACAGAGAGAA 
GTGGAAAATTCTTTTTCAAGGGGG 

CTATGG A AGGCA GTTGGTG GGCAAA 
AGTCCGGTTTTTACGCTTTGAGGGG 

GTCTGATCCTTAGACCGTCTCATCAC . 

AGCAACCCTAACTGCAGAGCAGGG 

AATGGTAAGAAATGCCTTGTGTGGGT 

GGCCCTCCAGTCCCCAGTCCAGGG 

AACATATCCAGGGAGGACAAACTCTG 

GGCTGGACAATGTATCCACAAGGG 

GCCCA TGGTC CTAGAATTAA7TCCCC 

TAAAAAl 1 1 1 l GAAATAGGGGCGG 

GCCAACTGCTTAGAAGCCCMCACAA 
CCCATCTGGTCTCTTG AATAAAG G 

GAGCCCTTAAAATTACTGTATCTCCT 
C TAAA GTGTGATTTAATGGCTGCG 
CTTTTG CTGG AG ACTCATCG CTTTG G 
G AAGTGCATTTGCTTC GTCGTCCG 

CC CAGTTCACA GTAGAGAGGTGGAG 
CTTAGTACTTCCTGCTG CCCATTAG 

CTGGGCTGTAGGTACTGCTGGGTCA 
CTGTTGCTATAAATG GTC ACTGGAG 
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4270 db mining 

4271 Table 3A 

4272 Table 3A 

4273 Table 3A 

4274 Table 3A 

4275 db mining 

4276 Table 3A 

4277 Table 3A 

4278 Table 3A 

4279 Table 3A 

4280 Table 3A 

4281 Table 3A 

4282 Table 3A 

4283 Table 3A 

4284 Table 3A 

4285 db mining 

4286 Table 3A 

4287 Table 3A 

4288 db mining 

4289 Table 3A 

4290 Table 3A 

4291 Table 3A 

4292 Table 3A 

4293 Table 3A 

4294 Table 3A 

4295 Table 3A 

4296 Table 3A 

4297 Table 3A 

4298 Table 3A 

4299 Table 3A 

4300 Table 3A 



Hs.1 64284 AI434146 

Hs.173720 AA534537 

Hs.1 20891 AA677952 

Hs. 142838 AI299573 

Hs.8724 AI298509 

Hs.204873 AI086035 

Hs.323950 AA916990 

Hs.144114 AI074020 

Hs.235042 AI076222 

Hs.158975 AI380388 

NA AI361642 

Hs.34549 AM 23826 

Hs.1 65062 AI085568 

Hs.180201 AA516406 

Hs.54452 AI041828 

Hs.206654 AA705316 

Hs.147040 AI187423 

Hs.1 05230 AA489227 

HS.309108 AI378046 

Hs.209203 AI343473 

Hs.1 58966 AI380236 

Hs.50477 AA923567 

Hs.1 33230 AA984890 

Hs.165051 AI248204 

NA AA683244 

NA AA826572 

Hs.1 1637 AI275205 

Hs.21812 AI131018 

Hs.21812 AI888714 

Hs.59459 AA889552 

Hs.230805 AI087055 



Table 8 

4294137 U36g07.x1 cDNA, 3' end 

/done=IMAGE:21 32604 /done_end=3' 

2278790 nf80h1 0.s1 cDNA, 3' end 

/clone=MMAGE:926275 /clone_end=3* 
2658474 zi1 4a06.s1 cDNA, 3* end 

/clone=lMAGE:430738 /clone_end=3' 
3959 1 58 nucleolar protein Interacting with the 

FHA domain of pKi-67 (N1FK), mRNA 

/cds=(54,935) 
3958245 serine threonine protein kinase (NDR), 

mRNA /cds=(595, 1992) 
3424458 oy70h04.x1 cDNA, 3' end 

/ctone=IMAGE:167l223 /done_end=3' 

3056382 zinc finger protein 6 (CMPX1 ) (ZNF6), 

mRNA/cds=(1265,3361) 
3400664 oy66g06.x1 cDNA, 3' end 

/clone=IMAGE:1670842 /cfone_end=3' 

3405400 oy65b09.x1 cDNA, 3' end 

/ctone=IMAGE:1 670681 /clone_end=3' 

4190241 tf96a03.x1 cONA, 3* end 

/clone=IMAGE:21 07084 /done_end=3' 

4113263 qy86d04.x1 cDNA, 3' end 

/done=IMAGE:2018887 
3539592 602620663F1 cDNA, 5' end 

/clone=lMAGE:4746422 /done_end=5' 

3423991 oy68b05.x1 cDNA, 3' end 

/clone=lMAGE:1670961 /done_end=3' 

2253768 hypothetical protein FLJ20671 

(FLJ20671), mRNA/cds=(72,494) 

3281022 zinc finger protein, subfamily 1 A, 1 
(Ikaros) (ZNFN1A1), mRNA 
/cds=(1 68.1727) 

2715234 EST368531 cDNA 

3738061 qf31d04.x1 cDNA, 3' end 

/clone=IMAGE:175l623 /clone end=3' 



2218829 
4187899 

4080679 

4190089 

3070876 
3163415 

3843601 
2669135 



aa57f07.s1 cDNA, 3' end 
/cione=IMAGE825061 /done_end=3' 

te67h12.x1 cDNA, 3' end 
/cione=lMAG E:2091 8 1 5 /done_end=3* 

tb97a08.x1 cDNA, 3' end 
/clone=MMAGE:2062262 /done_end=3' 

tf94b10.x1 cDNA, 3' end 
/clone=JMAGE:21 06907 /clone_end=3' 

Rab27a mRNA, complete cds 
/cds=(245,910) . 

Homo sapiens, ribosomal protein S15, 
clone MGC:2295 IMAGE:3507983, 
mRNA, complete cds /cds=(14,451) 

qh64h11.x1 cDNA, 3 4 end 
/clone=IMAGE:1 849509 /done„end=3 , 

schizo brain S1 1 cDNA clone 

IMAGE:971252 3' 

cDNA done IMAGE:1416447 3' 



3897479 602388093F1 cDNA, 5' end 

/clone=lMAGE:4517086 /clone_end=5' 

3601034 AL562895cDNA 

/clone=CS0DC02lYO20-(3-prime) 
5593878 AL562895cDNA 

/clone=CS0DC021 YO20-(3-prime) 
3016431 ak20d12.sl cDNA, 3' end 

/done=IMAGE:1 40651 9 /clone_end=3' 

3425478 oy70c09.x! cDNA, 3' end 

/clone=IMAGE:1671184 /clone end=3' 



PCT/US01/47856 



-1 CTTTAG ATGTCCC AC GTCCCTTCAAG 
CACATGAAAGAGCTCACACTGGAG 

-1 GACTCTGGAACTCGAGCGTGTGGCT 
GCTGCGCCGACAGCTGAATCTAGAG 

-1 CCTTAGAGATCGTGACCCTTCCTGCT 
TGCCTCCCTGGTGGGCTCTTTCAG 

-1 AGAGTGAGAA GG CAGTTCCAGTTTTA 
GCACAGATTTGTTTATGTGTTCAG 

-1 TCTCAAGAGAGAACGCCACAGCAGA 
GAGACCCAATCC GCCTAAGTTG CAG 

-1 AGGTTTGGGGAGGGGTCCCAGTCTG 
CGATCCTTTCTCCCTCTTCGTGCAG 

-1 CCTCAG CTTCCAACTCTGATTC CAGG 
ACAGGATGGAAAACCTTTGGACAG 

•1 AATCCCTTGTACCATGTATACAAATG 
AGACAAGTGAGCTTGACATTCAAG 

-1 GCTACAGCCCGGAACACAAAAGAAG 
ACACCCATGCAAATACCATTAAAAG 

-1 ATTAACCCTTTATTGCCCTAGCCAGT 
GGGGTGG GAGG GAGAGATTGTTTC 

-1 GTTATCCTTAGGCCAGGTCTCCCACC 
TTTGA GC C G GAC AAAAC C AGAGTC 

-1 TGCTGCTACAGTTGCAAAACACTGGA 
GCTAGAGAAAATAAAGTACTGATC 

•1 CGAGAGTCTTGCTGAGCCAGGACTT 
GAGTGCCTCGAAGTTTTCAATGATC 

-1 ATCAGGAGAGGGAGATAATTAGTTGC 
TTCCTCCTTCACACTGTTTGAATC 

-1 TTGCCCTTTCCTCTCACTGCCTTTTAT 
AGCCAATATCAATGTCTCTTTGC 

-1 ATCCCTATTGCCAGACACATCATTCT 
CTCCATCCAGAAAGCCAACTTTGC 

-1 CTCTCTTCATCTTCTGATTGGGATTGT 
GTCCAGTCCTCTGCTTCTTCTGC 

«1 GAGGGTTCTAGCAACTTAATCCCATT 
AGCATGTTAGCTGAAGACTACTGC 

-1 GTCCCAAGGGTCAGTATATTGGAGGA 
AAGTAAAGG AGTG AATC AG ACTG C 

-1 CTGGAATTACTAATGTG GAG GTGATC 
TGAGAACTGGGAACAAAGTAGGGC 

-1 TCCAGGGACTGACAAGAGTGAGTGG 
TGTCAACCTAAAGA GAAACTCAGG C 

-1 C AGAACTCC ATAGACAG CCTC ACTTT 
GTGCTCGGGGGCCTGTCCCAAGGC 

-1 GCACTTCTCCCGGTTCATCCCTCTCA 
AGTAATGGCTCAGCTAATAAAGGC 



-1 TCCATCTCCTTTCTACTGTAGCGGAG 
ACTACAAGTCCCAGGATGCCCCGC 

-1 CCACATTCTTGCTGTCCACATCCTGC 
TGGGTGAAATTGTGTTGAAGTAGC 

-1 TGACTGTCTTGGTAATTTTCTTCCTTG 
TTTTACTTCTG GAAACTGGG AGC 

-1 TG ACTTTC AGGAATGTCAG C ATTGAC 
CTCTCCTTGCCACTGTTACTCAGC 

-1 AAGTTTGTGCAGC AC ATTC CTG AGTG 
TACGATATTGACCTGTAGCCCAGC 

-1 AAGTTTGTG C AGCAC ATTCCTG AGTG 
TACGATATTGACCTGTAGCCCAGC 

-1 ACCAGA CTTCAGGAAGAATAAAGGTC 
GC CAACTCAATAAAACC ACCAAGC 

-1 ACTTGCCACATAAACAGTTCCATCAT 
AAAAACTCTTCCCCTTCTTGTTCC 
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4301 Table 3A 

4302 Table 3A 

4303 Table 3A 

4304 db mining 

4305 Table 3A 

4306 Table 3A 

4307 Table 3A 

4308 Table 3A 

4309 Table 3A 

4310 Table 3A 

4311 db mining 

4312 Table 3A 

4313 Table 3A 

4314 Table 3A 

4315 Table 3A 

4316 db mining 

4317 Table 3A 

4318 Table 3A 



Hs.125608 

Hs.229385 

Hs.330928 

Hs.141153 

Hs. 134342 
Hs.226755 
Hs.158894 

Hs. 127327 
Hs.295945 

Hs.143410 

Hs.228874 

NA 

Hs.125892 AI378032 
Hs.158943 AI379953 



AI380443 

AI354231 

AI371227 

AI139639 

AI363001 
AA909983 
AI378457 

AI084064 
AW081320 

AA825245 

AI356505 



Hs.108124 
Hs.1 29332 

NA 

Hs.157447 



AI362793 
AA992299 

AI318342 
AI028478 



4320 Table 3A 

4321 Table 3A 

4322 Table 3A 

4323 Table 3A 

4324 db mining 

4325 Table 3A 

4326 Table 3A 

4327 Table 3A 

4328 Table 3A 

4329 Table 3A 

4330 Table 3A 

4331 Table 3A 



NA 

Hs.1 32594 

Hs.50252 
NA 

Hs.1 5200 
Hs.276766 

NA 

Hs.127557 
Hs. 124391 
Hs.210943 
NA 

Hs.1 0056 



AI370412 
AI346336 

AA984245 
AA744774 
AW1 90635 
AI380791 

AA573427 
AA953398 

AA831838 

AI823511 

AA757952 
AA576946 



Table 8 

4190296 tg02f04.xi cDNA. 3* end 

/done=lMAGE:2107615 /done_end=3' 

4094384 qv12c04.xl cDNA, 3' end 

/done^lMAGE: 1 98 1 350 /clone_end=3' 

4149980 601659234R1 cDNA, 3' end 

/clone=IMAGE:3895641 /done_end=3' 

3645611 tx43b1 1.x1 cDNA, 3' end 

/clone=IMAGE:2272317 /done_end=3* 

41 14622 mRNA for LanC-Iike protein 2 (Iancl2 

gene) /cds=(1 86, 1538) 
3049273 RC1-UT0033-250800-022-h02cDNA 

41 8831 0 tc79d1 0.x1 cDNA, 3* end 

/done=lMAGE:207237l* /done_end=3' 

3422487 EST3 90862 cDNA 

6036472 Xc30f12.x1 cDNA, 3' end 

/done=IMAGE:2585807 /cfone_end=3' 

2898544 oe59g09.s1 cDNA, 3' end 

/done=IMAGE:14l5968 /clone_end=3' 

4108126 qz22b04jc1 cDNA,3'end 

/done=IMAGE:2027599 /done_end=3' 

4124625 qz23c12.x1cDNA,3 , end 

/done=IMAGE:2027734 
4187885 te67g08.x1 cDNA, 3' end 

/done=IMAGE:2091806 /done_end=3* 

4189806 tc81a07.x1 cDNA, 3' end 

/done=IMAGE:2072532 /clone_end=3' 

41 14414 cDNA: FLJ23088 fis, clone LNG07026 

/cds=UNKNOWN 
3179055 ot53b06.s1 cDNA, 3' end 

/clone=lMAGE:1 620467 /ctone_end=3' 

4034222 ta73c09.x1 3* end 

/done=IMAGE2049712 
3245787 EST388739 cDNA 



4319 Table 3A Hs.205175 AA885473 2994550 



am10c12.s1 cDNA, 3* end 
/c!one=IMAGE- 1 466422 /ctone_end=3' 

4149165 cDNA clone IMAGE: 1987587 3' 

4083542 qp50b04.x1 cDNA, 3' end 

/clone=IMAGE:1926415/done end=3' 



mitochondrial ribosomal protein L32 
(MRPL32), mRNA/cds=(46,612) 
cDNA clone IMAGE: 1283731 3' 



3162770 
2783538 
6465115 EST379783 cDNA 
4190644 



tg04b12.x1 cDNA, 3* end 
/done=IMAGE:2l 07775 /clone_end=3' 

2347955 cDNA done IMAGE:1028913 3' 

31 17543 on63h10.s1 cDNA, 3* end 

/clone=IMAGE:1561411 /ctone^end=3' 

2904937 oc85h06.s1 cONA, 3* end 

/clone=IMAGE:1 356539 /clone_end=3' 

5444182 Wh54h10.x1 cDNA, 3* end 

/done=IMAGE:2384611 /done_end=3' 

2805815 zg49e07.s1 3'end 

/clone=IMAGE:396708 / 
2354420 hypothetical protein FLJ14621 

(FLJ14621), mRNA /cds=<525. 1307) 



PCT/US01/47856 



GCTTCCTTGAACCACCCAGAAATCCA 
CTCAAATTTGGGGATTGTCATTCC 

GGGGGTGATGGGTTAATTAAATAAGT 
CCATTCCTGGGATTTGAGGGGGCC 

ATGCCCCTCGTC CTAGAATTAATTCC 
CCTAAAAATCTTTG AAATAGG GCC 

TCAAACTAAGACCAGG GTTGAAAACT 
ATGGCCCAGGGACCACTTCCAGCC 

GACGCGCACACACCTTGAGTGACAG 
CGACCTCTTCTCTAGAGGTTTTCCC 
ATCCAAGCTTTAATTCTGCCATCTCA 
GAATGGTGATAAAC CATTTCTCCC 
TACTTCATTGCTATTGTAAAC CAAAAA 
TAAAATTTGAAGCCCCCTGCCCC 

CTTCATCACTCAGGAAACAGAAAAGG 
CTTCAGAAGGAGCGGCCATGCCCC 
AGAACCCGTATTCATAAAATTTAGAC 
CAAAAAGGAAGGAATCGAACCCCC 

TTTTCTATTTTCATCTGTCATTTTCAC 
TGCAGAGCGCACCTC CCG GACCC 

AGACTGAAGGGGTTGAAAGACCCGT 
AGACGCTCCTTTC CTCTTTTAGACC 

CTCTGCGGCCCTAGAGTTAATCCCAT 
CAGCCGAGGTGAGGCACCTGTTAC 
CCAATTCCGCAGTACAGAGCATTCAG 
CAG GTAGTGGTGACCCTGGGTGAC 

G GCTCCAGCCACCGG CAG CTCTG AA 
AGAGTTTGAAGAATTTATTGTTCAC 

GCTCGCTACCAGAAATCCTACCGATA 
AGCCCATCGTGACTCAAAACTCAC 
CACTGGAACACAACCCAGCCATGAAA 
AGGAAGAAGCTCTGACTCAGGCAC 

CATCTCATGCGTAGCACTGATCAATG 
TGCCCCAGGGTGTGTATTCGCCAC 
CAATCAGAGCGCGAGTTACAAGCGC 
GGTGGAGTGGG GAAGCG AATGAAAC 

GACATTGCACATTTTTGAACCTGTCT 
ACAGCAGCCTGGGTTGGTCACAAC 

ACACTGGCAGAGTCCAGAAAAGCAG 
CAGAAGAAAAATTCAGAGCAAAAAC 
TTTAACGTGCTTCTGAGACAGCCACC 
ACCGAAAGGCACCTTTAGCGGTTA 

TCAGCCAACCTGAATCTGGTATCTTT 
ACTTAAACACAGCAGTTGTAGTTA 
AAAAGGAGACGATGTCAGGCAAACA 
CTCCTTACCCTGCCATTTCTAGTTA 
TCAC AATCAGTCTCAGATTCC CAGCA 
GCAGAGAGTGAATTGTATGTTGTA 
TAAAGACAATG CTATTTAAGTGC ACA 
GTTCCAGGGGCGCTTGTGGCTCTA 

GAAGACCAAGTCTACGCCTGCAAGCT 
CTCAGACCGGGAACATCCACTCTA 
CTGAAGAGACAGAAAGGGAGACACC 
AAAACTTTAATGGCAGTTATTCCTA 

GCCGCCCCCATGAAGCCCTTTCTTAC 
TGTAAGTGCTCAAGAACAAAGATA 

GCTAGCAC GACTCTGCCTTGTTCCTT 
TGGAGACAATTGTTATCATCAATA 

ATTG GGAATATAG ATCATCAACAG AC 
ACAGCCCTGGACGCATAAATTTGA 
ACTAACGTATTTCATCATGGAAGGTC 
CTGTGGTGATGGTTTTCCCTGGGA 
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4332 Table 3A 



Hs.132156 AI042377 



4333 Table 3A Hs.173125 AI052431 

4334 Table 3A Hs.122983 AI081246 

4335 db mining Hs.85923 AA1 94310 

4336 Table 3A Hs.118659 AI052447 

4337 Table 3A Hs.231154 AA761571 

4338 Table 3A Hs.57787 AW029440 



4339 Table 3A 

4340 Table 3A 

4341 Table 3A 

4342 Table 3A 

4343 Table 3A 

4344 Table 3A 

4345 db mining 

4346 Table 3A 

4347 Table 3A 

4348 db mining 

4349 Table 3A 

4350 Table 3A 

4351 Table 3A 

4352 Table 3A 

4353 Table 3A 

4354 Table 3A 

4355 Table 3A 

4356 Table 3A 

4357 Table 3A 

4358 Table 3A 

4359 Table 3A 

4360 Table 3A 

4361 Tabfe 3A 



Hs.57787 AA588755 

NA AA974991 

Hs.127514 AI028267 

Hs.88130 AI184553 

Hs.158965 A1380220 

Hs.235823 AI379474 

HS.229560 AI373169 

Hs.146627 AI141004 

NA AA431959 

HS.56156 AA257976 

Hs.264298 AI380111 

Hs.40411 AI266255 

Hs.90753 AI223400 

Hs.192427 AI380016 

NA AA524720 

Hs.92909 AA1 87234 

Hs.158877 AI378113 

Hs.314941 AI039890 

Hs.157813 AI361761 

Hs.205079 AA742400 

Hs.87908 AI381586 

Hs.208854 AI766620 

Hs. 157556 AI356405 



Table 8 

3281571 ox62c03.x1 cDNA, 3' end 

/done=IMAGE:1660900 /ctone_end=3' 

3308422 peptldylprolyl Isomerase F (cyclophllin 
F) (PPIF), mRNA /cds=(83,706) 

341 8038 oy67b06.x1 cDNA, 3' end 

/done=IMAGE:1670867 /ctone_end=3* 

1784006 zq04g12.s1 cDNA, 3' end 

/clone=IMAGE:628774 /clone_ - end=3' 

3308438 oz07g04J<1 cDNA, 3' end 

/clone=IMAGE: 1674678 /ctonej5nd=3* 

2818898 oa30h07.s1 cDNA, 3' end 

/clone=IMAGE: 1 306525 /clone_end=3' 

5888196 602381381F1 cDNA, 5' end 

/clone=IMAGE:4498845 /clone_end=5' 

2402486 602381 381 F1 cDNA, 5 1 end 

/clone=lMAGE:4498845 /clone_end=5' 

3150783 Soares_NFLJ_GBC_S1 cDNA clone 

IMAGE:1 560953 3' 
3245576 ow01d06.x1 cDNA, 3* end 

/c!one=IMAGE:1645547 /done_end=3' 

37351 91 qd60a05.x1 cDNA, 3» end 

/clone=IMAGE:1733840 /done_end=3' 

4190073 H94a04.x1 cDNA, 3' end 

/done= IMAGE: 21 06894 /done_end=3' 

41 89327 602631 538F1 cDNA, 5' end 

/clone=IMAGE:4776728 /done_end=5' 

41 53035 qz1 3b1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2021 373 /done end=3' 



3648461 



oy68f02.x1 cDNA, 3' end 
/clone=IMAGE:1671003 /done_end=3' 



2115667 cDNAclonelMAGE:782188 3' 

1 894471 601463367F1 cDNA, 5* end 

/clone=IMAGE:3866512 /done_end=5* 

4189964 tf98a11.x1 cDNA, 3' end 

/clone=IMAGE:2107292 /done_end=3' 



3884413 
3805603 



qx69f01.x1 cDNA.3' end 
/clone=IMAGE:2006617 /done_end=3' 

TaMnterading protein (30kD) (TIP30), 
mRNA/cds=(98,826) 
602296277F1cDNA,5 , end 
/clone=IMAGE:4390770 /done end=5' 



2265648 cDNA done IMAGE:937468 3' 
1773460 
4187966 



NREBP mRNA, complete cds 
/cds=(49,7209) 
tc80c12.x1 cDNA, 3' end 
/clo^e=IMAGE:2072470/clone_end=3 , 



3279084 602381 893F1 CDNA, 5' end 

/ctone=IMAGE:4499447/clone_end=5' 

4113382 qz19a07.x1 cDNA, 3' end 

/clone=IMAGE:2021940 /clone_end=3' 

2784400 EST388750 cDNA 

41 94367 Snf2-re!ated CBP activator protein 
(SRCAP), mRNA /cds=(21 0,91 25) 

52331 29 nab69e1 1 .X1 cDNA, 3' end 

/cione=IMAGE: 3272949 /done_end=3' 

4108026 qz26g04.x1cDNA,3'end 

/clone=IMAGE:2028054 /clone_end=3' 



-1 AAGTAATAGCTCCCTGTTTGTGCC7T 
GTTAGGGCTAGGGATGTTTAAGGA 

•1 AGCTCCTCCCCTTAGTGACCCCAAGT 
CTGTTTCCCTCAGCTGC ATAAG GA 

-1 CCCTC AAATCTC C C AATCTACTCCAG 
GGAAAAGACACTTCAAGTGAGAGA 

-1 ACATGCAAACAGTGACTTACTTAGTG 
CTTCTGAAAAATTTCTGAGTCAGA 

-1 AATGCCCA7TGGTAAGTCAACATTGT 
TTTCC CTG AAAGTCCTGAGACAGA 

-1 CCATGTTTGCTGCTGCTGTTGAGTTT 
CTGTG CTTTGGGAGTATAATAAGA 

•1 TGTGTTTGGTTGG GTGTAATGAG GAA 
AATACCTGATAAAATGTCTGAAGA 

-1 TGGATAAGTGAAGACAGTAATAACAT 
TGAAGCAGTGAACCAGTGGAAAGA 

-1 AGCACAAAAATGTTGAAGTATTAGGC 
CCAAGCTCCATGTTTG GTTAGTGA 

-1 C GTTTAACAATAATAAAG GTG ACTG C 
TTCATCTAAGGAATCCGAGCCGCA 

-1 GGGCATTCCACCGAAATTCTTGGGGA 
AATTTAGTAGCCTTCATTTTAGCA 

-1 TCCATGTTCTGTG CAAGAAGGAGACA 
CATTTTCAGTTGAGGTTCCCAGCA 

-1 AGCTCAACACTGTGGTAGGAAAATAG 
CGACTAG AAAGAAAATAAAAAG C A 

-1 GCATCTCCAGGGTTTAGCATCAGGAC 
AGAGGATTAAGTAAATTCTTTCCA 

-1 GAGACTACAGAGCCTTAGCCCCTTTA 
AAGCCCTTAAAGTTACTACTTCCA 

-1 AGAGCAAGTCTCAGAAATAATGCTGT 
ATCTACACTGTCATGTATTTGCCA 

-1 TGGTTCTCTGATTTGTAATGAGCACC 
TGGATATGTCAATTAAAATGCCCA 

-1 GCAAGACTGTTCAGTATTATGTTAGC 
ATTGATATAAAAAGAAGCAGACCA 

-1 AATGTTCCCAAAGG CCAAATTTGTTG 
CCAGGTTTTATACGCAGGTCACCA 

-1 TGC CTATTGTGATTATCG CTATCACTA 
CATCCCCTGACTAAGGGAAACCA 

-1 ACAAAATTCACTGCAGGTCG GTGGAA 
TGATAGAATGCATTTTAAATCACA 

-1 GGACGGTTGGCTGAATGGCAACAGT 
GATGGAATATTTATATTTAGCCACA 

-1 ACATTGC ACATTTAATAGCTG C AC C A 
GACACTAAGAGTTCCTCTCACACA 

-1 CGCTTGTCCTGTGAGTAGCTCGTCAC 
CTGAGGCCTTGTCGTGAATATTAA 

-1 TGGAGC AAACCAC AGTTTCATGC CC A 
TCGTCCTAGAATTAATTCCCCTAA 

-1 GGGACAACACAGTGGATTTGAAATCT 
GAAGGGGCATTGGTGGTACTGGAA 

.1 ACCTCCATATCTTCTCGTACTTGTTCC 
TGCTGGTCTCTTAG CTCTCC GAA 

-1 CGAGGATGGTTTCCTGATAGCTTTCA 
AAC ACCTTTGCCATCTCTTCG C AA 

.1 ACTCCTGACAGCTCATCCTGCAAAAT 
TAAAATCCAAAATTTAAGTCGCAA 

.1 GCTGGATCTCTGCCTAAAGTCACGGT 
AGG ATG AGAAGTAG AAAC GAG C AA 
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4362 Table 3A 

4363 Table 3A 

4364 Table 3A 

4365 Table 3A 

4366 Table 3A 

4367 Table 3A 

4368 Table 3A 

4369 Table 3A 

4370 Table 3A 

4371 Table 3A 

4372 Table 3A 

4373 db mining 

4374 db mining 

4375 db mining 

4376 db mining 

4377 db mining 

4378 Table 3A 

4379 Table 3A 

4380 Table 3A 

4381 Table 3A 



Hs. 182594 AA806222 

Hs. 164168 AA806766 

Hs.291129 AA581115 
Hs.33757 AI1 14652 
Hs.121709 AA767883 
NA AI335004 

Hs.157815 AI361849 

Hs. 98903 AA9 13840 

Hs.292276 AI1 84710 

Hs.143314 AI357640 

Hs.259084 AI144328 

Hs.327454 AJ378123 

Hs.132775 A1028477 

Hs.283392 AI052781 

Hs.270564 AI361877 

Hs. 11 0059 AA82600 

NA AW27844 
Hs.229374 AI380491 

Hs.124344 H12462 
Hs.144119 AI090305 



4382 Table 3A Hs.333513 AI379735 

4383 Table 3A Hs.135339 AI051664 

4384 db mining Hs.2186 AA182528 

4385 db mining Hs.101370 AA287260 

4386 Table 3A Hs.238514 AA613460 



4387 Table 3A 



NA 



AA665359 



4388 db mining Hs.98507 AB011115 

4389 db mining Hs.1 29268 AB037809 

4390 Table 3A Hs.296317 AB058692 



Table 8 

2674997 wd43h1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2330949 /done_end=3' 

2880855 ob58h11.s1cDNA,3- end 

/clone=IMAGE:1335621 /done__end=3' 

2358887 oe10d02.s1 cDNA 

/cione=IMAGE:1385475 
6359997 HA1247 C DNA 

2824475 ai35b09.s1 cONA, 3' end 

/clone= 1 358969 /clone end=3' 
4071931 tb21e09.x1cDNA,3'end 

/clone=IMAGE;2055016 /done_end=3' 

4113470 qz19h11.x1 cDNA, 3' end 

/clone=lMAGE:2022021 /done_end=3' 

3053232 602680377F1 CONA, 5' end 

/done=IMAGE:4813147 /done_end=5' 

3735348 qd64a01 .xl cDNA, 3' end 

/clone=IMAGE:1734216 /done_end=3' 

4109261 qy15b06.x1 cDNA, 3* end 

/clone=IMAGE:2012051 /done„end=3' 

3666137 hg02g06.x1 cDNA, 3* end 

/clone=IMAGE:2944474 /done_end=3' 

41 87976 te80e02.x1 cDNA, 3' end 

/clone=lMAGE:2072474 /done_end=3* 

3245786 ti02c07.x1 cDNA, 3' end 

/clone=IMAGE:2129292 /done_j=nd=3' 

3308772 oy78h07j<1 cDNA, 3* end 

/clone=IMAGE:1671997 /done_end=-3' 

41 13498 qz25d07.x1 cDNA, 3' end 

/clone=IMAGE:2027917 /done_end=3" 

2898912 601763318F1 cDNA, 5* end 

/clone=!MAGE:4026173 /doneend=5' 

3246543 cDNA done IMAGE* 1671 612 3* 

41 90344 602851 994F1 cDNA, 5* end 

/clone=IMAGE:4993678 /done_end=5' 

877282 MR1-GN0173-071 100.009-g10 cDNA 

3429364 oy81b01.s1 cDNA, 3' end 

/done=rIMAGE:i672201 /done^end=3' 

4189588 small inducible cytokine subfamily E 

member 1 (endothelial monocyte- 

activating) (SCYE1), mRNA 

/cds=(49,987) 
33071 98 oy77f06.x1 cDNA, 3' end 

/clone=IMAGEi1671 875 /clone^end=3' 

1 766227 Homo sapiens, eukaryotic translation 
elongation fador 1 gamma, done 
MGC:4501 IMAGE:2964623, mRNA, 
complete cds /cds=(2278,323i*» 

1932959 AL583391 cDNA 

oA^na /clone=CS °DL012YAl2-{3.prime) 
2464498 xy52e08.x1 cDNA, 3' end 

/done=lMAGE:2856806 /done_end=3' 

2880102 nt89f05. S 1 NCI_CGAP_Pr12 cDNA 
clone IMAGE: 1205697 similar to 
SW;ATP6_HUMAN P00846 ATP 
SYNTHASE A CH 

3043609 mRNA for KIAA0543 protein, partial 
Cds /Cds=(0,3336) 

7243156 mRNA for KIAA1388 protein, partial 
cds/cds=(572 f 2371) 
14017794 mRNA for K1AA1789 protein, partial 
Cds/cds=(3466,4899) 
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TCAGACCATAGGTG GGTGTTGTTTCT 
TTTAAGTGTGTGTACTGTGTCCAA 

TCATCTATGTA GCTTAATCTCATCGAC 
GTTTCGGTTCATTTCCTGCACAA 

TTCCTTTTCCGCTAATCAAGAGTCCA 

GGGAGGTGGGAACAGCCTCAACAA 

CCGGCAGCTGTGTTTAGCCCCTCCA 

GATGGAAGTTTCACTTGAATGTAAA 

ACAAAGGAATGAAGCTTTATGACAGG 

GCACGTGAAATGTTTATAGTGAAA 

ACTAAAGGTCACAACCCATTAACAAC 

CATGAAATTGGTGTTG G G AAGAAA 

TGCTCAGGAAACC AAAAAG GATGTCT 
GCATGGAG GACAAAAAGGCACAAA 

TGAGAACCGCGCACCCTACCCATCG 
GCCACGTGACCAGTCCTTTTTAAAA 

GTCTTTGGGTCAGTGTCATCATTCTC 
TTCAAGTCTGGGGCTTGGGGAAAA 

CTCCACACAGGAGAATCTCGGCGATT 
TACACCCACAGGCTACGCAGAAAA 

GCGCTGC TCCCA AAATCTATCTGCTG 
TTTMTAGTTTTTACCTTTCAAAA 

GGGTTCAGGGGGTTTTCCCTTTGCCC 
GTTTGGCCCTGGGTTTAATAAAAA 

CCAACTCCTCACAGGGCAGGCTAGC 

GGGCACCAGGTCGCCGGGGAAGTG 
G 

CGGCTGAGAGCCCGGTAGGGCCCAG 

GGGCCAAGCGCAGGCAGAGGCCGC 
G 

CTTGGGGTCCAGGGCACAGCGGTGC 
CGGGGACACAGCAGTTCCGAG GGTC 

AGTATGGTAATTAGAAAGCATGTTAG 
AACATGTG G AAAAAG G G G G AAAAA 

CATCAGTCCTCATCAGCTGAAGTGGC 
TTCCCAAGGATTTAAATAAATAGT 
AGACATTGACTACAGGGTAATTTCTA 
TGATTATATTATTTAGAAGTATGA 

CCAGTGAACTGTTAGCAACAATGCAG 
AAGAATCTGCATGTAATAAACTGA 
ACTTAAATGCCTTTTAATTTTTGTCGA 
TGTAATAGTTTAATACCAGTAAA 

TTTTTAATTCTAG CTTCTTTTTAAAGA 

TTATTTGGGTACCTAATAAAGGA 



CAAAGCCTCCACAGGAGACCCCACC 
CAGCAGCCCAGC CCCTACCCAG GAG 

CGAGTGACATTGGCTGACATCACAGT 
TGTCTGAACCTGTTGTGG CTCTAT 



TGAATTGCTTCAAAACCTCTTCCATCT 
CAGAAGACCAGACCCTGGGAACT 
GCTGAAGTGGCAATAGAGAGAGTCT 
GCTAGAAAGACGGAAGTCACCATCT 

TCTACTGACTATC ctagaaatcgctg 
TCGCCTTAATCCAAGCCTACGTTT 

GTGTGTGCTTAGCCAAATACAGTAAC 

TGTGACTGGCCCAGGGATGTTCTC 

GTGAGTCCAATGTATGCTTTAGAAGT 

AAAG ACATTGACCGTCACAG AC CA 

CTCAAGAAAAGACAGAAGAGACAGTG 

ATTTGGGATGAGTCTACTCTAGGA 
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Hs.249208 


AF063764 


4398 


db mining 


' Hs.293441 
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Table 8 

2286146 mRNA for CASH alpha protein 

/cds=(48l l l923) 
2558890 GPI transamidase mRNA, complete 

cds/cds=(17,1204) 
2852420 lymphocyte-predominant Hodgkin's 

disease case #4 Immunoglobulin heavy 

chain gene, variable region 
2852426 lymphocyte-predominant Hodgkin's 

disease case #7 immunoglobulin heavy 

chain gene, variable region 
3098674 Nijmegen breakage syndrome 1 

(nibrin) (NBS1), mRNA /cds=(52,2316) 

314251 3 clone BCSynL38 immunoglobulin 

lambda light chain variable region 

mRNA, partial cds /cds-<0,1 16) 
31 3561 8 clone LBLG9 immunoglobulin lambda 

light chain variable region gene, partial 

cds /cds=(0,289) 
3201 899 SNC73 protein (SNC73) mRNA, 

complete cds /cds=(395,1549) 
3201899 SNC73 protein (SNC73) mRNA, 

complete cds /cds=(395, 1 549) 
3335589 done mcg53-54 immunoglobulin 

lambda light chain variable region 4a 

mRNA, partial cds /cds=(0,324) 
3483776 AL557896cDNA 

/cione=CS0DJ003YD1 0-(5-prime) 
4838126 clone N97 immunoglobulin heavy chain 

variable region mRNA, partial cds 

/cds=(0,377) 
4768835 clone HH41 9 unknown mRNA 

/cds=(1 89,593) 
7770122 PR0 1085 mRNA, complete cds 

/cds=(539,1582) 
6468774 protein translation initiation factor 2C2 

(EIF2C2) mRNA, partial cds 

/cds=(0,H33) 
4337068 isolate 459 immunoglobulin lambda 

light chain variable region (IGL) gene, 

partial cds /cds=(0,265) 
5133574 AF150138cDNA/c)one=CBCBOG02 

5133577 AF150141 cDNA/clone=CBCBQD03 

5133809 AF150373cDNA/cione=CBMACE02 



6841 093 HSPC077 mRNA, partial cds 

/cds=(0,396) 
6841 1 1 5 HSPC088 mRNA, partial cds 

/cds=(0,305) 
6841 133 602288541T1 cDNA, 3' end 

/clone=IMAGE:4374059/clone_end=3' 

6841143 HSPC102 mRNA, partial cds 

/cds=(0,285) 
6841153 HSPC107 mRNA, partial cds 

/cds=(0,473) 
5833844 clone case06Hl immunoglobulin heavy 

chain variable region gene, partial cds 

/cds=(0,322) 
5802906 apoptotic-related protein PCAR mRNA, 

partial cds /cds={0,439) 
10441993 clone PP902 unknown mRNA 

/cds=(693,1706) 
12060846 serologically defined breast cancer 

antigen NY-BR-84 mRNA, partial cds 

/cds=(0,721) 
4328622 tc92e07.y1 cDNA, 5* end 

/clone=IMAGE:2073636 /c1one_end=5' 

5341 058 fmfc5 cDNA /clone=CR6-21 

6494458 ataxia telangiectasia (ATM) gene, 

complete cds /cds=(795,9965) 
3090425 mRNA for single-chain antibody, 

complete cds (scFv2) /cds=(0,806) 
7573002 partial IGVH3 gene for immunoglobulin 

heavy chain V region, case 1, clone 16 

/cds=(0,236) 
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ACCCTATGCCCATTGTCCTGATCTGA 
AAATTCTTGGAAATTGTTCCATGT 
TTC AC AGTCTTCTATTGTTG G ACCAC 
TTACATTGTACCAAATGTTTTCCT 
ATTAAGCCCCCGTAGCCCATCCCGCA 
AGTTAG ATACAGCTATGGTTAAG G 

TTATATTGTAGTGGTGGTATTTGCTTT 
CCGCCTGTTGGCTACTTCGACCC 

TTGTTCTCTGTCATGC CCACAATCCC 
TTTCTAAGGAAGACTGCCCTACTA 

ACTGAGGACGAGGCTGACTACTACT 
GTCAGTCTTATGATAGCACCTATCA 

AGATGGAGGATGAAGCTGACTACTAC 
TGTTACTCAACAGACAGCAGTGGT 



G GAGGTGGACGGC ACCTGCTACTG 
GTCAATGTGTCTGTTGTCATGGCGGA 
G GTGG AC GGC ACCTGCTACTG AGC 
TCCAACCTCCAGTTTGAGGATGAGGC 
TGATTATTACTGTGAGACCTGGGA 

GACTACAACTGGCAATCCCAACTCCT 
GGGCTAGGGCTTTTTCTACCTTTT 
TATTTCTGTGCGAGAGTTCCCCCTAA 
ACATGGCGGAGGCTTCTTCTACAA 

TGGCTAGGAGACCTTGGGCAGTACC 
TACAGTCTTGCTGTTTCTGTTTCAT 
GTGAGCTGAACAAATACATCATTTAA 
ATCTATGCTGCACTTTGAGTTGCT 
CCCGTGTGTTTACAG C ATTTCCAGGT 
CCAGAG AGGTTGGCAG ACAAGTG C 

AGCTGTGGGATATAAGTAGTGGTCAT 
TATGTCTTCGGAGGTGGCACCACT 

GCCCTTTGAGAAA GACTTTGTTCCTG 

AACTGCTCCCTTCTCTTTTAGGGT 

GGTCTGGTTCTAGATCAGCCTTTTCA 

GTCTGCCCTGGCCTGGTCATTAAT 

GAAAAACCTGGCTAGAGCAGAGCAC 

AGGATGTAAAAGGGTGGGGGAGAAC 

GGTTATCTGAGCATAACAGGGACAG 

GGTGGGCCACAGGATACCTCTGAGG 

ACAAGCAGGAGCACATCGCTCTTTTA 

TGAAAGCCCTTCAACATTTAACGT 

CAGGGACACCACTTATCCTGCTTCCA 

CTATAGCATG AATC AGTG CTCTCT 

CATCGCACACGAATTTGAATCATCTG 
CTCTTTGGAATCGCCTACACCCTG 
TGTATGTAGGTGTCTGAGCTTCACAA 
G CCTTTTATAGTCC ATTCAGCACT 
CGACGACAACGGTGTATATTATTGTG 
CGAAAG ATCG GGCAGATTTGACTT 

C GGTG AGACTC AGTGAAAGCCATC A 
GCAAAACTACAGTAATGCGGCACTA 
AAGTTAAACAAGACTCTGAAAGCCCT 
AAATCAACTAGTCCGTCG GCTG CA 
CTTGAGTGGTCCTCTTCTGCCTGCTG 
CTCATTTGTCTTG GG C AACC ATTT 

CCCAGGAATATACAGTACTTCTGTAG 
TGTC CAGCC ATTACTTAGCAAG GG 

TGCTCTGTCTGCTGGTTTGCATTGTT 
TCTGTCTGAGTTAAGAGACTGGCA 
TTCTTTTCTC CGTTAGC C ACGC AGCT 
ACCTACTCCCGCTTCCGGTTCAAA 
AAAACTCATCTCAGAAGAGGATCTGA 
ATG G GGCCGC ACATCACCATCATC 
GATGAACAGTCTGAGAGGCGAGGAC 
ACGGCCTTGTTTAACTGTGCGAGTC 
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Hs.272357 AJ275374 
Hs.272358 AJ275383 

Hs.272359 AJ275397 

Hs.272360 AJ275399 

Hs.272361 AJ275401 

Hs.272362 AJ275405 

Hs.272364 AJ275413 

Hs.272365 AJ275453 

Hs.50102 AK002096 

Hs.270247 AK022039 

Hs.156110 AK024974 

Hs.156110 AK024974 

Hs.156110 AK024974 



Hs.323884 

Hs.1501 

Hs.287697 

Hs.287728 
Hs. 104696 
Hs.24684 
Hs. 152925 
Hs.301763 

Hs.18368 

Hs.326292 



AK025398 
AK025488 
AK026199 

AK026793 
AK026832 
AK026917 
AK027260 
AL049935 

AL080186 

AL1 34898 



Hs.260024 AL136842 
Hs.296356 AL13740S 
Hs.56265 AL1 37736 



Table 8 

7573008 >partiallGVH3 gene for 

immunoglobulin heavy chain V region, 
7573027 partial IGVH3 gene for immunoglobulin 

heavy chain V region, case 1, 



partial IGVH1 gene for Immunoglobulin 
heavy chain V region, 
partial IGVL2 gene for immunoglobulin 
lambda light chain V region 
partial IGVH3 gene for immunoglobulin 
heavy chain V region 
partial IGVL1 gene for immunoglobulin 
lambda light chain V region 
partial IGVH3 DP29 gene for 
immunoglobulin heavy chain V region, 
case 1 , cell Mo VH 116 /cds=(0,257) 
partial IGVH4 gene for immunoglobulin 
heavy chain V region 
mRNA for rapa-2 (rapa gene) 
/Cds=(836,3742) 
cDNA FU11977 fis, clone 
HEMBB1001254 /cds=UNKNOWN 
cDNA: FLJ21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds^UNKNOWN 



7573056 
7573060 
7573064 
7573073 
7573089 

7573172 
7023770 
10433357 
10437403 



10437403 cDNA: FLJ21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds=UNKNOWN 

1 0437403 cDNA: FLJ21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for" 
immunoglobulin kappa light chain 
/cds=UNKNOWN 

10437905 cDNA: FLJ21745 fis, clone COLF5038 

/cds=UNKNOWN 
1043801 9 heparan sulfate proteoglycan (HSPG) 

core protein, 3* end /cds=(0,H93) 
10438971 cDNA: FLJ22546 fis, clone HSI00290 

/cds=UNKNOWN 



10439729 
10439779 
10439889 
10440394 
4884177 



6603085 



6807668 
6807955 
6808315 



cDNA: FU23140 fis, clone LNG09065 
/cds=UNKNOWN 
mRNA for KIAA1324 protein, partial 
cds/cds=(0,l743) 
mRNA for KIAA1376 protein, partial 
cds/cds=(143,1456) 
mRNA for KIAA1268 protein, partial 
cds/cds=<0,3071) 

mRNA; cDNA DKF2p5640l 1 1 6 (from 
cloneDKFZp56401116) 
/cds=UNKNOWN 

mRNA; cDNA OKF2p564B0769 (from 
clone DKF2p564B0769); partial cds 

/'eds=(0,900) 

DNA sequence from clone RP5- 
1 167H4 on chromosome 20 Contains 
ESTs, STSs, GSSs and CpG islands. 
Contains a novel gene, the STK15 gene 
for serine/threonine kinase 15, the 
CSTF1 gene for cleavage stimulation 
factor subunit 1 (50 kDa), a novel gene 
similar to NEDD9 for neural precursor 
cell expressed developmental^ down- 
regulated protein 9 (enhancer of 
""lamentation 1, HEF1) (CRK- 
associated substrate-related protein, 
CAS-L) and a 60S ribosoma) protein 
139 (RPL39) pseudogene 
/cds=(44,622) 

mRNA; cDNA DKFZp434A0530 (from 
clone DKF2p434A0530); complete cds 
/cds=(968,1732) 

mRNA; cDNA DKFZp434M162 (from 
clone DKFZD434M162) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586P2321 (from 
done DKFZp586P2321) 
/cdS^UNKNOWN 
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TACTACTTG CCAGGTCC AAGAACGGG 
GCGGG TCCTGT TATCATTATTACA 
GCTGTGTTTTTCTGTGGGTGAAATAA 
AGGTTTCGGAGCCCGTTTTAGATA 

CATTTCTGTGCGAGAGTGAAGAGGG 

GACCCTAGAGGATTTCGTTGTGGGA 

GGACTCCAGGCTGAGGACGAGGCTG 

ATTATTAGTGATGCTCATAAACAAG 

CTCTTATTGTGC GAGAG ACCTCCCG G 

AACTGCC ACTGAAG GTGG AGGCTA 

CTCCCTG ACTATCTCG GGCCTCTAGC 

CTGAGGACGAGGCTGATTATTATT 

AAGAACTCACTGTATCTGCAAATGAA 

CAGCCTGAAAACCGAGGACACGGC 

CACGGCTGTGTTTAACTCTGCGACAT 
GCGGGGGACTATGGTTCGGGGGAA 
TCAGGGTGATTGAAGGACACATATTG 
AAGTACCTAGAATGCCAGAAAGTG 
AACAAAACTGTGATTTATATCAAATAA ' 
CAATG GCTTGGAG GGGGTATGGA 
TTTTCCACAG G GGACCTACCCCTATT 
GCGGTCCTCCAGCTCATCTTTCAC 



TTTTCCACAGGGGACCTACCCCTATT - 
GCGGTCCTCCAGCTCATCTTTCAC 



TTTTCCACAGGGGACCTACCCCTATT 
GCGGTCCTCCAGCTCATCTTTCAC 



TGTGGCTGTACTTAACCTTCTC CAAC 

ATACATCCTGCATTACATGAATGG 

AAGCCTTTGAAGTGCCTCTGATTCTA 

TGTAACTTGTTGCAGACTGGTGTT 

GCATTGACCTGGAAGGAGAGAAGAT 

AGAGAGTGGAGGCTCTGAAGGAGAC 

CAGTACAGGGCT GGCAAGCAGTGAT 

CTCTC AG GTATATTTATC AATAATT 

CAAACCCTCCTTTCTGCTTGCCTCAA 

ACCTGCCAAATATACCCACACTTT 

QGTGCTGAATATGTCCTTGTAGGCTC 

TGTTTTAAGAAAACAATATGTGGG 

AGTGATTTGATTAACTCAGGGCAAGG 

CTGAATATCAGAGTGTATCGCACT 

GCTTCCACTGGAG GCTTGTATTGACC 

TTGTAACTATATGTTAATCTCGTG 

ATGCATGTTTACCAAAATGGCTGTTT 
ACAGTGCATTCAGTTCTGATATTT 

ACATGACAGGTGTAATTAGTCTGCTG 
AGCCAGCTTTAC CCAATGAAGGG C 



AACAGCAACCAATAACGGATTGTAAA 
GTGTAAAGGCACAGGTTACTCATG 

CC ATGCCAAGG AATG GAATTTCC ATC 
CTGAGCCAGTTCAGTTAGGTGTCA 

CTAG AGTTC ATCTCTG AG CTGTAAGG 
GTGACCAGGGGGCAGGGGGACGAT 
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HS.334787 
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13937660 
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Hs.334573 


BC006008 


13937718 
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db mining 


Hs.300697 


BC006402 


13623574 



mRNA; cDNA DKFZp434A115 (from 
clone DKFZp434A115) 
/cds=UNKNOWN 

EST from clone 35214, full insert 
/cds=UNKNOWN 

mRNA; cDNA DKFZp762F0616 (from 
clone DKFZp762F0616) 
/cds=UNKNOWN 

sin3-associated polypeptide, 18kD 
(SAP 18), mRNA /cds=(573, 1034) 

HSZ78330 cDNA /clone=2.49-(CEPH) 

DNA sequence from clone RP11- 
165F24 on chromosome 9. Contains 
the 3' end of the gene for a novel 
protein (similar to Drosophila CG6630 
and CG11376, KIAA1058, rat TRG), an 
RPL12 (60S ribosoma! protein L12) 
pseudogene, ESTs, STSs, GSSs and a 
CpG island /cds=(0,4617) 

7-dehydrocholesterol reductase 
(DHCR7), mRNA/cds=(194.1621) 

AV740518CDNA. 5' end 
/clone=CBDAGC01 /done_end=S' 

AF150335 CDNA /clone=CBLAQF05 



/done=CBLAOC04 /done_end=5* 
AF1 50295 CDNA /done=CBLADB01 

AV756240 cDNA, 5' end 
/done=BMFAUHl2 /clone_end=5 ( 
UJ-H-BI2-agi-b-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2724714 
/clone end=3' 
dq02e11jc1 cDNA.S'end 
/clone=IMAGE:2846685 /clone_end=5' 

CM3-CT0275-031199-031-a08 cDNA 



/clone=IMAGE:2687314 /clone_end=3' 



/cione=ADBCMB06 /clone_end=5' 
Homo sapiens, done IMAGE:3451448, 
mRNA, partial cds /cds=(0,901) 

mRNA for KIAA1228 protein, partial 
cds/cds=(0,2176) 

Homo sapiens, Similar to hypothetical 
protein FU20419. clone MGC:15417 
IMAGE:3942735, mRNA, complete cds 
/cds=(208,918) 

Homo sapiens, done IMAGE:3616574, 
mRNA, partial cds /cds=(0,640) 

Homo sapiens, clone MGC:3963 
IMAGE:3621362, mRNA, complete cds 
/cds=(40,402) 

rearranged immunoglobulin mRNA for 
mu heavy chain enhancer and constant 
region /cds=UNKNOWN 
rearranged immunoglobulin mRNA for 
mu heavy chain enhancer and constant 
region /cds=UNKNOWN 
rearranged immunoglobulin mRNA for 
mu heavy chain enhancer and constant 
region /cds=UNKNOWN 
Homo sapiens, clone MGC: 19556 
IMAGE:4304831, mRNA, complete cds 
/cds=(1 505,1 666) 

Homo sapiens, clone IMAGE:4285740, 
mRNA /cds=UN KNOWN 



CAAGTAGACACCAGAGTCACTGTTTG 
GTTGGTGGGTGATAGTGGGGTCAC 

TGTCACCCTTCC ATGAC G CCTCCTCT 
GTGCATTTG AG TTC ACTGTTTATG 
GGTAACATGAGCTATGGCAGTCGGTT 
GTGAAACCACAGGAAGTGTATGGG 

CAAATCGGGCACCACCTCCTTCAGG 
GCGCATGAGACCATATTAAATTCTA 
CAGAACTGCTTTCCTATGTTTACCCA 
GGGGAC CTCCTTTCAG ATGAACTG 
AGCAATAATATCTCTGTTTTCATTTCA 
GAACATTGTG CTGTCTGTCAGC A 



heavy chain /cds=(65,1498) 



TTACAACTACATGATGGGCATCGAGT 

TTAAC CCTTG GATCG G G AAGTGGG 

AATGTTTGAGCTGACCAAGCTTCTGA 

GATTCTTAACAGAAAAAGCCATGT 

ACGTCAGCTTAAAACTGGAAAGAAGT 

CTTCTGGTGTATACTGAGATTTGA 

GCCCAAAGGAGTAGCTCTCTGTTGTT 

ACTGTTGTGCTCTTCATGGATAAA 

GCAAAAAGCCCAAGAGCCTGAATTTA 

GACCAATCTATCATCTTCCTCCTC 

TGGAGATGTGATAACAACTCCTTATC 

TCTTTGTTGGCTGATCTGAAGTGT 

CTTGCAGTAAAATGTAGCCCTTCCTC 

CTGGTTGTGCAGGAGTGG CCCTCG 

TTTCTTTAGCCCAAGAGTGGAGGCTA 
AGCTACTTACTTCCAAGCCTGGGT 

AGGCAAAGGGAACTTGAAATTAGAAA . 
ACCCCAGAAACAGTCACAATGGCT 
AGGGTCCCTTCCATAGTCCTCCTGCA 
TCATTTTCCTCCAACTTGAATAAA 

GCCAACCAGTTCAGAGTGTTCCCAAG 

GAATTGCCACCCTTACTCTTCAAA 

ATCCCAGTCTCAAATTTCTTCATTTGG 

AACTGATATGTAGGCCCTCATCG 

TCTCTCACTGTTATCATTTTTGCACAG 

GTG GTTTCAGC AGCTTGATGCCA 

ATTGTCATTTAGACTTTGAACAGCTCT 

GGGAAATAGAAGACTAGGGTTGT 

TTTC CTTGTTCCCTCCCATGCCTAG C 
TGGATTGCAGAGTTAAGTTTATGA 
GGATTCACCGTGGCCGACTCTTTTCC 
CTGCTTTGGTTTGTTTGAAATCTA 



CCCTCCACACCATCCTCCCCGATTTA 
AATATAGTCACTGCTACAAGTAAC 

TTCATCATTGCTTGCTTGC CTTCCTC 
CCTTCTGTCCGCTCTTACTCCCTC 

GCAAACTAACCGTGTCAACGG GGTG 
AG ATGTTG C ATCTTATAAAATTAGA 

GCAAACTAACCGTGTCAACGGGGTG 
AGATGTTG C ATCTTATAAAATTAGA 

GCAAACTAACCGTGTCAACGGGGTG 
AGATGTTG C ATCTTATAAAATTAGA 

AGTATCTGCTTTCCAGGCTGAAGTGA 
TTCATTCATTATTCTAGTCCTGCT 

AAG CTGTCTTCTTTGTTGG ACAATCA 
G CCAG AATGATAAG C AAACCTG CA 

CTCTCGCGGTCGCACGAGGATGCTT 
G GCACGTACCC CCTGTACATACTTC 
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Table 8 

13623574 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1498) 
13623574 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1498) 
13938338 mRNA for KIAA1578 protein, partial 

cds/cds=(0,3608) 
140431 90 ribosomal protein L23a (RPL23A), 

mRNA /cds=(23,493) 
14043522 Homo sapiens, c/one IMAGE.4098694, 

mRNA, partial cds /cds~(0,250l ) 

14250392 mRNA; cDNA DKFZp586Gl5l7 (from 
clone DKFZp586G1517); partial cds 
/cds=(0,2755) 

14250566 Homo sapiens, Similar to solute carrier 
family 25 (mitochondrial carrier; adenine 
nucleotide translocator), member 5, 
clone MGC:3042 IMAGE:3342722, 
mRNA, complete cds /cds=(88,984) 

1431 8625 Homo sapiens, clone MGC:17296 

IMAG&3460701, mRNA, complete cds 

/cds=(3250,3498> 
1 449571 4 mRNA for FLJ00043 protein, partial 

cds/cds=(0,4248) 
14495714 mRNA for FIJ0OO43 protein, partial 

cds /cds=(0,4248) 
13467989 601571679F1 cDNA, 5* end 

/clone=/MAGE:3838675 /clone_end=5' 

13674545 602648078F1 cONA, 5* end 

/clone=IMAGE:4769802 /done_end=5' 

14509406 0k13e12.s1 cDNA, 3' end 

/c!one=IMAGE: 1 507726 /clone_end=3' 

501 356 HUMGS01 233 cDNA, 3' end 

/clone=pm1 527 /clone end=3' 
501 509 HUMGS01 387 cDNA,!? end 

/done=pm1 535 /clone end=3' 
501638 HUMGS01517cDNAr3'end 

/clone=pm1520 /clone_end=3' 
504667 HUMGS01828 cDNA, 3' end 

/clone=mp1 214 /clone end=3' 
6634000 mRNA for KIAA0226 protein, partial 

cds /cds=(0,3033) 
87831 1 yj1 5f02.r1 cDNA. 5' end 

/clone=IMAGE:148827 /clone end=5* 
1024654 601819705F1 cDNA, 5' end ~ 

/clone=!MAGE:4051657 /clone_end=5' 

179935 carboxypeptidase N mRNA, 3' end 
/cds=(0,1610) 

187721 B-factor, properdin 

1 87768 complement component 4B (C4B), 

mRNA /cds=(5l, 5285) 
561725 (done 3.8-1) MHC class J mRNA 

fragment /cds=UNKNOWN 
339399 T-cell receptor aberrantly rearranged 

gamma-chain mRNA from cell line HPB- 

MLT/cds=UNKNOWN 
1 86300 interleukin 2 gene, clone pATtaclL- 

2C/2TT, complete cds, clone pATtaclL- 

2C/2TT/cds=(0,404) 
1 85254 Ig rearranged mu-chain V-region gene, 

subgroup VH-IH, exon 1 and 2 
1 85346 IgE chain, last 2 exons 

177970 Human angiotensin !-converting 

enzyme (ACE) gene, 5' flank 
1 80551 cis-acting sequence /cds=UNKNOWN 

1 152177 yx70d02.ri cDNA, 5 l end 

/ck>ne=iMAGE:267075 /clone end=5' 

1163360 yx93c06.r1 cDNA, 5' end 

/ctone=IMAGE:269290 /clone end=5' 

4557324 apolipoprotein E (APOE) mRNA 
/cds={60,1013) 
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1 CTCTCGCGGTCGCACGAGGATGCTT 

GGCACGTACCCCCTGTACATACTTC 
1 CTCTCGCGGTCGCACGAGGATGCTT 

GGCACGTACCCCCTGTACATACTTC 
1 CTCCTGTGGATTCACATCAAATACCA 

GTTCAGTTTTGTCATTGTTCTAGT 
1 GGCTCCTGATTACGATGCTTTGGATG 

TTGCCAACAAAATTGGGATCATCT 
1 AACGCCAGCATT7TGTTAGAGGAGTT 

AGACTTGGAAAAGTTAAG GGAAGA 

1 ATGGGGACTAAGG GATTAAGAGTGT 
GAACTAAAAGGTAACATTTTCCACT 

1 ACTGGCGAGTATGTTCTATGTTGGGC 
CTCCTGCTGCAAAACAATAAACAG 



GCTGATTAACTGTATTCCCCTTTCCC 
CTATGGCTGCTGGTGTAAATAAAC 

CCCAGGGTTTCATGTCTGAGGCCCTC 

ACCAAGTGTGAGTGACAGTATAAA 

CCCAGGGTTTCATGTCTGAGGCCCTC 

ACCAAGTGTGAGTGACAGTATAAA 

ACAAGAAATGGTTGAGGCGAATATTG 

GAAACACATGGGCTTAATGCTGAA 

ACACCTCTCTATTTTGAAGTCCCTAT 
GTGCCCTGTAATGTCTCGTTTTAA 

GGGAGAGCTCATGTCAGTGAATATAG 
ATCATTCTGTTGATACCCTTCTTT 

T TGAAAC TTGTAACTGAGATGCTGTA 

GTTTTT TGCCA TCTGTAGTGATGT 

AAAGGGTTTTATCCACTGTCATTTCAA 

TTGGATAACATTTTGTCAAGTTT 

TCG GAAA GAAGAAGTGGGAGGATGT 

GAATTTTAGTTCTGAGTTTACCAAA 

GATCGGGAACTGGCTCCGTTGTGCT 

GAGGTCATCTTTGGTCATCAGCCTC 

TGGTGCTTGTG CAGCCTGG CAGTTCA 

TTGTCATCTTTAATAAACTAAGGA 

AG AAGTACAAG ATTTC GTTCTTC CTT 

CCATTAAAGTACAATCTCCCTGGG 

TACAAGTGAAAGCTAAGATGAACACA 

TTTAAGTTAAATGGCAGCCTTGTT 

AAAAGGATGTGACAGAAGCAGAGAT 
GACCAGAAAGCACAGGGGCAGGGTT 

GGGTTTTCTATAAGGGGTTTCCTGCT 
GAACAGGGGCGTGGGATTGAATTA 
CCTGGGACCAGGGCATATTAAAGGC 
TTTTGGCAGCAAAGTGTCAGTGTTG 
TTTGTGGCTTGG GGCTGCCTACTATA 
AACTATTGGGGGTTC GTCCATTTT 
TTTACACG CCCTG AAGCAGTCTTCTT 
TGCTAGTTGAATTATGTGGTGTGT 

AATTCCTGAACCGTTGGATCACCTTC 
TGTCAGTCCATCATCTCCACCCTG 

CTTACGTTGGGACACCTAAATTCGCC 

GC GTCTGTAGAAG GCAGATTCGAG 

AAAACCGTGTCTGTCCCTTCAACAGA 

GTC ATCGAGGAGGGGTGGCTG CTA 

AAACTGCCGGGTCC CCATCTTCAAAA 

GAGAGGAGGCCCTTTCTCCAGCTT 

CAAGAAAGCMCTTGAGCCTTGGGCT 

AATCTGGCTGAGTAGTCAGTTATA 

TGTGTTCTTTGAGTTCCCCCTTTACC 

CAAAAGTAATTTGGGGACCAAAGT 

G GG AAGG CAATCTGATGGGGAAGTT 

GG CAATTTCTGGTTTGG GTGATTTA 

CCAGCCGTCCTCCTGGGGTGGACCC 

TAGTTTAATAAAGATTCACCAAGTT 
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Table 8 

4557390 complement component 8, beta 

polypeptide (C8B), mRNA 

/cds=(27,1802) 
14719826 cDNA FLJ21026 fis. clone CAE06812 

/cds=(27,677) 
4504070 glycoprotein lb (platelet), alpha 

polypeptide (GP1BA), mRNA 

/cds={42,1922) 
4504086 Homo sapiens, clone 1MAGE:4098234, 

mRNA, partial cds /cds=(0,904) 

4504164 gelsolin (amyloidosis, Finnish type) 

(GSN), mRNA /cds=(14,2362) 
1111111 integrin, alpha 6 (ITGA6), mRNA 

/cds=(1 46,3367) 
4557750 MHC class I polypeptide-related 

sequence A (MICA), mRNA 

/cds=(39,1190) 
4557758 myeloperoxidase (MPO), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(177,2414) 
4557758 myeloperoxidase (MPO), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds={177,2414) 
4557836 procollagen-lysine, 2-oxoglutarate 5- 

dioxygenase (lysine hydroxylase, Ehlers- 

Danlos syndrome type VI) (PLOD), 

mRNA/cds=(200.2383) 
4506248 phosphatase and tensin homotog 

(mutated in multiple advanced cancers 

1) (PTEN), mRNA/cds=(1034,2245) 

4507644 triosephosphate isomerase 1 (TPI1), 

mRNA/cds=(34,783) 
4557366 bleomycin hydrolase (BLMH), mRNA 

/cds=(78,1445) 
4559407 colony stimulating factor 2 receptor, 

beta, low-affinity (granulocyte- 
macrophage) (CSF2RB). mRNA 

/cds=(28,2721) 
9945387 glycoprotein lb beta mRNA, complete 

cds/cds=<636,1871) 
4504376 hemochromatosis (HFE), mRNA 

/cds=(221,1267) 
1 1 038661 complement component 1 , q 

subcomponent, beta polypeptide 

(C1QB), mRNA/cds=(63,824) 
14550408 cytochrome P450, subfamily XXIA 

(steroid 21 -hydroxylase, congenital 

adrenal hyperplasia), polypeptide 2 

(CYP21A2), mRNA /cds=(1 18,1605) 
9961245 transporters ATP-binding cassette, • 

sub-family B (MDR/TAP) (TAP2), 

transcript variant 1 , mRNA 

/cds=(96,2207) 
4557388 complement component 8, alpha 

polypeptide (C8A), mRNA 

/cds=(137,1B91) 
1 08351 30 interieukin 5 receptor, alpha (IL5RA), 

mRNA/cds=(249,1511) 
10834973 AL572804CDNA 

/done=CS0DI034 YD1 5-(3-prime) 
10835148 interieukin 2 (IL2), mRNA 

/cds=(47,517) 
4557386 complement component 7 (C7), mRNA 

/cds=(0,2531) 
10834979 interieukin 9 (IL9), mRNA 

/cds=(1 1,445) 
4557392 complement component 8, gamma 

polypeptide (C8G), mRNA 

/cds=(61,669) 
10834989 neural cell adhesion molecule 1 

(NCAM1), mRNA /cds=(201 ,2747) 
10835166 chromosome 12p1 3 sequence 

/cds=(194,1570) 
10835184 regulatory factor X, 2 (Influences HLA 

class II expression) (RFX2), mRNA 

/cds=(1 59,2330) 
1 0834991 interieukin 1 3 receptor, alpha 2 

(IL13RA2), mRNA/cds=(93,1235) 
10834993 interieukin 11 (IL11), mRNA 

/cds=(63,682) 



1 CATGCAAGGGCAAAAGGCAGTGCCA 
TGCAAGCTGTTTAAAATAAAGATGT 

1 AGGGGTGGGAGGAAGCAAAAGACTC 
TGTACCTATTTTGTATGTGTATAAT 

1 TCAG G ATGTG AGC ACTCGTTGTGTCT 
GGATGTTACAAATATGGGTGGTTT 

1 TGTTCACGTTGTTCACATCCCATGTA 
GAAAAACAAAGATGCCACGGAGGA 

1 AGC CCTGCAAAAATTCAGAGTCCTTG 
CAAAATTGTCTAAAATGTCAGTGT 

1 TGTCATCTCAAGTCAAGTCACTGGTC 
TGTTTGCATTTGATACATTTTTGT 

1 GAGTGACCACAGGG ATG CCACACAG 
CTCGGATTTCAGCCTCTGATGTCAG 

1 GCCTGTTGCCCTTTCTGTACCATTTA 
TTTGCTCCCAATGTTTATGATAAT 

1 GCCTGTTGCCCTTTCTGTACCATTTA 
TTTGCTCCCAATGTTTATGATAAT 

1 TCCTGG ATG CCTCTG AAG AGAGGGA 
CAGACCGTCAGAAACTGGAGAGTTT 



1 ACTTAACCATATAAATGTGGAGG CTA 
TCAACAAAGAATG GGCTTG AAACA 



1 GTGCCTCTGTGCTGTGTATGTGAACC 
ACCCATGTGAGGGAATAAACCTAG 

1 AAACAGACCTAATGCTCCTTGTTCCT 
AGAGTAGAGTGGAGGGAGGGTGGC 

1 GAGATAGCCTTGCTCCGGCCCCCTT 
GACCTTCAGCAAATCACTTCTCTCC 



1 CTGCTGCGTCTCCCTTCCAAACTCTG 
GTGCTGAATAAAC CCTTCTGATCT 

1 CACTTGGCTGCATAAATGTGGTACAA 
CCATTCTGTCTTGAAGGGCAGGTG 

1 CAGCCAATGGACACAGTAGGGCTTG 
GTGAATGCTG CTGAGTGAATGAGTA 

1 TGCAGAGGATTGAGGCTTAATTCTGA 
G CTGG CCCTTTCCAG CCAATAAAT 



1 TTGACCTTCCACTAGACCATGAG CAC 
CTGGGCGGAAAGCCATATATCTTA 



1 ACAAGCAGACACCTGAAACAATCAAC 
GCCCAATAAAACAAAGTAGGATGA 

1 TGAG GAAGAAAGCATTTTGCATCAGC 

CTGGAGTGAACCATGAACTTGGAT 
1 GGAATAAGGTGTTGCCTG GAATTTCT 

GGTTTGTAAGGTGGTCACTGTTCT 
1 TGAACAGATGGATTACCTTTTGTCAA 

AGCATCATCTCAACACTAACTTGA 
1 CCCAGAGTTTTCAGGGAGTACACAG 

GTAGATTAGTTTGAAGCATTGACCT 
1 TTCCAGAAAGAAAAGATGAGAGGGAT 

GAGAGGCAAGATATGAAGATGAAA 
1 GGCTGCCCCAGAGGACAGTGGGTGG 

AGTGGTACCTACTTATTAAATGTCT 

1 C CGAGCAAA GATCAAAATAAAAAGTG 
ACACAGCAGCTTCACCAGAGCATT 

1 TTTCCTTCAAGCCTAGCCCTTCTCTC 
ATTATTTCTCTCTG ACC CTCTCC C 

1 GGGTCAGTGTTCAAGAAG G AAAGC A 
GTTGTTGAAGCTACAGAAGCCCAGG 

1 TGAAGACTTTCCATATCAAGAGACAT 
GGTATTGACTCAACAGTTTCCAGT 

1 GGACTGTC ATTCAGGG AG G CTAAGG 
AGAGAGGCTTG CTTGG GATATAGAA 
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Table 8 

4502024 aminotevutinate, delta-, synthase 1 
(ALAS1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(76,1998) 
4502670 CD3E antigen, epsilon polypeptide 
(nT3 complex) (CD3E), mRNA 
/cds=(54,677) 
4503076 colony stimulating factor 2 (granulocyte- 
macrophage) (CSF2), mRNA 
/cds=(8,442) 

4503076 colony stimulating factor 2 (granulocyte- 
macrophage) (CSF2), mRNA 
/cds={8,442) 
4504600 interferon receptor imar2-1 (splice 

variant IFNAR2-1) mRNA, complete cds 
/cds=(326,1321) 
1 1 3861 40 prostaglandin-endoperoxide synthase 1 
(prostaglandin G/H synthase and 
cyclooxygenase) (PTGS1), mRNA 
/cds=(5,1804) 
1 491 6502 ribosomal protein S24 (RPS24), 
transcript variant 1 , mRNA 
/cds=(37,429) 
14591916 ribosomal protein S25 (RPS25), mRNA 

/cds-(63,440) 
4507344 tachykinin receptor 2 (TACR2), mRNA 

/cds=(0,H96) 
7669544 tachykinin receptor 1 (TACR1), 
transcript variant long, mRNA . 
/cds=(210,l433) 
7669547 tachykinin receptor 3 (TACR3), mRNA 

/cds=(143,1540) 
4557252 a disintegrin and metaltoproteinase 
domain 8 (ADAM8), mRNA 
/cds=(9,2483) 
4502094 alanyl (membrane) aminopeptidase 

(aminopeptidase N, aminopeptidase M, 
microsomal aminopeptidase, CD13 
p150)(ANPEP),mRNA 
/cds=(120,3023) 
4502758 comeodesmosln (CDSN), mRNA 

/cds=(14,1603) 
4557452 chromodomain heJicase DNA binding 
protein 4 (CHD4), mRNA 
/Cds=(89,5827) 
8051580 carboxypeptidase D (CPD), mRNA 

/cds=(1 5,4148) 
4503010 carboxypeptidase N, polypeptide 1 

50kD (CPN1), mRNA/cds=(213,1589) 
4503256 death-associated protein 6 (DAXX), 

mRNA /cds=(1 47,2369) 
4503470 tRNA isopentenylpyrophosphate 
transferase (IPT), mRNA 
/cds={60,i040) 
4503528 eukaryotic translation initiation factor 
4A, isoform 1 (EIF4A1>, mRNA 
/cds=(16,1236) 
4503780 formyl peptide receptor-like 1 (FPRL1) 

mRNA /cds=(772, 1827) 
4504098 G protein-coupled receptor 9 (GPR9) 

mRNA /cds=(68, 1174) 
4504090 G protein-coupled receptor 30 

(GPR30), mRNA/cds=(691,1818) 
14670355 general transcription factor II, i (GTF2I), 
transcript variant 1 , mRNA 
/cds=(370,3366) 
4504416 major histocompatibility complex, class 
Wike sequence (HLALS), mRNA 
/cds=(5,1030) 
4504626 mRNA for KIAA0466 protein, partial 

cds /cds=(40,3684) 
4504624 mRNA for KIAA0364 gene, complete 

cds /cds=(1 144,51 27) 
4504646 interieukin 1 3 receptor, alpha 1 

(fL1 3RA1 ), mRNA /cds=(43,1 326) 
6138970 acid phosphatase 5, tartrate resistant 

(ACP5), mRNA /cds=(89, 1066) 
4502028 mRNA for MEMD protein /cds=(0,1748) 

5174774 intergenic region between apoE and 
apoCI genes /cds=UN KNOWN 
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TCACTTAACCCCAGGCCATTATCATA 
TCCAGATGGTCTTCAGAGTTGTCT 



CC ACTGG ATG GTCATTTGGC ATCTCC 
GTATATGTGCTCTGGCTCCTCAGC 

CTGGGCCACACTGACCCTGATACAG 
GCATGGCAGAAGAATGGGAATATTT 

CTGGGCCACACTGACCCTGATACAG 
GCATGGCAGAAGAATGGGAATATTT 

TGATAGCATTGGTCTTGACAAGCACC 
ATAGTGACACTG AAATGG ATTG GT 

CTGAGGATGTAGAGAGAACAGGTGG 
G CTGTATTCA CGC CATTG GTTG GAA 



CTGGCAAAAAGCCGAAGGAGTAAAG 
GTGCTGCAATGATGTTAGCTGTGGC 

TGGTCCAAAGGCAAAGTTCGGGACA 

AGCTCAATAACTTAGTCTTGTTTGA 

CAACAGGTGTCACACTAAGGAGACTT 

TGTTCATGGCTGGGGACACAGCCC 

GCATGGAAA7TCCCTTCATCTGGAAC 

CATCAGAAACACCCTCACACTGGG 

GGCAGCTATGGTCAAATTGAGAAAGG 
TAGTGTATAAATGTGACAAAGACA 
GCTATCTTGTCTGGTTTTCTTGAGAC 
CTCAGATGTGTGTTCAGCAGGGCT 

CCGCCCTGTACCCTCTTTCACCTTTC 
CCTAAAGACCCTAAATCTGAGGAA 



CATATGGGAGAAGGCCAGTGCCCAG 
GCATAGGGTTAGCTCAGTTTCCCTC 
TTAATACCAGGAACCCAGCGGCTpTA 
GCCACTGAGCGGCTAAATGAAATA 

GTGGAGGGGTTTACCACCTTCCTAG 

GTCGTTCAACCAGGTTTTGTGAGGA 

GCAACCCTTCAGAAAGGCTTTGCTCC 

TGCTCTCAGATCAGATCAAGCATT 

AACATTTGGAGGAAGGTGGGAAGCA 

GATGACTGAGGAAGGGATGGACTAA 

TGCCCAGAAAGCTCAGAAGGCTAAAT 

GAATATTATCCCTAATACCTGCCA 

AGAGGACTCTTCGAGACATTGAGACC 
TTCTACAACACCTCCATTGAGGAA 

TGGGGTAAGTGGAGTTGGGAAATAC 

AAG AAGAGAAAGACCAGTG G GGATT 

AAACTAAAACTTCATCTTCCCCAAGT 

GCGGGGAGTACAAGGCATGGCGTA 

AAAACCTTCCCATAAAATGTAAGAAA 

AGCTGATGAGGCTGGTGACGTTCA 

TGACATGGTAGCAGAAATAGGCCCTT 

TTATGTGTTGCTTCTATTTTACCT 

G C CA CAAAATG TTCTTTGTTCTTTG G 
CTCCAAAAA GACTGTCAGCTTTCA 

CTGAGGCTCTCCCTTTCTCTGTGATT 

GGACAGTTGACAGCACCCAAACTC 

CCCTGTAACTCCTCACTGTACTGATT 

TACTGGCGCATGAAATTCTATTAA 

CTTGAGTAAAATAAATATTGTCTTTTT 

GTATGTCAAGCGGGCCGCCACCG 

GGGAGGGAGGGAGGGAAAGCTTCCT 

CCTAAATCAAGCATCTTTCTGTTAC 

TCACAGATGCATATAGACACACATAC 

ATAATGGTACTCCCAAACTGACAA 

GCTGAGGACTCCCGCCATGTGGCCC 

CAGGTGCCACCAATAAAAATCCTAC 
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4575 


db mining 


Hs.69771 


NM_001710 


4576 


literature 


Hs.1281 


NM_001735 


4577 


literature 


Hs.171763 


NMJJ01771 


4578 


literature 


Hs. 83731 


NM_001772 


4579 


Table 3A 


Hs.340325 


NM_001774 


4580 


literature 


Hs.82685 


NM_001777 


4581 


literature 


Hs.264190 


NM_001780 


4582 


literature 


Hs.3107 


NM_001784 


4583 


Table 3A 


Hs.10029 


NM_001814 


4584 


db mining 


Hs.11 


NJW.001815 


4585 


db mining 


Hs.1 19140 


NM_001970 


4586 


db mining 


Hs. 99863 


NMJJ01972 


4587 


db mining 


Hs.99663 


NM_001972 


4588 


literature 


Hs.193122 


NMJ302000 


4589 


db mining 


Hs.897 


NMJJ02001 


4590 


db mining 


Hs.77252 


NMJ)02012 


4591 


db mining 


Hs.1 08694 


NM_002099 


4592 


literature 


Hs.342656 


NM_002119 


4593 


literature 


Hs.342656 


NMJJ02119 


4594 


db mining 


Hs.1802 


NM_002120 


4595 


db mining 


Hs.279930 


NMJJ02124 


4596 


db mining 


Hs.73885 


NMJJ02127 


4597 


db mining 


Hs.1 521 


NMJJ02180 


4598 


db mining 


Hs.173880 


NMJJ02182 


4599 


literature 


Hs.172689 


NMJ)02183 


4600 


literature 


Hs.1 2503 


NM_002189 


4601 


literature 


Hs.149609 


NM_002205 


4602 


Table 3A 


Hs.149846 


NM_002213 


4603 


db mining 


Hs.78465 


NM_002228 


4604 


db mining 


Hs.169824 


NM_002258 


4605 


db mining 


Hs.172195 


NMJJ02408 


4606 


literature 


Hs.77367 


NMJD02416 



Table 8 

14550403 B-factor, properdin (BF), mRNA 

/cds=(1 29,2423) 
4502506 complement component 5 (C5), mRNA 

/cds={12,5042) 
4502650 CD22 antigen (CD22), mRNA 

/cds=(56,2599) 
4502654 CD33 antigen (gp57) (CD33), mRNA 

/cds=(12,1106) 
4502662 yf59e04.s1 cDNA, 3* end 

/clone=IMAGE:26202 /clone_end=3' 
4502672 CD47 antigen (Rh-related antigen, 

integrtn-assodated signal transducer) 

(CD47), mRNA /cds=(106,1 077) 
4502678 cDNA: FLJ22121 fis, clone HEP1 8876, 

highly similar to AF1 91 298 vacuolar 

sorting protein 35 (VPS35) mRNA 

/cds=UNKNOWN 
4502690 CD97 antigen (CD97), mRNA 

/cds=(70,2298) 
4503140 cathepsin C (CTSC). mRNA 

/cds=(33,1424) 
4502792 carcinoembryonfc antigen-related cell 

adhesion molecule 3 (CEACAM3), 

mRNA/cds=(54,692) 
4503544 eukaryotic translation initiation factor 

5A (EIF5A), mRNA /cds=(43,507) 
4503548 elastase 2, neutrophil (ELA2), mRNA 

/cds=(38,841) 
4503548 elastase 2, neutrophil (ELA2), mRNA 

/cds=(38,841) 
4503672 Fc fragment of IgA, receptor for 

(FCAR), mRNA/cds=(39,902) 
4503674 Fc fragment of IgE, high affinity I, 

receptor for; alpha polypeptide 

(FCER1A), mRNA/cds=(108,879) 
4503718 fragile histidine triad gene (FHIT), 

mRNA /cds=(362, 805) 
8051 602 glycophorin A (includes MN blood 

group) (GYPA), mRNA/cds=(55,507) 
4504400 major histocompatibility complex, class 

II, DN alpha (HLA-DNA), mRNA 

/cds=(76,828) 
4504400 . major histocompatibility complex, class 

II, DN alpha (HLA-DNA), mRNA 

/cds=(76,828) 
4504402 major histocompatibility complex, class 

II, DO beta (HLA-DOB), mRNA 

/cds=<56,877) 
450441 0 major histocompatibility complex, class 

II, DR beta 3 (HLA-DRB3), mRNA 

/CdS=(35,835) 
45044 1 4 HLA-G histocompatibility antigen, class 

I, G (HLA-G), mRNA/cdS=(5.1021) 

4504622 Immunoglobulin mu binding protein 2 
(IGHMBP2), mRNA/cds=(49,3Q30) 

4504660 interleukin 1 receptor accessory protein 
(IL1RAP), mRNA/cds=(206,1918) 

13324709 Interleukin 3 receptor, alpha (low 

affinity) (IL3RA), mRNA 

teds=(1 46,1 282) 
4504648 interleukin 15 receptor, alpha (IL1 5RA), 

mRNA/cds=(82,885) 
4504750 integrin, alpha 5 (fibronectin receptor, • 

alpha polypeptide) (ITGA5), mRNA 

/cds=(23,3172) 
4504772 integrin, beta 5 (ITGB5), mRNA 

/cds=(29,2419) 
771 0122 v-jun avian sarcoma virus 17 oncogene 

homolog (JUN), mRNA /cds=(974, 1969) 

4504878 killer cell lectin-like receptor subfamily 
B, member 1 (KLRB1), mRNA 
/cds=(60,737) 

6031 1 83 mannosy! (alpha-1 ,6-)-grycoprotein 
beta-1,2-N- 

acetylglucosaminyltransferase 
(MGAT2), mRNA /cds=(489,1832) 
45051 86 monokine induced by gamma 

interferon (MIG), mRNA/cds=(39,416) 



1 C AAGATGAG G ATTTGGGTTTTCTATA 

AGGGGTTTCCTGCTGGACAGGGGC 
1 AAACATGGCCTTTGCTTGAAAGAAAA 

TACCAAGGAACAGGAAACTGATCA 
1 GTTTGAGATGGACACACTGGTGTGGA 

TTAACCTGCCAGGGAGACAGAGCT 
1 GGACCAAAGGCTGATTCTTGGAGATT 

TAACTCCCCACAGGCAATGGGTTT 
1 AATATTTGTTTAATCCCCAGTTCGCCT 

GGAGCCCTCCGCCTTCACATTCC 
1 AAAGTAACTGGTTGTCACCTATGAGA 

CCCTTACGTGATTGTTAGTTAAGT 

1 CTCAGCCTCCTCATCTGGGGGAGTG 
GAATAGTATCCTCCAGGTTTTTCAA 



1 GGCAGGAGGTTCTCACTGTTGTGAA 
GGTTGTAGACGTTGTGTAATGTGTT 

1 AAGTGGGAATTTTCTGGAAGATGGTC 
AGCTATGAAGTAATAGAGTTTGCT 

1 GCCTGTGGCCCACCTGGGGTCACTT 
GG AAAGGATCTG AATAAAGGGGAC C 

1 AAATAACTGGCTCCCAGG GTGGCG G 

TGGTGGCAGCAGTGATCCTCTGAAC 
1 TGCCCACACCGACACTCTCCAGCATC 

TGGCACAATAAACATTCTCTGTTT 
1 TGCCCACACCCACACTCTCCAGCATC 

TGGCACAATAAACATTCTCTGTTT 
1 GCACCCACCTTTCTGCACATAAGTTA 

TGGTTTTCCATCTTATCTGTCTTC 
1 AATTGTCAAAC AC AGCTTG CAATATA 

CATAGAAACGTCTGTGCTCAAGGA 

1 TCCAGAAACATGACAAGGAGGACTTT 
CCTGCCTCTTGGAGATCAGAGGAG 

1 TCATAGTTAAATTTGGTATTCGTGGG 
GGAAGAAATGACCATTTCCCTTGT 

1 ACACACATTCTTGCTCTACCCAAAGC 
TCTGGCTG GC AGCACTAAATGCTT 

1 ACACACATTCTTGCTCTACCCAAAGC 
TCTGGCTGGCAGCACTAAATGCTT 

1 GCAGTCTCCACAGTCTTCAGAAGACA 
AATGCTCAGGTAGTCACTGTTTCC 

1 GCCTCCCGTGC ATCTGTACTCAC CCT 
GTACGACAAACACATTACATTATT 

1 TTTCCTGTTCCAGAAAAGGGGCTGGG 
ATGTCTCCGTCTCTGTCTCAAATT 

1 CGGCCTTCTC CGGTGTCCTGTACCAA 
CTCTTCTATTTAAGAGAACCTCAG 

1 GGGACGTTCCATGCC CAGGTTAACAA 
AGAACTGTGATATATAGAGTGTCT 

. 1 ATGG G AG ATGCCTGTGTAATTTCGTC 
CGAAGCTGCCAGGAAGAAGAACAG 

1 CCTCTCCATTGAAGGATTCAGGAAGA 
AGAAAACTCAACTCAGTGCCATTT 

1 CCTCACCTTGGCACCAGACACCCAG 
GACTTATTTAAACTCTGTTGCAAGT 

• 1 TGC AAATGTG AGTTTCCTCTC CTGTC 
CGTGTTTGTTTAGTACTTTTATAA 
1 AGC AGGAATTG GTG G CAGATTTTACA 
AAAGATGTATCCTTCCAATTTGGA 

1 TG GATCTGCC AAAAAG AACTAAC ACC 
TGTGAGAAATAAAGTGTATCCTGA 

1 TTC CTGTACTATTGTGTTTTG AGTGTG 
TTTTGGAACCTTCATAGAACACA 



1 TGACCCACTTACCTTGCATCTCACAG 
GTAG AC AGTATATAACTAACAAC C 



474 



WO 02/057414 



4607 Table 3A 

4608 db mining 

4609 db mining 

4610 db mining 



Hs.926 NM_002463 

Hs.173084 NM_002470 

Hs.1 13973 NM.002472 

Hs.275163 NMJ)02512 



4611 Tabfe3A Hs.85844 NM.002529 



4612 db mining 

4613 db mining 

4614 Table 3A 

4615 db mining 

4616 db mining 

4617 Table 3A 

4618 Table 3A 

4619 literature 



Hs.93728 
Hs.41639 
Hs.181013 
Hs.288579 

Hs.261285 

Hs.79402 



NMJ)02586 
NM_002598 
NMJ>02629 
NMJJ02644 

NMJ)02669 

NMJX)2694 



Table 8 

1 1342663 myxovirus (influenza) resistance 2, 

homotog of murine (MX2), mRNA 

/cds=(1 04,2251) 
1 1 34267 1 myosin, heavy polypeptide 3, skeletal 

muscle, embryonic (MYH3), mRNA 

/cds=(84,5906) 
4505300 myosin, heavy polypeptide 8, skeletal 

muscle, perinatal (MYHB), mRNA 

/cds=(73,5B86) 
4505408 non-metastatic cells 2, protein 

(NM23B) expressed in (NME2), nuclear 

gene encoding mitochondrial protein, 

mRNA/cds=(72,530) 
458571 1 neurotrophic tyrosine kinase, receptor, 

type 1 (NTRK1), mRNA /cds=(0,2390) 

4505624 pre-B-cell leukemia transcription factor 

2 (PBX2), mRNA /cds=(0,1292) 
4505654 programmed cell death 2 (PDCD2), 

mRNA /cds=(29,1 063) 
4505752 phosphoglycerate mutase 1 (brain) 

(PGAM1), mRNA /cds=(3 1,795) 
1 1 342673 polymeric immunoglobulin receptor 

(PIGR), mRNA /cds=(1 56,2450) 



Hs.77202 NMJ302738 
Hs.180533 NMJJ02756 



4505894 
14702172 

4506068 
4506098 



4620 literature Hs.1 18825 NMJ)02758 14589899 



4621* db mining 
4622 db mining 



Hs.241561 NMJ102770 
Hs.928 NMJ)02777 



4506146 
7382457 



4623 db mining Hs.78575 NMJTO2778 11386146 



4624 
4625 

4626 
4627 

4628 

4629 

4630 
4631 

4632 
4633 
4634 



db mining Hs.250655 NM_002823 

db mining Hs.82547 NM_002888 

db mining Hs.1 06061 NM_002904 

db mining Hs.1 39226 NM_002914 

db mining Hs.123638 NM.002918 

db mining Hs.166019 NM_002919 

db mining Hs.21273 NM_002920 

literature Hs.73839 NM_002935 

Table 3A Hs.74267 NM_002948 

Table 3A Hs.74267 NMJ302948 

db mining Hs.74592 NM 002971 



pleiotroptc regulator 1 (PRL1, 
Arabidopsis homolog) (PLRG1), mRNA 
/cds=(0,1544) 

polymerase (RNA) II (DNA directed) - 
polypeptide C (33kD) (POLR2C), 
transcript variant gamma, mRNA 
/cds=(57,884) 

protein kinase C, beta 1 (PRKCB1), 
mRNA /cds=(1 36,2151) 
mitogen-activated protein kinase 
kinase 3 (MAP2K3), mRNA 
/cds=(337,1293) 
mitogen-activated protein kinase 
kinase 6 (MAP2K6), transcript variant 1, 
mRNA /cds=(340 t 1344) 
protease, serine, 2 (trypsin 2) (PRSS2), 
mRNA/cds=(6,749) 
proteinase 3 (serine proteinase, 
neutrophil, Wegener granulomatosis 
autoanbgen) (PRTN3), mRNA 
/cds=(48,818) 

prosaposin (variant Gaucher disease 
and variant metachromatic 
leukodystrophy) (PSAP), mRNA 
/cds=(38,1612) 

prothymosin, alpha (gene sequence 
28) (PTMA), mRNA /cds=(1 55,487) 
retinoic acid receptor responder 
(tazarotene induced) 1 (RARRES1), 
mRNA /cds=(36,722) 
RD RNA-binding protein (RDBP), 
mRNA /cds-(1 08, 1250) 
replication factor C (activator 1) 2 
(40kO) (RFC2), mRNA /cds={207.1271) 

4506492 regulatory factor X, 1 (influences HLA 

class li expression) (RFX1), mRNA 

/cds=(93,3032) 
4506494 regulatory factor X, 3 (influences HLA 

class II expression) (RFX3), mRNA 

/cds=(8,2131) 
15011897 transcription factor NYD-sp10 mRNA, 

complete cds /cds=(1 09,2034) 
4506550 ribonuclease, RNase A family, 3 

(eosinophil cationic protein) (RNASE3), 

mRNA/cds*(63,545) 
4506602 60S ribosomal protein L1 5 (EC45) 

mRNA, complete cds /cds=(34,648) 
4506602 60S ribosomal protein L15 (EC45) 

mRNA, complete cds /cds={34,648) 
4506790 special AT-rich sequence binding 

protein 1 (binds to nuclear 

matrix/scaffold-associating DNA's) 

(SATB1), mRNA/cds=(2l4,2505) 



4506276 
4506424 

14670267 
4506486 



PCT/US01/47856 



TTTCCCTGATTATGATGAGCTTCCATT 
GTTCTGTTAAGTCTTGAAGAGGA 

CACGAGAGTGAAGAGTGAGCCAGCC 
CTTCTGGAGCAGGAGCAGGACAGAA 

AAGAAAGGCACAAAATGTGCTATTTT 
TGGTCACTTGCTTTATGACGTTTA 

GTC CCTGG ACACAGCTCTTCATTCCA 
TTGACTTAGAGGCAACAGGATTGA 



GTACCAGCTCTCCAACACGGAGGCA 
ATCGACTGCATCACGCAGGGACGTG 

GGGGGCTAGTTCTCTCCTCACTTGTA 

AACTTGTGTAGTTTCACAGAAAAA 

ACAGAAGAATTTGTGTGGAAGCAGGA 

TGTAACAGATACACCGTAAAGGCA 

CCCTGCCACATG GGTCCAGTGTTCAT 

CTGAGCATAACTGTACTAAATCCT 

CTTGAAGGAAGAGGGACCAGGGTGG 

GAGAGCTGATTGCAGAAAGGAGAGA 

AAACCATTAAAGTATACAGAGAGGAT 
GACACAGCCACAGAAGAAACTCAT 

AACATGCACAAAGCAGTTAATTAGGC 
AGCCTGGAGAAAACCAGAGATCCA 



ACTTCCAGAAACTCATCAAATGAACA 
GACAATGTCAAAACTACTGTGTCT 
GCTTTATGGGTTTGGCTTGTTTTTCTT 
GCATGGTTTGGAGCTGATCGCTT 

TTCTTTCTTGGCCTCAAGTTCAATATG 
GAGAGGATTGCTTCCCTGAATCC 

AACTATGTGGACTGGATTAAGGACAC 
CATAGCTGCCAACAGCTAAAGCCC 
CCTGACTTC7TCACGCGGGTAGCCCT 
CTACGTGGACTG GATCCGTTCTAC 



AGCCAG CAGGACATGAAGTTG CTATT 
AAATGGACTTCGTGATTTTTGTTT 



TTTGGCCTG7TTTGATGTATGTGTGA 
AACAATGTTGTCCAACAATAAACA 
AACTTGTGCCACAAGAGTTACAATCA 
AAGTGGTCTCCTTAGACTGAATTC 

AAAGCCTTTAAAAACGGCTGTCAGGT 
TTGATCTCAGTGTAACAACATGGC 
GAAAA 1 6CGCCTTAGGCTGAGCCAA 
CATGACTGTCCCCCAAACTCCAGTG 

CCAGCTTCGGTTCCTTCCACCTCATC 
CGGCTGCTCTACGACGAGTACATG 

AAGATTGGTGCTCCTGATAAAGCAAA 
GGGCTAGGAATACAATGGAAAGGA 

TC ATTG GTACACATTCTGTATGCTGC 
TGTTTTCAAGTTGGCAAATTAAGC 
TATCAGCAACTGTCCTCATCAGTCTC 
CATACCCCTTCAGCTTTCCTGAGC 

GCAGCTTGGAGAAGGCGCAATACTC 

C AGCTCCACCGTTAC CGCTAATATA 

GCAGCTTGGAGAAGGCGCAATACTC 

CAGCTCCACCGTTACCGCTAATATA 

CGGAGCCTCAAACAAGCATTATACCT 

TCTGTGATTATGATTTCCTCTCCT 
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4635 


Table 3A 


Hs.89714 


NM__002994 


4506848 


4636 


db mining 


Hs.82109 


NM_002997 


4506858 


4637 


db mining 


Hs.301698 


NMJJ03033 


4506950 


4638 


db mining 


Hs.78403 


NM_003083 


4507102 


4639 


literature 


Hs.80738 


NMJJ03123 


4507180 


4640 


db mining 


Hs.81884 


NMJJ03167 


4507306 


4641 


literature 


Hs.7510 


NM_003188 


4507360 


4642 


db mining 


Hs.250641 


HMJ303290 


4507650 


4643 


Table 3A 


Hs.178551 


NM_003316 


10835036 


4644 


Table 3A 


Hs.4248 


NMJJ03371 


4507870 


4645 


Table 3A 


Hs.89414 


NM_003467 


4503174 


4646 


Table 3A 


Hs.1 00293 


NM 003605 


6006036 


4647 


db mining 


Hs.24640 


NM_003612 


4504236 


4648 


db mining 


Hs.131814 


NM_003747 


4507612 


4649 


db mining 


Hs.321231 


NM_003779 


13929468 


4650 


Tahlp 3A 


1514S1 


mm 003797 


14523051 


4651 


Table 3A 


Hs.1 03755 


NM_003821 


4506536 


4652 


db mining 


Hs.1 84376 


NM 003825 


4507096 


4653 


db mining 


Hs.1 5831 5 


NM_003853 


4504656 


4654 


db mining 


Hs.102865 


NM_003854 


4504662 


4655 


db mining 


Hs.1 59301 


NM_003855 


4504654 


4656 


db mining 


Hs.35947 


NM„003925 ' 


4505120 


4657 


db mining 


Hs.287832 


NMJJ03953 


4506356 


4658 


Table 3A 


Hs.1 08371 


~NM_003973 


4506600 


4659 


Table 3A 


Hs.1 55101 


NM_004046 


4757809 


4660 


Table 3A 


Hs.238990 


NM_004064 


4757961 



small Inducible cytokine subfamily B 
<Cys-X-Cys), member 5 (epithelial- 
derived neutrophil-activating peptide 78) 
(SCYB5), mRNA /cds=(1 06,450) 
syndecan 1 (SDC1), mRNA 
/cds=(205,1137) 
BAC 180i23 chromosome 8 map 
8q24.3 beta-galactoside alpha-2,3- 
siafyitransferase (SIAT4A) gene, 
complete sequence 
/Cds=(12296,13318) 
small nuclear RNA activating complex, 
polypeptide 2, 45kD (SNAPC2), mRNA 
/cds=(24,1028) 
gene for sialophorin (CD43) 
/cds=(159,1361) 

sulfotransfefase family, cytosolic, 2A, 
dehydroepiandrosterone (DHEA) - 
preferring, member 1 (SULT2A1), 
mRNA/cds=(52,909) 

DNA sequence from clone RP1- 
154G14 on chromosome 6q15-16.3. 
Contains the 3' end of the MAP3K7 
gene for mitcgen-actfvated protein 
kinase kinase kinase 7 (TGF-beta 
activated kinase 1, TAK1), ESTs, STSs 
and GSSs/cds=(0,1700) 

tropomyosin 4 (TPM4), mRNA 
/cds=(50,796) 

ribosomal protein L8 (RPL8), mRNA 
/cds=(43,616) 

vav 2 oncogene (VAV2), mRNA 
/cds=(5,2641) 

chemokine (C-X-C motif), receptor 4 
(fusin) (CXCR4), mRNA /cds=(88.1 146) 

O-iinked N-acetylglucosamine 
(GlcNAc) transferase (UDP-N- 
acetylglucosamine:polypeptide-N- 
acetylglucosaminyl transferase) (OGT), 
mRNA/cds=(2039,4801) 

sema domain, immunoglobulin domain 
(Ig), and GPI membrane anchor, 
(semaphorin) 7A (SEMA7A), mRNA 
/cds=(17,2017) 

TRF1 -interacting ankyrin-related ADP- 
ribose polymerase mRNA, partial cds 
/cds=(0,3284) 

UDP-Gal:betaGlcNAc beta 1,4- 
galactosyltransferase, polypeptide 3 
(B4GALT3), mRNA /cds=(262, 1443) 
embryonic ectoderm development 
(EED), mRNA /cds=<34,1317) 
receptor-interacting serine-threonine 
kinase 2 (RIPK2), mRNA /cds=(0,1622) 

Homo sapiens, synaptosomal- 
associated protein, 23kD, clone 
MGC:5155 IMAGE:3461227, mRNA, 
complete cds /cds=(73,708) 
interteukin 18 receptor accessory 
protein (IL18RAP), mRNA 
/CdS=(483,2282) 

interleukin 1 receptor-like 2 (1L1RL2), 
mRNA/cds=(134,1822) 

interleukin 18 receptor 1 (IL18R1), 
mRNA/cds=(24,1649) 

methyl-CpG binding domain protein 4 
(MBD4), mRNA/cds=(176,19l8) 

myelin protein zero-like 1 (MPZL1), 
mRNA/cds=(l32,941) 

E2F transcription factor 4, p107/p130- 
binding (E2F4), mRNA /cds=(62, 1303) 

mRNA for K1AA1578 protein, partial 
cds /cds=(0,3608) 

Homo sapiens, Similar to cyclirv 
dependent kinase inhibitor IB (p27, 
Kip1), done MGC:5304 
IMAGE:3458141, mRNA. complete cds 
/cds=(377,973) 



ATGTTTCTTGGGGAATATGTTAGAGA 
ATTCC CTTACTCTTGATTGTGGGA 



AGAGTGATAGTCTTTTGCTTTTGGCA 
AAACTCTACTTAATCCAATGGGTT 
GCCTCTTGCTTGGCGTGATAACCCTG 
TCATCTTCCCAAAGCTCATTTATG 



TTCAACTG ACCAGTC GTGGTTACTCC 
CTGCTGCCAGGTCCTTCCCCTTCC 

GGCTG G CACCTCTCAACGTCTGTGG 
ACTGAATGAATAAACCCTCCTCATC 
TGGGAATAACGTCCAAAACACTCTGG 
ATCTTATATGGAGAATGACATTGA 



AGTACTGAACTCAGTTCCATCCGTAA 
AATATGTAAAGGTAAGTGGCAGCT 



G CCCAACTTCAT7TCCATACTTCAGG 

GAACAGCAAATTGAGGATTTACTT 

CCGTTGAATGAGTGTGTTTTGTACAT 

AACTTCAGATACTTGTGAACATGC 

TTTCTTG GGAGAGTCACTCCAGCCCT 

GAAGTCTGTCTCTAGCTCCTCTGT 

TCAGGAGTGGGTTGATTTCAGCACCT 

ACAGTGTACAGTCTTGTATTAAGT 

TTAGGAGTGATTACTAATTATCAAGG 
GCACAGTTGTGGTACTGTCATTGA 



CGGACGGAAGGACGGAAAAAGCTCT 
ATTTTTATGTTAGGCTTATTTCATG 



AGTCCCTGACAGCCTAGAAATAAGCT 
GTTTGTCTTCTATAAAGCATTGCT 

GCATTTTCTGCCTATGCTGG AATAGC 
TCCCTCTTCTGGTCCTGGCTCAGG 

AGTAAG GGCACGTAGAGCATTTAG AG 
TTGTCTTTCAG CATTCAATCAGGC 
TGGGTCTTCAGCCTTACCCGGAAATA 
CTTGTGGTTTCTAGATCACCATCT 

ACAAGG CTG ACACCAACAGAGATCGT 
ATTGATATTGCCAATGCCAG AG CA 



AGCTACTTCTG CCTTATGGCTAGGG A 
ACTGTC ATGTCTAC C ATGTATTGT 

TGACTTGTTTTGCTCCATGTCTCCTC 

ATTCCTACACCTATTTTCTGCTGC 

CTGTGAAACCGTCAGTTCGGAAGGCT 

G GTTAGAAC ATGTGGGAG CAACAT 

GCCTAGTGTGTGTGCTTTCTTAATGT 

GTGTGCCAATGGTGGATCTTTGCT 

ACCAAACTGGACTCTCGTGCAGAAAA 

TGTAGCCCATTACCACATGTAGCC 

G CAC CTGCTCCAAAG GCATCTGG C A 

AGAAAGCATAAGTG GCAATC ATAAA 

CTCCTGTGGATTCACATCAAATACCA 
GTTCAGTTTTGTCATTGTTCTAGT 
GCCAACAGAACAGAAGAAAATGTTTC 
AGACGGTTCCCCAAATGCCGGTTC 
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4661 Table 3A 

4662 db mining 

4663 db mining 

4664 db mining 



4666 db mining 

4667 db mining 

4668 Table 3A 

4669 db mining 

4670 literature 

4671 db mining 

4672 db mining 



4674 Table 3A 

4675 Table 3A 



Hs.239760 NM_004077 4758075 

Hs.272537 NM_004088 4758185 

Hs.75450 NM_004089 4758197 

Hs.32981 NM_004186 4759089 



4665 db mining Hs.444 NM_004197 4759179 



4679 db mining 

4680 Table 3A 

4681 db mining 

4682 db mining 

4683 Table 3A 

4684 db mining 

4685 db mining 

4686 db mining 



Hs.74115 
Hs.25887 



NM_004258 
NM_004263 



4758569 
4759093 



Hs. 184211 NM_004279 4758733 



Hs.18142 
Hs.54457 

Hs.42853 

Hs.318546 



4673 literature Hs.318546 NMJ)04390 4758095 



Hs.124024 NM.004416 
Hs.74088 NM 004430 



4676 db mining Hs.278611 NMJ)04482 

4677 db mining Hs.73734 NMJ)04488. 

4678 db mining Hs.1 82447 NM 004500 



Hs.1 11065 

Hs.76038 

Hs.296281 
Hs.172674 



Hs.90957 
Hs.25333 
Hs.82222 



4687 db mining Hs.332229 NMJKM669 

4688 Table 3A Hs.77324 NM_004730 



Table 8 

Homo sapiens, clone MGC.19593 
IMAGE:3542491, mRNA, complete cds 
/cds={1 18,1518) 

deoxynudeotidyltransferase, terminal 
(DNTT), mRNA /cds=(0,1532) 
mRNA for GILZ, complete cds 
/Cds=(233,637) 

sema domain, immunoglobulin domain 
(Ig), short basic domain, secreted, 
(semaphorin) 3F (SEMA3F), mRNA 
/cds=(78,2435) 

serine/threonine kinase 19 (STK19), 
transcript variant 2, mRNA 
/cds=(1 28,1 234) 

immunoglobulin superfamfly, member 2 
(IGSF2), mRNA /cds=(21, 3086) 
mRNA; cDNA DKFZp761015121 (from 
done DKFZp7610l5121); complete 
cds /cds=(11 1,2423) 
peptidase (mitochondrial processing) 
beta (PMPCB), mRNA/cds=(13,1482) 

NM.004313 4757779 arrestin, beta 2 (ARRB2), mRNA 
/cds=(53,1282) 

NM_004356 4757943 CD81 antigen (target of antiproliferative 
antibody 1) (CD81), mRNA 
/cds=(238,948) 

NMJ504381 14577922 cAMP responsive element binding 
protein-like 1 (CREBL1), mRNA 
/cds=(33,2144) 

NM.004390 4758095 cDNA: FLJ22499 fis, clone HRC1 1250, 
highly similar to HSCATHH mRNA for 
cathepsin H (EC 3.4.22.16) 
/cds=UNKNOWN 

cDNA: FLJ22499 fis, clone HRC11250, 
highly similar to HSCATHH mRNA for 
cathepsin H (EC 3.4.22.16) 
/cds=UNKNOWN 
4758201 deltex (Drosophi)a) homobg 1 (D7X1), 

mRNA /cds=(503,2365) 
4758251 early growth response 3 (EGR3), 

mRNA /cds=(357,1520) 
9945386 UDP-N-acetyl-alpha-D- 

galactosamine:polypeptide N- 
acetylgalactosaminyltransferase 3 
(GalNAc-T3) (GALNT3), mRNA 
/cds=(0,1901) 
4758459 glycoprotein V (platelet) (GP5), mRNA 
/cds=(270,1952) 
1411 0430 heterogeneous nuclear 

ribonucteoprotein C (C1/C2) (HNRPC), 
transcript variant 1 , mRNA 
/cds=(191,1102) 
4758563 ubiquitin specific protease 6 (Tre-2 
oncogene) (USP6), mRNA 
/cds=(1 696,4056) 
4758583 isopentenyl-diphosphate delta 

iscmsrase (IDil), mRNA /cds=(50,736) 

4758599 [nterleukin enhancer binding factor 1 

(ILF1), mRNA /cds=(1 97.21 64) 
4758803 nuclear factor of activated T-cells, 
cytoplasmic, calcineurin-dependent 3 
(NFATC3), mRNA /cds=(21 0,341 6) 
Rab geranylgeranyitransferase, alpha 
subunit (RABGGTA), mRNA 
/cds=(274,1977) 
4759253 TNF receptor-associated factor 6 
(TRAF6), mRNA /cds=(221, 1789) 
4758597 interleukin 1 receptor, type II (IL1 R2), 

mRNA /cds=(61 , 1 257) 
4759091 sema domain, immunoglobulin domain 
(Ig), short basic domain, secreted, 
(semaphorin) 3B (SEMA3B), mRNA 
/cds=(235,2484) 
4758005 zh68e05.si cDNA, 3' end 

/clone=IMAGE:41 7248 /clone end=3* 
4759033 eukaryotlc translation termination factor 
1 (ETF1), mRNA/cds=(135,1448) 



NMJXM505 

NM_004508 

NM_004514 
NM_004555 



Hs.78920 NM.004581 4759015 



NMJJ04620 
NM_004633 
NM_004636 
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CTCTAGAAAGGCCCAAGTCCATGAGC 
ACAGAGGGTCTGATGAAGTTTGTG 

AGACCAAGAG GATATTCCTCAAAGCA 

G AAAGTGAAG AAG AAATTTTTG CG 

TGGAGAAGTTCCAGTCCTGTCTGAGC 

CCTGAAGAGCCAGCTCCCGAATCC 

GAAGTAGACTTTCTGTCCTCACACCG 

AAGAACCCGAGTGAGCAGGAGGGA 



GTGGGATTTCTGG GG AG GCTGGTGA 
AGGAGGGCAGGGTTCTTTTCTCTAC 

CTATAGCTTCATGACCGTAACATGTG 
ACCTGTGTGCTGGCAGGACGACTC 
ATGATCCCCATGTTGCAATATGGAGT 
CTCTGCCCTGAGATCTTCCCCATC 

TGGTCAGTCTTTGTTCTCTGAGAAAT 
TATGTTGGAAGCAGCATACTTTCA 

CCCCAAGATACACACTGGACCCTCTC 
TTGCTGAATGTGGGCATTAATTTT 
TTCTAACACGTCGCCTTCAACTGTAA 
TCACAACATCCTGACTCCGTCATT 



im I CATTTTGGAGCTAGTTACTGG 
GAGTAAGGGAGGGTGGGGTGGGGG 

GGGACTGTCTTTTCTGTATTCGCTGT 
TCAATAAACATTGAGTGAGCACCT 



GGGACTGTCTTTTCTGTATTCGCTGT 
TCAATAAACATTGAGTGAGCACCT 



AGAGAAGACTCATCTTCACTATCGGC 
ACGTCCAACACCAC GGGCGAGTCG 
AAACCGAAATATTGAAATGGTGTAAT 
GTTGTACCATTTGCACTGTGAGCA 
AG GTGGGGGAAAATGAATTTTGTATG 
CTGAATTTCTAAGCGCCTATTGTT 



GTGGATGTGGAGC AGGAGAGCTG G A 
TCGTGGCATTTGTTTCTGGGTTCTG 
AAAGTTGATACTGTGGGATTTTTGTG 
AACAGCCTGATGTTTGGGACCTTT 



TGTGGTTGCCTCTATGTGCTGTTTTT 
CCTCATACAAGTAAACACAGAAAG 

CCCAACTGAGGACCACTGTCTACAGA 
GTCAGGAAATATTGTAGGGAGAAA 

TGTTTGTTTC TTTGT GTTGACTTTGTC 
CCTGGCAAAATTTTCCACTCTGA 
AGGTGACCTGGTTACTTAGCTAGGAT 
TGGTGATTTGTACTG CTTTATGGT 

CCCTACCCTTGC C CTTTAACTTATTG 
GGACTGAATAAAGAATGGAGAG GC 

GGGCTTTTGCTCTGGTGTATTTTATT 

GTCAGAAAGTCCAGACTCAAGAGT 

TGGTCTG ACTGTG CTATGGCCTCATC 

ATCAAGACTTTCAATCCTATCCCA 

GGGCGAGGCAGGCCGACTGTACTAA 

AGTAACGCAATAAACGCATTATCAG 



GTACGCCGCTACCTGGACAGCGCGA 
TGCAGGAGAAAGAGTTCAAATACAC 
TGCAGAGAGATACTAAGCAGCAAAAT 
CTTGGTGTTGTGATGTACAGAAAT 
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4705 db mining 
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4711 Table 3A 

4712 db mining 
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4714 literature 

4715 db mining 

4716 db mining 

4717 db mining 



Hs.326159 NM_004735 4758689 

Hs.1 07526 NMJ304776 13929470 

Hs.49587 NM_004811 4756669 

Hs.24395 NM_004867 4757869 

Hs.145696 NM_004902 4757925 

Hs.129738 NMJJ04977 4826787 

Hs.279946 NMJ)D4990 14043021 

Hs.927 NMJJD4997 4826841 

Hs.1 80610 NM_005066 4826997 

Hs.100001 NM_005074 4827009 

Hs.81737 NM_005155 6325470 

Hs.179735 NMJJ05167 4885066 

Hs.1 13222 NMJJ05201 13929430 

Hs.181128 NM_005229 11496880 



Hs.248109 NM 005238 4B85218 



Hs.85146 NM_005239 4885220 



Hs.129953 NMJ)05243 4885224 



Hs.289098 NMJ305265 4885270 



Table 8 

leucine rich repeat (in FUI) interacting 
protein 1 (LRRFIP1), mRNA 
/cds={178,2532) 

UDP-Gal:betaGlcNAcbeta 1,4- 
galactosyltransferase, polypeptide 5 
(B4GALT5), mRNA /cds=(1 12,1 278) 

leupaxin (LPXN), mRNA 
/cds=(93,1253) 

NJAC protein (NJAC) mRNA, complete 
cds/cds=(7,306) 

splicing factor (CC1.3) (CC1.3), mRNA 
/cds=(149,1723) 

potassium voltage-gated channel, 
Shaw-related subfamily, member 3 
(KCNC3), mRNA /cds= (295, 2568) 

methionine-tRNA synthetase (MARS), 
mRNA/cds=(23,2725) 

myosJn-binding protein H (MYBPH), 
mRNA/cds=(28,1458) 

splicing factor proline/glutamine rich 
(polypyrimldine tract-binding protein- 
associated) (SFPQ), mRNA 
/cds=(85,2208) 

solute carrier family 17 (sodium 
phosphate), member 1 (SLC17A1), 
mRNA/cds=(12,1415) 

inactive palmitoyl-protein thioesterase- 
2l (PPT2) mRNA, complete cds 
/cds=(568.1473) 

ras homolog gene family, member C 
(ARHC), mRNA /cds=(76,657) 

chemokine (C-C motif) receptor 8 
(CCR8), mRNA /cds=(120, 1 187) 

DNA sequence from PAC 212G6 on 
chromosome Xp11.3-p1 1.4. Contains 
synapsin 1, brain protein 4.1, properdin, 
tyrosine kinase (ELK1) oncogene, 
ESTs, STS, GSS /cds=(91 50,1 0436) 

v-ets avian erythroblastosis virus E26 
oncogene homolog 1 (ETS1), mRNA 
/cds=(278,1603) 
chromosome 21 derived BAC 
containing erythroblastosis virus 
oncogene homolog 2 protein (ets-2) 
gene, complete cds /cds=(290,1699) 
Ewing sarcoma breakpoint region 1 
(EWSR1), transcript variant EWS, 
mRNA/cds=(43,2013) 
kidney gamma-gfutamyl transpeptidase 
type II mRNA, 3' end /cds=(0,596) 



Hs.1 81 307 NM_005324 

Hs.79334 NMJJ05384 

Hs.297939 NMJ>05385 

Hs.78824 NM_005424 



4885384 



H3 histone, family 3A (H3F3A), mRNA 
/cds=(374,784) 

nuclear factor, interleukin 3 regulated 
(NFIL3), mRNA/cds=(213,1601) 
6631 099 cathepsin B (CTSB), mRNA 
/cds=(177,1196) 

tyrosine kinase with immunoglobulin 
and epidermal growth factor homology 
domains (TIE), mRNA /cds=(36,3452) 
Hs.181195 NM_005494 4885494 Homo sapiens, MR J gene for a 

member of the DNAJ protein family, • 
clone MGCH152 IMAGE:3346070, 
mRNA, complete cds /cds-(163,1 143) 



4885516 



4885630 



Hs.1 53299 NM_005510 5031670 



Hs.77961 NM_005514 5031742 



DOM-3 (C. elegans) homolog 2 
(DOM32), transcript variant 2, mRNA 
/cds=(129,1319) 

major histocompatibility complex, class 
I, B (HLA-B), mRNA /cds=(0, 1088) 



Hs.279853 NM_005516 

Hs.80288 NM_005527 

Hs.171776 NM_005536 

Hs.102171 NM_005545 



5031744 



HSPC018 protein (HSPC018), mRNA 
/cds=(148,651) 
5031768 heat shock 70kD protein-like 1 

(HSPA1 L), mRNA /cds=(0. 1 925) 
8393607 inositol(myo)-1 (or 4)-monophosphatase 
1 (IMPA1), mRNA/cds=(98,931) 

5031 808 immunoglobulin superfamily containing 
leucine-rich repeat (ISLR), mRNA 

/CdS=<98,13«4) 

478 



1 GGATAACAAGTAAATGTCTGAAAGCA 
TGAGGGGCTTTATTTGCCTTTACC 

1 TGAGCTTGCTCTTACGTTTTAAGAGG 
TGCCAGGGGTACATTTTTGCACTG 

1 ACTGGACAACTTTGAGTACTGACATC 

ATTGATAAATAAACTGGCTTGTGG 
1 CG CAGGG TCTACGAAGAATAGGGTG 

AAAAACCTCAGAAGGGAAAACTCCA 
1 AGGTTTTGTCTG GTTGC ATATAATCTT 

TGCTCTTTTTAAGCTCTGTG AG C 
1 CCTTGCAGACCCCACCCCCTGCCTG 

CTCTCTTTCCCTACAACTAGGTCAG 

1 GCCCCTAAAGGCAAGAAGAAAAAGTA 
AAAGACCTTGGCTCATAGAAAGTC 

1 GGAGTTGCACTCTGGGTGGGAAGCA 
CTCAAATAAAG ATG CGTG GTGTTAA 

1 AGCTTTTGAAAAGTGGAAAGGTCATT 
TTGTTGCATTTCCCCATTTCTTGT 



ACCTCCTTATTGAAGGGAAGAGGGAC 
CAGCACATGAGGCTGAGGCTGAGG 

GGTATCTCCCACACAGCCTGGCACTC 
CAACCGTACCCTTTATGAGACCTG 

AAGGATGGTCACACACCAGCACTTTA 

TACACTTCTGGCTCACAGGAAAGT 

ATCATCCTGCCAGCAGCACTCCTCCC 

GTTCCTCCAGCGTAGACTACATTT 

AGTGCTACACTCGTCTCCACTGTTTG 

TTTTACTTCCCCAAAATGGACCTT 



ACGCTACTATTACGACAAAAACATCA 
TCCACAAGACAGCGGGGAAACGCT 

TTTG AGAGGGTAG GAGGGTGGGAAG 
GAAACAACCATGTCATTTCAGAAGT 



1 CATGCTCAGTATCATTGTGGAGAACC 
AAGAGGGCCTCTTAACTGTAACAA 

1 GACCGGCTTCCCCTGTG AG CAGCAG 
AGCAGCACAATAAATGAGGCCACTG 

1 GAAGATACCAACCTGTGTGCCATCCA 

CGCTAAGAGAGTCACCATCATGCC 
1 GTTATCACTCTGCCTGTGTATAGTCA 

GATAGTCCATGCGAAGGCTGTATA 
1 ACTGACAGAGTGAACTACAGAAATAG 

CTTTTCTTCCTAAAGG GG ATTGTT 
1 TAAGCCAGCACTCACAC CACTAACAT 

GCCCTGTTCAGCTACTCCCACTCC 

1 GGATGTTTTCTAGTTGTGCATGAATG 
CTGGCAACTTAGTAAGTTTTGACA 



CCCAAATAGTAATG CTTTAG AGG GAG 
GCAGTCATATCTCTGTGTG CAGAT 

ATGTGTAGGAGGAAGAGTTCAGGTG 
GAAAAGG AGGGAGCTACTCTCAG GC 

CCCCTTCCTCACACTGACCTGTGTTC 

CTTCCCTGTTCTC7TTTCTATTAA 

AAACTCTACCAAGGAGGATGCACTGG 

GCCTGCCTGCGGAACAGGGTATGT 

CCCTTGGCACGTAAACAGACTACTAG 

ACTTATTGTAGGTTCGTTTGAGCT 

CAAAGGCCAGCCAGCTTGGGAGCAG 
CAGAGAAATAAACAGCATTTCTGAT 
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Hs.150101 NM_005561 7669500 lysosomal-associated membrane 

protein 1 (LAMP1), mRNA 
/cds=(l90,1440) 
5032174 transcription factor CP2 (TFCP2), 

mRNA /cds=(508, 1860) 
5032176 TGFB inducible earty growth response 
(TIEG), mRNA /cds=(123, 1565) 



Hs.1 54970 NMJXJ5653 
Hs.82173 NMJJ05655 



Hs.200600 NM_005698 

Hs.157144 NM_005819 

Hs.17704 NM_005844 

Hs.135194 NM_005849 

Hs.4953 NMJJ05895 

Hs.211580 NM_005931 

Hs.68583 NM_005932 

Hs.54452 NM_006060 

Hs.292276 NM_006068 

Hs.131342 NMJ306072 

Hs.2414 NMJJ06080 

Hs.2654 NM_006081 

Hs.1 25359 NMJJ06288 

Hs.23168 NMJ>06313 

Hs.171921 NMJ306379 



Hs.240534 

Hs.181368 

Hs.239506 

Hs.34526 

Hs.86998 

Hs. 167751 
Hs.157427 
Hs.74861 • 



NMJJ06411 

NM_006445 

NMJ306561 
NM.006564 
NMJ)06599 

NM_006604 
NM_006605 
NMJJ06713 



Hs.75063 NM.006734 5803032 



4745 db mining Hs.56328 NM_006737 5803051 



5032076 secretory carrier membrane protein 3 

(SCAMP3). mRNA /cds=(96,1139) 
5032130 syntaxln 6 (STX6), mRNA /cds=(0,767) 

5031 730 PERB11 family member in MHC class I 
region (HCGIX), mRNA /cds=(37,270) 

5031672 immunoglobulin superfamily, member 6 

(1GSF6), mRNA /cds=(44,769) 
5174440 golgi autoantigen, golgin subfamily a, 3 

(GOLGA3), mRNA/cds=(269,4861) 
5174564 MHC class I polypeptide-related 

sequence B (MICB), mRNA 

/cds={5,1156) 
5174566 mitochondria! intermediate peptidase 

(MIPEP), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(74,2215) 
5174500 zinc finger protein, subfamily 1 A, 1 

(Ikaros) (ZNFN1A1), mRNA 

/cds=(168,1727) 
5174720 qd64a0Uc1 cDNA, 3* end 

/done= IMAGE: 1 73421 6 /clone_end=3' 



small inducible cytokine subfamily A 
(Cys-Cys), member 26 (SCYA26), 
mRNA/cds=(0,284) 

sema domain, immunoglobulin domain 
(\g), short basic domain, secreted, 
(semaphorin) 3A (SEMA3A), mRNA 
/cds=(1 5,2330) 

MHC binding factor, beta (MHCBFB), 
mRNA /cds=(90. 1286) 
Homo sapiens, clone MGC:846 
IMAGE:3507917, mRNA, complete cds 
/cds=(60,545) 

ubiquitin specific protease 15 (USP15), 
mRNA/cds=(9.2867) 
sema domain, immunoglobulin domain 
(lg), short basic domain, secreted, 
(semaphorin) 3C (SEMA3C). mRNA 
/cds=(562,2817) 
1-acyigrycerof-3-phosphate O- 
acyltransferase 1 (lysophosphatidic acid 
acyltransferase, alpha) 
U5 snRNP-specific protein (220 kD), 
ortholog of S. cerevisiae Prp8p (PRP8), 
mRNA /cds=(4l ,7048) 
mab-21 <a elegansHike 1 (MAB21L1), 
mRNA /cds=(818,1337) 
G protein-coupled receptor (TYMSTR), 
mRNA /cds={81,1 109) 
nuclear factor of activated T-cells 5, 
tonicity-resonsive (NFAT5), mRNA 
/cds=(318,4913) 
ret finger protein-like 3 (RFPL3), 
mRNA /cds=(292,1 158) 
ret finger protein-like 2 (RFPL2), 
mRNA /cds=(292,l 158) 
activated RNA polymerase II 
transcription cofactor4 (PC4), mRNA 
/cds=(0,383) 

DNA sequence from clone 67K17 on 
chromosome 6q24.1-24.3. Contains the 
HIVEP2 (Schnurri-2) gene for HIV type 
1 Enhancer-binding Protein 2, and a 
possible pseudogene in an intron of this 
gene. Contains STSs and GSSs and an 
AAAT repeat polymorphism 
/cds=(545,7885) 

killer cell immunogJobulin-Jike receptor, 
three domains, long cytoplasmic tail, 2 
(KIR3DL2), mRNA/cds=(2,1369) 



5174670 
5174672 

5174562 
5454117 

14149826 
5454047 

5453717 

5453983 

5729815 
5730105 
5729944 

5730012 
5730010 
5729967 
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GTGAGATCGGTGCGTTCTCCTGATGT 
TTTG CCGTGGCTTGGGGATTGTAC 

GAACTTTCAGGAAGAAGCATGTTTTA 
TTCTGGACACAATGAAAGAAACCA 
TTGGGTGTAGATTTCTGACATCAAAA 
CTTGGACCCTTGGAAAACAAAAGT 

CAACCCAGCTTCCCTCTGCTGTGCCA 

CGGCTGTTGCTTCGGTTATTTAAA 

ATAGCCATCCTCTTTGCAGTCCTGTT 

GGTTGTGCTCATCCTCTTCCTAGT 

ACATGAGCTTCTACCTCCAGATGTGC 

CAGGGTGCATCTCAATAAACTTGG 

ACTGAAAAGACAACTG GCTACAAAGA 

AGGATGTCAGAATGTAAGGAAACT 

AAGTTGTGGCTGTTCTTGGGAAAGGG 

GTCACCGTGTCTGACAAAGTGTAA 

CCCCTCGCCCCGTCACACCGTTATG 

CATTACTCTGTGTCTACTATTATGT 

GCTGTGAGAGCTTGTTTCTGATTGTT 
TCATTGTTCGCTTCTGTAA1TCTG 



ACCAACACTGTCCCAAGGTGAAATGA 
AGCAACAGAGAGGAAA7TGTACAT 

TGCTCAGTTTTTCAGCTCCTCTCCAC 
TCTGCTTTCCCAAATGGATTCTGT 

ATATTCACTACCAAAAGAGGCAAGAA 
AGTCTGTACCCATCCAAGGAAAAA 

GCTGCATTACCTCTAGAAACCTCAAA 
CAAGTAGAAACTTGCCTAGACAAT 



TCCAAGTCGAAATCGCTGCTGAGGCT 
GAGATGAAGAAAGAAAAGTCCAAA 
CATCTCCTCCCAGAACGTCACAGTGC 
TCAGAGACAAACT6GTCAAGTGTG 

TTTGTCTGCACTTGAGTTCACTTGAG 
TTTACATTTGAAATGTGCATGTTT 
AGTTCCCTTTATTTCACATAAGCCCAA 
ACTGATAGACAGTAACGGTGTTT 



GGAGAGGGTGGGACCCAGTTTTGCG 
TGGTTGGTTTTTATTAATTATCTGG 

CCTCTTTCCCTCTGTCTGTGCTTGTG 
TTGTTGACCTCCTGATGGCTTGTC 

CTGATTCTTCTGTCCTCATTGTGAAC 

ATAACCGTGTAGTTGAAACAGTCA 

TTTCCAATGTCTGCCACACAAACGTA 

TGTAAATGTATATACCCACACACA 

TCCTGAGAAACAACACATTTTTCCCC 

ATGAACGGTGCTGTTCTGAAGTCT 

TATTGCCACCATCCAACTCATTGAGT 

CTTATGGTTCACATCTTGTTTCCT 

AGTCCTATGGTTCACATCTTGTTTCCT 

ATAGAAATGTCCTGTATTCTGGG 

AAACCAGGAAGAAAAGGTATTTCTTT 

AAATC CAGAACAATG GAGCC AGCT 

AAGCAGTTGGACTTTCACAGCAGCAA 
GGAATTATCTTCAAGCACAGAGGA 



CTTCAGTGTAG CTCTCTCCTCTTCAA 
ATAAACATGTCTG CCCTCATGGTT 
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Table 8 

5803097 zinc finger protein 220 (ZNF220), 

mRNA/cds=(393,6407) 
1 1 321623 chromosome 6 open reading frame 1 0 

■ (C6orf10), mRNA /cds=(236,1942) 
58031 05 titin immunoglobulin domain protein 

(myotilin) (TTID), mRNA 

/cds=(280,1776) 
603 1 1 73 mouse double minute 2, homolog of; 

p53-binding protein (MDM2), transcript 

variant MDM2, mRNA /cds=(31 1 ,1786) 

5901919 CD86 antigen (CD28 antigen ligand 2, 
B7-2 antigen) (CD86), mRNA 
fcds=(147,1118) 

9845510 ras-related C3 botulinum toxin 

substrate 1 (rho family, small GTP 
binding protein Rac1) (RAC1), transcript 
variant Rartb, mRNA /cds={0,635) 

5902053 ring finger protein 5 (RNF5), mRNA 

/cds=(0,542) 
13787218 DOM-3 (C. elegans) homotog 2 

(DOM3Z), transcript variant 2, mRNA 

fcds=(1 29,131 9) 
5901 935 HLA class II region expressed gene 

KE4 (HKE4), mRNA/cds=(326,1615) 
5901923 centrosomal protein 1 (CEP1), mRNA 

/cds=(472,3456) 
1 3259505 endothelial cell-specific molecule 1 

(ESM1), mRNA/cdS=(68,622) 
5902065 ribonuctease P (14kD) (RPP14), 

mRNA ycds=(1 69,543) 
5901909 natural killer cell receptor, 

immunoglobulin superfamily member 

(BY55), mRNA /cds=(21 5,760) 
59021 29 suppressor of white apricot homolog 2 

(SWAP2), mRNA/cds=(143,2122) 
9507238 pre-B lymphocyte gene 1 (VPREB1), 

mRNA/cds=(0,437) 
7669498 killer cell lectirvlike receptor subfamily 

D, member 1 (KLRD1), transcript 

variant 1, mRNA/cds=(260,799) 

6912353 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA /cds=(0,1 922) 

691 2743 5-3' exoribonuclease 2 (XRN2). mRNA 
/cds=(68,2920) 

6912471 killer cell immunoglobufin-like receptor, 
two domains, short cytoplasmic tail, 4 
(KIR2DS4), mRNA /cds=(46,960) 

6912649 sema domain, immunoglobulin domain 
(Ig), short basic domain, secreted, 
(semaphorin) 3E (SEMA3E), mRNA 
/cds=(466,2793) 
1 09471 06 T-ce!i teukemia/lymphoma 6 (TCL6), 
transcript variant TCL6a2, mRNA 
/cds=(1 767,21 92) 

7019342 cDNA FL120161 fis, clone COL09252, 
highly similar to L33930 CD24 signal 
transducer mRNA /cds=UNKNOWN 

701 9434 interteukin 17C (IL17C), mRNA 

/cds=(0,593) 
7019574 interieukin19(IL19),mRNA 

/cds=(47,560) 
7524353 dimethyjarginine 

dimethylaminohydrolase 2 (DDAH2), 

mRNA /cds=(276,1 133) 
7662640 PTD012 protein (PTD012), mRNA 

/cds=(473,1087) 
7662589 AF001542CDNA 

/clone=alpha_est21 8/52C1 
7661751 HSPC048 protein (HSPC048), mRNA 

/Cds=(87,419) 
7661759 HSPC054 protein (HSPC054), mRNA 

/cds=(1 07,397) 
7661781 HSPC073 protein (HSPC073), mRNA 

/cds=(278,649) 



1 TTCTCTCGTGCAACCAGTTTGCCCAT 
TCTCTTCCJATTACTTGCTCCAGG 

1 TGCTCTTCAGAAGTTTCACCCTTTTTA 
ATCTCTCAGCCACAAACCTCAGT 

1 ACGTTTACTGGTACTGCTTTCTAAATA 
CTGTTTTACCCGTTTTCTCTTGT 

1 GACAACCAATTCAAATGATTGTGCTA 
ACTTATTTCCCCTAGTTGACCTGT 



1 G GC CAAGCCCAGCTTAATGGCTC AT 
GACCTGGAAATAAAATTTAGGAC CA 

1 CTCAAGACAGTGTTTGACGAAGCGAT 
CCGAGCAGTCCTCTGCCCGCCTCC 



1 CTTTTTCACCACCGTCTTCAATGCCC 
ATGAGCCTTTCCGCCGGGGTACAG 

1 ACATCGTATTTGCGGCCAGCCTCTAC 
ACCCAGTGAATGCCCCATGTAAAA 

1 TATTC CTTTTATATC ACTGTGTTTGAA 

TCGAGGGGGAGGGGTGGTAACCG 
1 ATGG GAATAGTTGCATATGGG AATTT 

AAACCAACATGTGGCTGAGCCTTT 
1 GGCCTTTG AATGTAAAG CTGCATAAG 

CTGTTAGGTTTTGTTTTAAAAGGA 
1 CAGTTTGGCCTTATGCTTTATGCAGA 

CTTGAGTGTATGCAGGATTTCATT 
1 CAGACCAAGAGCACCACAGACTACAA 

CTGCCCAGCTTCATCTAAATACTT 

1 GTGGGTAAGGGG CTCAAGCTGTGAT 
GCTGCTGGTTTTATCTCTAGTGAAA 

1 ACCCTCCCAGGTTCCTGCTGAGATAT 
TTCTCACAATCAGACAAGAGCCAG 

1 G GGCAGAGAAGGTGGAG AGTAAAG A 
CCCAACATTACTAACAATGATACAG 



1 GGCTCACATCAAAAGGCTAATAGGTG 
AATTTG ACCAAC AG C AAG C AG AGT 

1 AACACATTTGAGGAATAGGAGGTCCG 
GGTTTTCCATAATGGGTAAAATGG 

1 GCTGTTCCACCTCCCTTCAGACTATC 
TTTCAGCCTTCTGCCAGCAGTAAA 



1 ACTATAAGTCATTTTGAGTGTTGGTG 
TTAAGC ATGAAACAAACAG C AGCT 



1 GCTATTCACAGTTCTGGGGAACAACC 
AAAG GAGGAGGAGGACAAAGG G AA 

1 AAG CTACTGTGTGTGTGAATGAACAC 
TCTTG CTTTATTCCAGAATGCTGT 



1 CTATCCACAGAAGCTGGCCTTC GCC 
GAGTGCCTGTGCAGAGGCTGTATCG 

1 GTC ATATAGTC C ATGTCTGTG ATGTG 
AGCCAAGTGATATCCTGTAGTACA 

1 TC CACTGGGTGAATCCTC CCTCTCAG 
AACCAATAAAATAGAATTGACCTT 

1 GAGTTTCTCTATCGCATTGGTCAACC 

AAAAGAGACGCATTCCATTGGGCG 
1 TTCTCTGCATCTAGGCCATCATACTG 

CCAGGCTGGTTATGACTCAGAAGA 
1 TGCG AAATTGTG GACTGTTGGACTGT 

GATTCTAAGTGGGGGAAATAGGCT 
1 GAACCTTTCTGAAACCAGTGGCAGCC 

C AAGTTAG AGC CCAGCATTAAGTC 
1 CCAGAATCTTCTATTCCCACTTCCCA 

TTTCTCAAATCATTTGACCTGTCG 
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Table 8 

1 41 40235 solute earner family 5 (neutral amino 

acid transporters, system A), member 4 

(SLC5A4), mRNA /Cds=(1 6,1 995) 
7657161 HLA class II region expressed gene 

KE2 (HKE2), mRNA /cds=(0,389) 
7657231 interleukin 1 receptor accessory protein- 
like 1 (IL1RAPL1), mRNA 

/cds={510,2600) 
7657527 Homo sapiens, Similar to homolog of 

Yeast RRP4 (ribosomal RNA 

processing 4), 3'-5'-exoribonuclease, 

clone MGC:2403 IMAGE:2821702, 

mRNA, complete cds /cds=(1 1,892) 
7657229 interleukin 17 receptor (M7R), mRNA 

/cds=(32,2632) 
7657468 similar to rat integral membrane 

glycoprotein POM121 (POM121L1), 

mRNA/cds=(0,1286) 
7657690 interleukin 20 receptor, alpha (IL20RA), 

mRNA /cds=(236,1 897) . 
7657227 interleukin 17B (IL17B), mRNA 

/cds=(41,583) 
7657551 mRNA; cDNA DKFZp434L1621 (from 

clone DKFZD434L1621); complete cds 

/cds=(31 5,515) 
7657448 cDNA: FLJ22071 fis, clone HEP1 1691 

/cds=UNKNOWN 
7661 861 KIAA0015 gene product (KIAA0O1 5), 

mRNA/cds=(106,1470) 
7662295 KIAA076 9 gene product (KIAA0769), 

mRNA /Cds=(239,2293) 
7662057 mRNA for KIAA0297 gene, partial cds 

/cds=(0,3815) 
7662409 KIAA0963 protein (K1AA0963), mRNA 

/cds=(215,4315) 
14149687 DKFZP586G1722 protein 

(DKFZP586G1722), mRNA 

/cds=(210,869) 
14149689 DKFZP434F091 protein 

(DKFZP434F091), mRNA 

/cds=(334,1857) 
7705374 HlV-1 inducer of short transcripts 

binding protein (FBI1), mRNA 

/cds=(0,1754) 
13435357 progestin induced protein (DD5), 

mRNA/cds=(33,8432) 
7705788 Homo sapiens, Similar to CGI-6 1 

protein, done MGC:705 

IMAGE:3350598, mRNA, complete cds 

/cds=(248,1099) 
7705790 CGl-82 protein (LOC51 1 09), mRNA 

/cds=(40,996) 
7705848 RAB1 0, member RAS oncogene family 

(RAB1 0), mRNA /cds=(90,692) 
7705337 C-type (calcium dependent, 

carbohydrate-recognition domain) lectin, 

superramily member 6 (CLECSF6), 

mRNA /cds=(24i ,954) 
7706705 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1), mRNA 

/cds=(43,1830) 
1 1 136631 interleukin 1 receptor-like 1 (IL1RL1), 

mRNA /cds=(0, 1670) 
7706722 STRIN protein (STRIN). mRNA 

/cds=(221,958) 
7705368 coatomer protein complex, subunit beta 

(COPB), mRNA /cds=(1 78,3039) 
7706562 cDNA FU10249 fis, clone 

HEMBB1 000725, highly similar to 

Rattus norvegicus GTPase Rab8b 

mRNA/cds=UNKNOWN 
1 4589925 protocadherin 1 2 (PCDH1 2), mRNA 

/cds=(121 1,4765) 
7706701 SGRF protein, Interleukin 23 p19 

subunit (SGRF), mRNA /cds^(143,712) 

7706588 guanine nucleotide binding protein (G 
protein), alpha stimulating activity 
polypeptide 1 (GNAS1), mRNA 
/Cds=(68,1252) 



CCTCCTGGCTGTGGTGGTCTTTATTC 
ACGGCTACTATGCCTGAACTCTAT 

GAAATTAAGCGATACGAATCCCAGCT 
TCGGGATCTTGAG CG GCAGTCA GA 
TCACAGTGACCACTACAGAGTACTAA 
GAAG AG AAG ATC AAG GGCATGAAA 

TCTTAAAGCCAGAAATAATGGAGGAG 
ATTGTGATGGAAACACGCCAGAGG 



CTTTTCTTTGTGCAGCGGTCTGGTTA 
TCGTCTATCCCCAGGGGAATCCAC 
CCACGTTGGGGTCACTACTGGAGTG 
GATGGAGGCCCTTC ACATTTCTG GG 

TGACCTTTCGTGATTATCCGCAAATG 

CAAACAGTTTCAGATCTAATGGTT 

CAGTCATGGAGACCATCGCTGTGGG 

CTGCACCTGCATCTTCTGAATCACC 

AG GTTTCTTC ATGAGTCATTCCAAGT 

TTTCTAGTCCATACCACAGTGCCT 

GAGGTCGTCTTAAACCAGAGAGCTAC 

TGAATATAAGAACTCTTGCAGTCT 

GC AGTCTCC CAAGG ACCCACCATGC 

AGAAGTGTCAATAAACCACAAGTTC 

GGAGGGAGCCTCTGTGCAGATGTGC 

TTTCTTTACAGTGGCTGTAAAAAGT 

GATGCTTTTAAAGTTGTAGCTTCGTG 

Crn-GTACAGTTTTCTTTCTGGTT 

AATATATGCAATTCTCCCTCCCCCAG 

CCCTTCCCTGACCCCTAAGTTATT 

AATCTGCCAGGCTATGTGACAGTAGG 

AAGGAATG GTTTCCCCTAAC AAG C 

AGCACATACATTGATAGATGGGGTGT 
GGGACCAACAAACCAAATTAAAAG 

CAACGGCCAGGAGAAGCACTTTAAG 
GACGAGGACGAGGACGAGGACGTGG 

TTGTGGAAACTGTTTCAGCAAAGGTT 
CTTGTATAGAGGGAATAGGGAATT 
GGGGGAAGGAAGGCTTCAGACTTGG 
GGGAAGGGGAGATTATTGCAAATTG 



CTATGGAGGAATTGAGGGCAAGCAC 

CCAGGACTGATGAGGTCTTAACAAA 

ACACCAAACAGTTAAGTCCATTCTCT 

GGTACTAG CT AC AAATTCG GTTTC 

TGCACACAGGGAGAGAACATGAGTC 

TCTCTTAATTTTTATCTGGTTGCTA 



TTCAATGGAAAATGAGGGGTTTCTCC 
CCACTGATATTTTACATAGAGTCA 

GACCACATTGCCAATAAAAGGTCCCT 
GAATTC CAAATTCTGGAAGCACGT 
AG GCCCAAATCACAGAATAAAGGACT 
AAGAGTG GATTTGCTG AC ATTCCA 
GCTGTCCTCAAAGTATATAATGTTTCA 
TGTACCAAGACCCTTTTCACAGT 
AAGGGTATTTGGTCTGGTTCATATGG 
TCAAATATTACTGCCTTGGTAGCA 



GGGGTGCCAGGAAATGCTCTCTGAC 
CTATCAATAAAGGAAAAGCAGTGAT 
TG G G AAG G G AAATTTGG G G ATTATTT 
ATCCTCCTGGGGACAGTTTGGGGA 

GCCACAAAAGTTCCCTCTCACTTTCA 
GTAAAAATAAATAAAACAGCAGCA 
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Table 8 

RNA binding motif, single stranded 
interacting protein 1 (RBMS1), 
transcript variant MSSP-2. mRNA 
/cds={265,1434) 

interieukin 1 receptor accessory protein- 
like 2 (I L1RAPL2), mRNA 
/cds=(756,2816) 

globotriaosylceramide/CD77 synthase; 
Gb3/CD77 synthase; alpha 1,4- 
galactosyltransferase; 4-N- 
acetylglucosamlnyltransferase 
(A14GALT), mRNA /cds=(133,1194) 

clone H41 unknown mRNA 
/cds=(323,1099) 

DIPB protein (HSA249128), mRNA 
/cds=(177,1211) 

tRNA isopentenylpyrophosphate 
transferase (1PT), mRNA 
/cds=(60,1040) 

Homo sapiens, Similar to hypothetical 
protein FLJ20533, clone MGC:3448 
IMAGE:3631570, mRNA, complete cds 
/cds=(380,865) 
AL544307 cDNA 
/clone=CS0DI01 9YG1 3-(5-prime) 
mRNA for KIAA1757 protein, partial 
cds/cds=(347,4576) 
mRNA for KIAA1541 protein, partial 
cds/cds=(908.2341) 
interieukin 20 (IL20), mRNA 
/cds=(0,530) 

major histocompatibility complex, class 

I, F (HLA-F), mRNA/cds=(0,1088) 

mRNA for WDR9 protein (WDR9 
gene), form B /cds=(79,6888) 
cytochrome P450, subfamily XXIA 
(steroid 21 -hydroxylase, congenital 
adrenal hyperplasia), polypeptide 2 
(CYP21A2), mRNA/cds=(118,1605) 
cytochrome P450, subfamily XXIA 
(steroid 21 -hydroxylase, congenital 
adrenal hyperplasia), polypeptide 2 
(CYP21A2), mRNA /cds=(1 18,1 605) 
kallikrein 12 (KLK12), mRNA 
/cds=UNKNOWN 
butyrophilin-like 2 (MHC class II 
associated) (BTNL2), mRNA 
/cds=(0,1367) 

coagulation factor VII (serum 
prothrombin conversion accelerator) 
(F7), transcript variant 1, mRNA 
/cds=(51,1451) 
coagulation factor VI I (serum 
prothrombin conversion accelerator) 
(F7), transcript variant 1, mRNA 
/cds=(51,1451) 

major histocompatibility complex, class 

II. DQ alpha 2 (HLA-DQA2), mRNA 
7cds=(0,767) 

DNA sequence from clone CTA-246H3 
on chromosome 22 Contains the gene 
for IGLL1 (immunoglobulin lambda-like 
polypeptide 1, pre-B-cell specific), a 
pseudogene similar to LRP5 
(Lipoprotein Receptor Related Protein.), 
EST s, Genomic markers (D22S414, 
D22S925, D22S926), CA repeats, 
STSs, GSSs and a CpG island 
/cds=(0,438) 

ATP-binding cassette, sub-family D 
(ALD), member 4 (ABCD4), transcript 
variant 5, mRNA /cds=(5 1,1 544) 
cDNA FLJ14613fis, clone 
NT2RP1001113, highly similar to CTL2 
gene /cds=UNKNOWN 
oncostatln M (OSM), mRNA 
/cds=(0,758) 



PCT/US01/47856 



1 ATAAGGTGCATAAAACCCTTAAATTC 
ATCTAGTAGCTGTTCCCCCGAACA 



GATACCCAGGAATTTCACAGGAACAG 
TTCTTTGCTGCCTTTATCCTCCAA 

CCCACCCTGCCGCCCGCATTATAAAC 
ACAGGAGAATAATCAATAGAATAA 



1 AAACCAGGCCCTTAAACTTCAGCTAG 
ACAACCAATATG CTGTGCTTG AAA 

1 CCAGATCCACAGCAGGCACATATCTC 
TCCAAGGGATGACCAGTTTTATGC 

1 GGACTTGAAGACCAAAGACTTTGAAA 
TTTG CGAGCTGCTCATGTGTGAGT 

1 G AAACG GCATAAAGATG AG AAATGAG 
CCTATTTGTTAGTGTTCGTGCTTA 



1 CCTGCCCTCGCCTG GAATCAGTGTTA 

CTGCATCTGATTAAATGTCTCCAG 
1 AATGAGTTGTGTTGAAGCCTCCGTCT 

CCCATCCTTGCCTGTAGCCCGTAG 
1 CAGAGTTGACGGACACTGCTC CC AAA 

AGGTCATTACTCAGAATAAATGTA 
1 GAACCTCAGGCAGCAGTTGTGAAGG 

CTTTGGGGGAACTAGACATTCTTCT 
1 GGACTGAGAAGCAAGATATCAATGTA 

GCAGAATTGCACTTGTG CCTCACG 

1 CAATGGTTGCACCTTATGACCTTGAG 
G GAAAG C C AGTTC ATTTAAGAG G A 

1 GGGGGAGGGGAGGGGTTCGTACAG 
GAGCAATAAAGGAGAAACTGAGGTAC 



GGGGGAGGGGAGGGGTTCGTACAG 
GAGCAATAAAGGAGAAACTGAGGTAC 



1 ACTTCTTGGAACTTTAACTCCTGCCA 
GCCCTTCTAAGACCCACGAGCGGG 

1 TGTTCCATCAGCATCCCCTTTTTGGG 
CGAGGAGAAAATCG C AACTTTTTC 

1 CAGACTATTCCCCACCTGCTTCCCAG 
CTTCAC AATAAACGG CTGCGTCTC 



CAGACTATTCCCCACCTGCTTCCCAG 
CTTCACAATAAACGGCTGCGTCTC 



GTCTGTGGGCCTCATGGGCATTGTG 
GTGG GC ACTGTCTTC ATCATCCAAG 

CTCCAAAC AGAG CAACAAC AAGTAC G 
C G GCCAGC AGCTACCTGAGCCTGA 



CCAAAGTCCTCACTCAGACCAGTGCC 
CCTCCAGTTCAGTTGTCTATGTAT 

TGTCTTCCACCCTCAAGAAACTCTTG 
AACAAGACCAACAAGAAGGCAGCG 

G C AGGACC AGACCCTCC AG G AAAGG 
CAAGAGACTCATGACCAGGGGACAG 
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Ks.105052 NM_020979 

Hs.1510 NM_021068 

Hs.76293 NMJJ21103 

Hs.3254 NMJ)21134 

Hs.7137 NM 021188 



1 0280625 adaptor protein with pleckstrin 

homology and src homology 2 domains 
(APS), mRNA /cds=(1 27,2025) 

1 08351 02 interferon, alpha 4 (IFNA4), mRNA 

/cds=(140,709) 
10863894 thymosin, beta 1 0 (TMSB10), mRNA 

/cds=(65,199) 



10863930 
10863994 



Hs.11090 NM_021201 11139298 

Hs.241587 NM_021246 10864054 

Hs.110915 NMJ)21258 10864066 

Hs.210546 NM_021798 11141868 

Hs.302014 NMJ)218D3 11141874 

Hs.82887 NM_021959 11386174 

Hs.79372 NM_021976 11415051 

Hs.293934 NM_021983 11875206 

Hs.96560 NM_022086 11545798 



mitochondrial ribosomal protein L23 
(MRPL23), mRNA/cds=(54,515) 
clones 23667 and 23775 zinc finger 
protein (LOC57862), mRNA 
/cds=(182,1618) 

high affinity immunoglobulin epsilon 
receptor beta subunit (CFFM4), mRNA 
/cds=(146,868) 

megakaryocyte-enhanced gene 
transcript 1 protein (MEGT1), mRNA 
/cds=(3,1151) 

Interleukin 22 receptor (IL22R), mRNA 
/cds=(23,1747) 

interleukin 21 receptor (IL21R), mRNA 
/cds=(68,l684) 
interleukin 21 (IL21), mRNA 
/cds=(46,534) 

protein phosphatase 1, regulatory 
(inhibitor) subunit 11 (PPP1R11), 
mRNA /cds=(1 99,579) 

retinoid X receptor, beta (RXRB), 
mRNA/cds=(179,1780) 

major histocompatibility complex, class 
II, DR beta 4 (HLA-DRB4), mRNA 
/cds=(58,948) 

Homo sapiens, Similar to hypothetical 
protein FLJ11656, done MGC:5247, 
mRNA, complete cds /cds=(149,271) 



Hs.288316 NM_022107 11545816 
Hs.99134 NMJ>22110 



chromosome 6 open reading frame 9 
(C6orf9), mRNA/cdS=(373,855) 
1 1 545822 D1R1 protein (NG7), mRNA 
/cds=(268,879) 



Hs.24633 NM_0221 36 1 1 545870 SAM domain, SH3 domain and nuclear 

localisation signals, 1 (SAMSN1), 
mRNA/cds=(82,1203) 
1111111 histamine receptor H2 (HRH2), mRNA 
/cds=(525,1604) 
1 1641262 caspase recruitment domain protein 9 
(LOC64170), mRNA /cds=(146,1 246) 



Hs.247885 NM_022304 
Hs.271815 NM_022352 



Hs.294030 NM 022447 



13937360 topoisomerase-related function protein 
4-2 (TRF4-2), mRNA /Cds=(336,869) 



Hs.15220 NM_022473 11968022 
Hs.28921 NM_022482 11968149 



zinc finger protein 106 (2FP106), 
mRNA/cds=(335,5986) 
DNA sequence from clone RP3- 

ll^O ~— —U, ~. «p-4 * ryji Af\ r\ 

W^ZO hi VI • VI II Ul I IU3UI • IC £M\t I I .A I - I O 

Contains the gene for NTF2-related 
export protein (NXT1), a gene for a 
novel zinc finger protein with three 
isoforms, two isoforms for the 3' part of 
a novel gene, a gene for a novel protein 
similar to mouse and bovine beta- 
soluble NSF attachment protein (SNAP- 
beta), a novel gene similar to cystatin, 
another novel gene similar ro cystatin 8 
(CST8) with two isoforms, ESTs, STSs, 
GSSs and CpG islands /cds=(0,21 35) 



Hs.1 61786 NM 022570 13384603 



Hs.302036 NM_022789 

Hs.302981 NM_024033 

Hs.267194 NM_024039 

Hs.250723 NM_024104 



C-type (calcium dependent, 
carbohydrate-recognition domain) lectin, 
superfamily member 12 (CLECSF12), 
mRNA /cds=(7 1,676) 
interleukin 17E (IL17E), mRNA 
/cds=(258,791) 
hypothetical protein FLJ11000 
(FLJ11000), mRNA /cds=(223,780) 
1 3 1 28993 hypothetical protein MGC2488 

(MGC2488), mRNA /cds=(553,1 170) 
1 31 291 1 1 hypothetical protein MGC2747 

(MGC2747V mRNA /cds=(92,247) 
483 



12232484 



13162284 



GGTGGGACACGCCAAGCTCTTCAGT 
GAAGACACGATGTTATTAAAAGCCT 



AGCTTGGTGTATACCTTGCAGGCACT 
AGTCCTTTACAGATGACAATGCTG 
AGGAAGAGCCACCTGCAAGATGGAC 
ACG AGCCACAAG CTGCACTGTGAAC 

GG GTGCAGCATGG CTCTAACAAG AG 
AAG AG ATCACAGAAACGTG AG GATC 
TACATTCTCCCTTTAGCAACCTGAGT 
AAGAGACTCTCTGCCACTGGGCTG 

AACTCTTGGCCTCAG AG GAAGG AAAA 
GCAACTCAACACTCATGGTCAAGT 

AGGGAACAAGGGAGCAAGGGAACAA 
GGGACATCTGAACATCTAATGTGAG 

GTGGCCCCTGG AC G GGTACAATAAC 

ACACTGTACTGATGTCACAACTTTG 

CCCCTACCCTGCCCCAATTCAATCCT 

GCCAATAAATCCTGTCTTATTTGT 

ACACGGAAGTGAAGATTCCTGAGGAT 

CTAACTTGCAGTTGGACACTATGT 

CGGTCCTTTTGCCATACACAGTTACA 

GAGATCAGTCAAATCCATACCACC 

ATACCTGTGAGGACTGGTTGTCTCTC 
TTCGGTGCCCTTGAGTCTCTGAAT 
TCATCTACTTCAGGAATCAGAAAGGA 
CACTCTGGACTTCAG CC AAC AGGT 

TGCTTCTTGAAATGGATTTAACAACA 
GCCAGGAGCTTCCTGTCAGTAACC 



CCCTCCCC ACTG CTGCTGAGTCTGTC 
TGATGTTTTGGTTGTGTGAATAAA 
AGGAGGAACTG GGG AAGGTGGTC AT 
TCAGGGGAAG AACCAGG ATGCAG GG 

TGGGAAAGTGTGAGTTAATATTGGAC 
ACATTTTATCCTGATCCACAGTGG 

TTAAAAGGAGCACATTAAAATTCTCA 
GAGGACTTGGCAAGGGCCGCACAG 
GCACAC GCC ATCTGTGTAACTTC AGG 
ATCTGTTCTGTTTCACCATGTAAC 



TTTTTCCCAGCTCGCCACAGAATGGA 
TCATGAAGACTGACAACTGCAAAA 

AAGAGAAATATATGCCCTAGAGCTGC 
TCCAGCACCCTTGGTTTCTGATTT 
ACAGACAG ACTCG ATG CCCACAC AG 
CTTCACTCTTTGAGCAACATGGAAT 



GCACGGTGTGTTGCCACGATTTGACC 
CTCAACTTCTAG CAGTATATCAGT 



AGTGTAGTTACTAGTCTTTTGACATG 
GATGATTCTGAGGAGGAAGCTGTT 
TCACTGCCATACAGGTTTTCCAATAC 
ACAAGTGCTAGAAAATACACACAA 
TTG CTTGCC CTCC ATGTCTTCCTAAA 
GAGCAGAACTTGGAGTTTCTCCTT 
AGAATGAGCCTGAATGTTGGTGGTTT 
TTG AAATC CTG ACTTGG AGGTAAA 
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Table 8 

1 337591 6 hypothetical protein FLJ1 1 583 

(FLJ 1 1 583), mRNA /cds=(371 , 1 606) 
1 3489098 hypothetical protein FLJ1 2242 

(FLJ12242). mRNA /cds=(1 85,1 057) 
13376244 C3HC4-type zinc finger protein (LZK1), 

mRNA/cds=(47,2140) 
13376250 hypothetical protein FU22002 

(FU22002), mRNA /cds=(1 1 5,783) 
13376319 mRNA for KtAA1714 protein, partial 

cds/cds=(0,3175) 
13376639 mRNA for putative N-acetyl transferase 

/cds=(208,2808) 
13489105 mRNA; cDNA DKFZp434C0814 (from 

clone DKF2p434C0814) 

/cds=UNKNOWN 
1 3489105 mRNA; cDNA DKFZp434C0814 (from 

clone DKFZp434C0814) 

/cds=UNKNOWN 
13489105 mRNA; cDNA DKFZp434C0814 (from 

clone DKFZp434C0814) 

/cds=UNKNOWN 
1 3376871 G6B protein (G6B), mRNA 

/cds=(0,725) 
13376873 G6C protein (G6C), mRNA 

/cds=(54,431) 
13376877 CAT56 protein (CAT56), mRNA 

/cds=(284,1025) 
1 3449284 chromosome 6 open reading frame 31 

(C6orf31), mRNA/cds=(0,602) 
1 3540550 folate transporter/carrier (LOC8 1 034), 

mRNA /cds=(1 28, 1075) 
1 3569898 novel protein similar to archaeal, yeast 

and worm N2,N2-dimethylguanosine 

tRNA methyltransferase (C10RF25), 

mRNA/cds=(194,2395) 

1 404304 1 chemokine (C-C motif) receptor 9 

(CCR9), transcript variant A, mRNA 

/cds=(157,1266) 
13775167 PRO0461 protein (PRO0461). mRNA 

/cds=(779,970) 
1 3899228 molecule possessing ankyrin repeats 

induced by lipopolysaccharide (MAIL), 

homolog of mouse (MAIL), mRNA 

/cds=(48,2204) 
141 96461 protocadherin gamma subfamily A, 2 

(PCDHGA2), transcript variant 1, 

mRNA /cds={1 85,2983) 
14149943 602313002F1 cDNA, 5' end 

/clone=IMAGE:4422480 /clone_end=5' 

14150008 hypothetical protein DKFZp586J1119 

(DKFZp586J1 119), mRNA 

/cds=(27,2153) 
14150117 hypothetical protein MGC14595 

(MGC14595), mRNA /cds=(101,850) 
14150119 mRNA for KIAA1823 protein, partial 

cds/cds=(52,H85) 
14150222 SH3 domain-containing protein 651 1 

(LOC51165), mRNA/cdS=(215,1489) 
14192940 MEGF11 protein (MEGF11), mRNA 

/cds=(1 59,3068) 
1 421 0505 zinc finger protein (LOC84524). mRNA 

/cds=(92,967) 
1 421 1930 testes development-related NYD-SP21 

(NYD-SP21), mRNA/cds={76,2115) 

14249499 hypothetical protein FLJ14621 

(FLJ14621), mRNA/cds=(525,1307) 
14249507 hypothetical protein FLJ1 4639 

(FLJ14639), mRNA /cds=(273,689) 
1 4249551 hypothetical protein FLJ1 4784 

(FLJ14784), mRNA /cds=(1 33, 1569) 
14249657 hypothetical protein MGC14376 

(MGC14376), mRNA /cds=(1 84,255) 
836427 60257501 2F1 cDNA, 5' end 

/c!one=iMAGE:4703258 /clone_end=5' 

807023 AL560682cDNA 

/clone=CS0Dl0O4YM19-(5-prime) 
691915 16b3cDNA 



1 CCTCGGCCCTGACAAACGGGGATCT 

TTTACCTCACTTTGCACTGATTAAT 
1 TGGCTTGGCCTTCTCTTTGGTGATCC 

CACCCCCAGCC ATTTG C ATTG CTG 
1 AATGTTTCTCTTCCTGTGAGACTTACT 

AAAGCAACTTAGTGGCAAAAAGT 
1 AGTACTTGAGTAGTCTCAATAGGAGT 

GTATTTGTAGACAG CAGTTTCCCT 
1 ACCCTAGATGAGCTGTCCTGCTCCAG 

TAACATTCTTTTTCTAAAATCATT 
1 AACTAGAAGATGTACTTCGACAGCAT 

CCATTTTACTTCAAGGCAGCAAGA 
1 ATTTGAGTTCCTGTGTGTCCAAAACT 

GAGGCACCATGTTCTTTGAAAACA 

1 ATTTGAGTTCCTGTGTGTCCAAAACT 
GAGGCACCATGTTCTTTGAAAACA 

1 ATTTGAGTTCCTGTGTGTCCAAAACT 
GAGGCACCATGTTCTTTGAAAACA 

1 GTCCACAGCGGACCCTGCTGATGCC 

TCCACCATCTATGCAGTTGTAGTTT 
1 CAGGCTCCCATATGTACCCCATCCCC 

CATACTCACCTCTTTCCATTTTGA 
1 GTTGTATTGGCAAGAGGGAGGGGTG 

AGAGCTGTTGGAGAACTGAGAATGA 
1 GTACCATCCTCACCGTAGTCATCATC 

ATCGCCGCGCAG C ACCACGAG AAC 
1 ATTTATCGTAAACATCCAC GAGTGCT 

GTTGCACTACCATCTATTTGTTGT 
1 ATCGCTGAATATGTTGATCAGTGATG 

AGTTGG GCTTAATGCAAAGATCCT 



1 AG GCTATTTACTTCCATG CTTCTCCTT 
TTCTTACTCTATAGTGGCAACAT 

1 GGGACCCCCACCCAGTGAGTCAACA 
TAGGCTCATGTCAAGTTTGAAAATA 

1 TGGTGTGATATGAACCAGTCCATTCA 
CATTGGAAAAACTGATGGTTTTAA 



1 TTTTTATC AGCG CCTC AATCTCTACTC 
GAAGAAGAAAGAGAAGAAACGTT 

1 CGCTGTCGC CTTAATCCAAGCCTACG 
TTTTC AC ACTTCTAGTAAG CCTCT 

1 CTGTCGGG CTCTGAAG CG AGCTGGT 
TTAGTTGTAGAAGATGCTCTGTTTG 

1 AGAAGCAG AATG C AG AAG G AGAATG 

AATCCTTTGGATACTTTCAAGGACA 
1 TCTGGCACAGTCCAGCTCACAACAAC 

ATCAAGAGCAGAATTTGGAGACTT 
1 GGGACTTGACTTTCTTTCTGGACTGT 

TTGTATTGAAACAAAGTGGTGTCA 
1 AGCCTAAACATGTATACTGTGCATTTT 

ATGGGTGACTTTGAAAGATCTGT 
1 AGACTGGTGATTTGGAGTAGTTTACA 

AGATTCCTCATTCAGAGTGCCCTC 
1 TTGCCTCCTCCAATCTGTGTTCTCAA 

CTGTGGTTGCCACCTCATTAACTT 

1 TGGAACATACCACATGTAGAAAGGTT 

GAACTGG I 1 1 1 1 CAGCTATAATGC 
1 TCACTTAGCCTTTCTGGTTTCCCTTC 

CTGTGCATTGCCCATTTTCTCATG 
1 AGCCAAGAGGTATATCGATGATGGAA 

ATTAGCCACATGTACACTACATTT 
1 CTTCACCGCCCTACTTCCACCTCCGC 

CCAGCCTGTAATGTTTATATAAGC 
1 CTTTCAGAGCCAGTTTGTCCAAGGCC 

AGCATCCCGTCTGGGAGATGCACC 

1 GCCGTATATTACTGTGCGAGAGGGC 
CGGAGTGGTTACTCGGTATGGACGT 

1 AG GCAAAAGCG CCTC AC GC ATTCTTG 
TTCCTTGTTTGCTTCTTCGGTTTT 
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Hs.294092 T93822 

Hs.301365 U19885 

Hs.318720 U33547 

Hs.287811 U62824 

Hs.247987 U80113 

HS.289036 U80180 

Hs.247898 U96393 

Hs.914 X00457 



4899 db mining Hs.296552 X03529 



4900 literature Hs,287797 X07979 

4901 db mining Hs.247804 X51887 

4902 db mining Hs.81220 X58397 



Hs.275959 X60656 

Hs.90093 X67643 

Hs.300697 Y14737 

Hs.300697 Y14737 

Hs.181125 Y14738 

Hs.283770 Z00008 



4909 db mining Hs.37089 Z00010 



Hs.148661 Z00022 

Hs.181297 AA010282 

Hs.1 89468 AA069335 

Hs.13859 AA115345 

Hs.1 82278 AA203528 

Hs.1 00651 AA251184 

NA AA252909 



Table 8 

726995 EST375308 cDNA 

642583 6024621 1 3F1 cDNA, 5' end 

/clone=IMAGE:4575051 /done_end=5' 

33201 35 Homo sapiens, clone MGC:1 2387 

IMAGE:3933019, mRNA, complete cds 

/cds=(63,863) 
1 575443 mRNA for HLA-C alpha chain 

(Cw*1701)/cds=(0,1118) 
1791068 immunoglobulin heavy chain variable 

region (V4-31) gene, partial cds 

/cds=(0,356) 
1791 202 immunoglobulin heavy chain variable 

region (VH4) mRNA, VH4-59 allele, 

partial cds /cds=(0,353) 
2078365 partial mRNA for lg lambda light chain 

variable region, clone MB91 (331 bp) 

/cds=(0,330) 
36405 Homo sapiens, Similar to major 

histocompatibility complex, class II, DR 

alpha, done MGC:14114 

IMAGE:4309471, mRNA, complete cds 

/cds=(40,622) 
33351 DNA sequence from clone CTA-246H3 

on chromosome 22 Contains the gene 

for IGLL1 (immunoglobulin lambda-like 

polypeptide 1, pre-B-cell specific), a 

pseudogene similar to LRP5 

(Lipoprotein Receptor Related Protein.), 

ESTs, Genomic markers (D22S414, 

D22S925, D22S926), CA repeats, 

STSs, GSSs and a CpG island 

/cds=(0,438) 
3144 1 mRNA for FU00043 protein, partial 

cds/cds=(0,4248) 
37616 V108 gene encoding an 

immunoglobulin kappa orphon 
3361 5 CLL-1 2 transcript of unrearranged 

immunoglobulin V(H)5 gene 

/cds=(39,425) 
31 1 34 eukaryotic translation elongation factor 

1beta2(EEF1B2), mRNA 

/cds=(235,912) 
2244651 mRNA for heat shock protein apg-2, 

complete cds /cds=(278,2800) 
2765424 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1 498) 
2765424 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1498) 
2765426 Homo sapiens, clone MGC:1 2849 

IMAGE:4308973, mRNA, complete cds 

/cds=(24,725) 
331 42 germline gene for the leader peptide 

and variable region of a kappa 

immunoglobulin (subgroup V kappa I) 
331 46 germ line pseudogene for 

immunoglobulin kappa light chain 

leader pepiide and variable region 

(subgroup V kappa I) 
33158 qg78c05j(1 cDNA, 3" end 

/clone= IMAGE: 1 841 288 /done_end=3' 

1471308 tc35a11.x1 cDNA, 3' end 

/clone=IMAGE:2066588 /clone_end=3' 

1576904 tm30a06.x1 cDNA, 3* end 

/clone=IMAGE:21 58066 /clone_end=3' 

1670525 mRNA; cDNA DKFZp586F2423 (from 
done DKFZp586F2423) 
/cds=UNKNOWN 

1799239 Homo sapiens, calmodulin 2 

(phosphorylase kinase, delta), done 
MGCA447 IMAGE:3504793, mRNA, 
complete cds /cds=(93,542) 

1 886149 golgi SNAP receptor complex member 
2 (G0SR2), mRNA /cds=(0,638) 

1885512 zr76a03.r1 Soares.NhHMPu S1 cDNA 
done IMAGE:669292 5', mRNA 
sequence 
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1 TTAGAAAGAAAAGTCTTTTATTAGTAC 
TGTGTAGGGAAGGCTAAAGAAAT 

1 ACTGTGCGAAACGTACTGTATTACGA 
TTTTTGGAGTGGCCGAAGTAGTCC 

1 C AGACCCTG GTGATGCTGGAAACAG 
TTCCTCGGAGTGGAGAGGTTTACAC 

1 GTCCAGCAACAGTGCCC AGG GCTCT 
GATGAGTCTCTCATCGCTTGTAAAG 

1 GTGTATTACTGTGCGAGAGCCTTCCG 
CCATCCCGGAGTACGTCCAATATG 

1 CCCGTC CCTCAAG AGTCGAGTCACC 
ATATCAGTAGACAAGTCCAAGAACC 

1 GGCTCC AGGCTCAGGATGAGG CTGA 
TTATTACTGCTGCTCATATACAAGC 

1 CCCTCACTGTCACCTTCCCGAGAATA 
CCCTAAGACCAATAAATACTTCAG 



TGAATGACTTCTATCTGGGAATCTTG 
ACGGTGACCTGGAAGGCAGATGGT 



ACCACTGTATGTTTACTTCTCACCATT 

TGAGTTGCCCATCTTGTTTCACA 

AGAACAGAGATGATTACACCTACGAA 

GTCTGAGTTATGGTGTGAGTTGGA 

TTCATCATTGCTTGCTTGCCTTCCTC 

CCTCCTGTCCGCTCTCACTCACTC 

TGGATGTGGCTGCTTTCAACAAGATC 
TAAAATCCATCCTGGATCATGGCA 

TGAAGAAC GACCAAAATTATTTGAAG 
AACTA GGGAAACAGATCCAACAGT 
GTCTACATACTTCCC AG GC ACCCAGC 
ATG GAAATAAAG C ACCCACC ACTG 
ATACTTCCCAGG CACCCAGCATGGAA 
ATAAAGCACCCACCACTGCCCTGG 
CCCAAG GCATCAAGCCCTTCTCCCTG 
CACTCAATAAACCCTCAATAAATA 

AAG G CAGAGATCTTGACACCTAAGGA 
GTCTAGTTTAGG GCTTTGGTTGGA 

GTTGACATTAGAAG CAGGATTCTCTG 
GTACTCCCTCAGAAAATAGAATGC 



TTGGAGCGTTTTTGTGTTTGAGATATT 
AGCTCAGGTCAATTCCAAAGAGT 

G GTTGTGTCTCTG GTTTCCC CTTTTC 
CCCGTG GTTTTAATTTTTAAGAAC 

ACCATAGCAGACAGGGTCAGATGGA 
ATATTAGCGGTTTAG GTGAAGAACC 

ATCCACATTCTTACCTTTGGTAGTCA 
GGTTTGGCTACTTTGCAGCTCGCC 

TCTGTTACCACCTCTAAAATATTGGG 
GTGGAATAAAGCTGGGTTCTTGCA 



AAGG ATGAAGGACTG ATG GAGGGC A 
GAGG AACTGGAG G CAGCAGGCACAA 

AGATGTCTGTATAAACAACCTTTGGG 
TAG CAGGTGGTCAGTTAGG CAGGA 
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Hs.1 94480 AA258979 



Hs.5241 



AA280051 



Hs.23128 AA282304 



NA 



AA282774 



Hs.89072 AA2830B1 

Hs.291448 AA290921 

Hs.211866 AA290993 

NA AA319163 

Hs.260238 AA332553 

Hs.343557 AA40164B 

Hs.186674 AA402069 

Hs.301985 AA412436 

Hs.9691 AA418765 

Hs.24143 AA42650B 

Hs.89519 AA429783 

NA AA457757 

Hs.82772 AA460876 

Hs.13809 AA476568 

NA AL047171 

Hs.77868 AL513780 

Hs.30120 AL533737 

Hs.285401 AL540399 

NA AV689330 

Hs.90960 AV710415 

Hs.237868 AV716565 

Hs.127160 AV719938 

Hs.21536 AV720984 

Hs.22003 AV730135 

HS.339B96 AV755367 

Hs.301553 AW021037 

NA AW402007 



Table 8 

1894268 EST389427 cDNA 

1 921 589 fatty add binding protein 1 , liver 
(FABP1), mRNA /cds=(42 p 425) 

1 925220 Homo sapiens, Similar to RIKEN cDNA 
4931428D14 gene, clone MGC:15407 
IMAGE:4309613, mRNA, complete cds 
/cds=(123,1151) 

1925825 Zt14g01.r1 NCI_CGAP_GCB1 cDNA 
clone IMAGE713136 5\ mRNA 
sequence 

1926050 hypothetical protein MGC4618 

(MGC4618), mRNA/cds=(107,1621) 
1938772 EST388168 cDNA 



1938989 wh99f02.x1 cDNA, 3' end 

/c!one=IMAGE:2388891 /done_ends3' 

1 971 490 EST21 341 Adrenal gland tumor cDNA 

5' end, mRNA sequence 
1984806 hypothetical protein FLJ10842 

(aJ10842), mRNA/cds=(39,1307) 

2056830 601500320F1 cDNA, 5' end 

/clcne=IMAGE:3902237 /clone_end=5' 

2056860 qf56f06jc1 cDNA, 3' end 

/c!one=IMAGE: 1754051 /clone_end=3* 

2071006 602435787F1 cDNA, 5' end 

/clone=lMAGE:4553684 /clone_end=5' 

2080566 cDNA: FU23249 fis, clone COL04 1 96 

/cds=UNKNOWN 
2106769 Wiskott-Aldrich syndrome protein 

interading protein (WASPIP), mRNA 

/cds=(108,1619) 
2112974 KIAA1046 protein (KIAA1046), mRNA 

/cds=(577,1782) 
21 80477 aa92c03.r1 Stratagene fetal retina 

937202 cDNA done IMAGE:838756 5', 

mRNA sequence 
21 85996 collagen, type XI, alpha 1 (COL1 1 A1), 

mRNA /cds=(161, 5581) 
2204779 mRNA for KIAA1 525 protein, partial 

cds/cds=(0,2922) 
5936355 DKFZp586F2018_r1 586 (synonym: 

hutel) cDNA done DKFZp586F2018 5', 

mRNA sequence 
12777274 ORF (LOC51035), mRNA 

/cds=(135,1031) 
12797230 cDNA /ctone=CS0DF002YH09-(5- 

prime) 

1 2870508 colony stimulating factor 2 receptor, 
beta, tow-affinity (granulocyte- 
macrophage) (CSF2RB), mRNA 
/cds=(28,2721) 

10291193 AV689330 GKC cDNA done 

GKCDJE03 5\ mRNA sequence 

10729044 602563938F1 cDNA, 5' end 

/clone=IMAGE:4688769 /clone_end=5' 

1 0813717 interieukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
10817090 AV659177 cDNA, 3' end 

/clone=GLCFUC08 /c!one_end=3' 
10818136 yf69a03.s1 cDNA, 3* end 

/c!one=IMAGE:27414 fclone_end=3' 
1 0839556 solute carrier family 6 (neurotransmitter 
. . transporter, GABA),. member 1 . _ 

(SLC6A1), mRNA /cds=(234,2033) 

10913215 ribosomal protein S12 (RPS12), mRNA 

/cds=(80,478) 
5B745Q7 karyopherin alpha 6 (importin alpha 7) 

(KPNA6), mRNA/cds=(55,1665) 
6920693 UI-HF-BK0-aao-g-02-0-Ul.r1 

NIH_MGC_36 cDNA clone 

IMAGE-.3054530 5', mRNA sequence 
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TGCTTGTCTTTTAAACACCTTCACAGA 

TATCATTTGCACCTTGCCAAAGG 

GGGTAGGCAGCTTGCACCCAGTTCT 

CCTTTATCTCAACTTATTGTCCTGG 

ACTTGGAACAG AAGAACTTCG GCAAC 

GAGAACACTATCTCAAGCAGAAGA 



1 GCGGTGTCCCTGAGTGAGGGCAAAG 
TTGTAATAACACTTGTTCTCTCCTT 

1 ACGGC GTTCTGAAATTTAGC ACACTG 
GGAAGTCCACATGGTTCATCTGAA 

1 AATGAGATC ACAGATG GTG ACACTGA 
GCGGAAGGATGCAGTACCTCGGAG 

1 GGCTAGTGGTGTTCAGAGAAATACCA 
AAACGTGTTTTTATCATTGCTGGT 

1 AGCTGCCTCAGGAGGTTCTTAACATA 
TAGGAATGTAATTATCAGATTCAA 

1 AGGAAACCAAGCCCTCACAGGAAAG 
AAAGC CTGATTCAAGAAAACAAAGT 

1 GCTGGG GCTG AGAGAG GGTCTG GGT 
TATCTCCTTCTGATCTTCAAAACAA 

1 TCATGGACACAAACTTTGGAGTATAA 
GCGACATCCCTTAAGCAACAGGCT 

1 GCCATTTTCCCTCCAGAAACAAAACC 
AAGATAATTTATCCTGAACACGGT 

1 TGTTTGTACCACTAG CATTCTTATGTC 
TGTACTTGAACGTGTAGTTAGCA 

1 AGGACCATAGGGAAGAGCCAGCCTT 
GCCTTTTCTTATATGATTTTGTTTA 

1 CCTGGGTTGCCTTGTAATGAAAAGGG 
AGATCGAGCCATTGTACCACCTTA 

1 AGCTGTTTAATTGAATTGGAATCGTT 
CCACTTGGAACCCAAGTTTGGAAA 

1 TCGTTCTACGTTATCTCATCTCCTTGT 
TTTCAGTGTGCTTCAATAATGCA 

1 TGTTTTTGCTTCCTCAGAAACTTTTTA 
TTGCATCTGCCATCCTTCATTGG 

1 TGCACTTACTCATTAG Mil I AGTTTG 
AACTCTCCTGCGAGGTCTAATGT 

1 TGGTTCTTCTGATGAGCAAGGGAACA 
ACACTGAGAATGAGGAGGAGGAGT 

1 AAGCAAGAGATTGTAAACCGGGTACA 
GATCCAAGAGATGAGAGAGGACCC 

1 CGTCTACTGCGGAAAAGTCAGGGGA 
AACTGCCAAACAAAGGAAAATGCCC 



GTGTTTGACTTCACTGCTGCGAAATG 
ACTGTCTCCTGGCTAGTAGGATCT 
ATGTGGGAGGGGCATGGCAGCTATG 
AAGGACCTCCTACCTCTGGTTTCTG 

C CAGCCTTTG CCTCTTCCTTC AATGT 
GGTTTCCATG G GAATTTG CTTC AG 
ACCTTGTAAGTG CCTAAG AAATGAGA 
CTACAAGCTCC ATTTC AGC AG GAC 
GCCGAGATCTGCTCAGACTACATGG 
CTTCCACTATAGGGTTCTACAGTGT 
ATGTCTATAAATGGTGTCATAACTAG 
-AGCACGGGCGTTATGTAAGTTTCT 



TGAGTCGTATTACAATTCACTGGCCG 
TCGTTTTAC AACGTCGTG ACTG G G 
ACATAGG CG AAGAAAACATG GCATTG 
AGTGTGCTGAGTCCAGACAAATGT 
GTGCAGTCC ATC AG ATCCAAG CCTGT 
CTCTTGAGGAACAACCGCGCAGAC 
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NA 



NA 



AW499658 



AW499828 



Hs.145668 AW500534 

Hs.120996 AW504293 

Hs.194589 AW945538 

NA BE177661 

NA BE253336 

Hs.343565 BE540808 



NA 



BE569141 



Hs.271272 BE737348 

Hs.20225 BE792125 

Hs.31314 BE872245 

NA BE884898 

Hs.250824 BE887646 

NA BE896691 



Hs.337986 BF033741 10741453 

Hs.268177 BF339088 11285508 

Hs.2554 BF341359 11287850 

Hs.334825 BF530382 

Hs.79530 BF663116 

Hs.46677 BF667621 

'Hs.27590 BF671020 

Hs.71331 BF691178 

Hs.337534 BF965068 

Hs.334691 BF965438 

HS.279681 BF965960 

Hs.5324 BF966028 

Hs.179902 BF966049 

Hs.1 09441 BF969847 

Hs.289721 BF981634 

Hs.125819 BG034799 

Hs.34906 BG111773 



Table 8 

71 11 531 UI-HF-BR0p-aj}-c-07-0-Ul.r1 
NIH_MGC_52 cDNA clone 
IMAGE:3074677 5', mRNA sequence 

7111870 UI-HF-BNO-ake-c-06-O-Ul.rt 
NlH_MGC_50 cDNA clone 
IMAGE:3076619 5', mRNA sequence 

71 1 3240 fmfc5 cDNA /clone=CR6-21 

7141960 serine/threonine kinase 17b (apoptosis- 

induclng) (STK17B), mRNA 

/cds=(261,1379) 
81 23293 AV703056 cDNA, 5' end 

/clone-ADBCMB06 /done_end=5' 
8656813 RC1-HT0598-020300-01 1~h02 HT0598 

cDNA, mRNA sequence 
9123402 601117146F1NIHJS/1GCJ6CDNA 

clone IMAGE:3357826 5', mRNA 

sequence 

9769453 601 510248F1 cDNA, 5' end 

/clone=lMAGE:3912034 /clone_end=5' 

981 2861 601 338954F2 NIH_MGC_53 cDNA 
clone IMAGE:3681180 5\ mRNA 
sequence 

10151340 DKFZp434K1715jrt CDNA, 5' end 

/clone=DKF2p434K1715 /clone - end=5' 

1 021 3323 tuftellrwnteractfng protein (TIP39), 

mRNA/cds=(263,2776) 
1 0321 021 retinoblastoma-binding protein 7 

(RBBP7), mRNA /cds=(287,1564) 
10333674 601 506831 F1NlHMGC_71cDN A 

clone IMAGE:3908551 5*. mRNA 

sequence 

10343176 cDNA: FLJ23435 fis, done HRC12631 

/cds=UNKNOWN 
10361375 601440131 F1 NIHJWGC72 cDNA 

clone IMAGE:3925062 5', mRNA 

sequence 

Homo sapiens, clone MGC:17431 
IMAGE:2984883, mRNA, complete cds 
/cds=(1 336, 1494) 

phospholipase C, gamma 1 (formerly 
subtype 148) (PLCG1), mRNA 
/cds=(76,3948) 

sialyitransferase 1 (beta-galactoside 
alpha-2,6-sialytransferase) (SIAT1), 
mRNA/cds=(310,1530) 
11617745 cDNA FU14752 fis, clone 

NT2RP3003071 /Cds=(205,1446) 
11937011 M5-14 protein (LOC51300), mRNA 

/Cds=(1 86,1 043) 
11941516 PRO2000 protein (PRO2000), mRNA 

/cds=(650,1738) 
1 1 944915 histone acetyltransferase (MORF), 

mRNA /cds=(31 5,6536) 
1 1976586 hypothetical protein MGC5350 

(WGC5350), mRNA /cds={i 89,995) 
12332283 602268833F1 cDNA, 5' end 

/clone=IMAGE:4356776 /clone_end=5' 

12332653 hypothetical protein FU22427 

(FU22427), mRNA /cds=(40,2631) 
12333175 heterogeneous nuclear 

ribonucleoprotein H3 (2H9) (HNRPH3), 
transcript variant 2H9, mRNA 
/cds={1 18,1 158) 
1 2333243 hypothetical protein (CL25022), mRNA 

/cds=(157,1047) 
1 2333264 transporter-like protein (CTL1), mRNA 

/cds=(0,1964) 
12337062 cDNA FLJ14235 fis, clone 

NT2RP400O167 /cds=(82,2172) 
12384446 cDNA: FLJ22193 fis, clone HRC01108 

/cds=UNKNOWN 
1 2428456 putative dimethyladenosine transferase 
(HSA9761), mRNA/cdS=(78,1019) 



12605279 601 820448F1 cDNA, 5' end 

/clone=IMAGE:4052578 /clone_end=5 l 



TGGTGGCAAATCTGATTTTTGGAAAC 
GAGTATTGGAGGACTATAAAACAA 

ACATTTCTTGTTGGCACTACAGCAAC 
CACATACAGTACAGACAACCTCCA 

CCTGGCACATGTTGTCTGGAGTCTGG 
CACACTG GTTATCAATAGCACATT 
CTGTGGTCTGTTATATGAGAGAGATC 
CTTTAACTAGAGCAAAGAGGGAGT 

TCTCTCACTGTTATCA I 1 1 I IGCACAG 

GTGGTTTCAGCAGCTTGATGCCA 

AATCACAGCAGTAACTCCCAGTAGGA 

AAGATTCTCAAAGGAATAGTTCTT 

CCTGGCCTTCAAGAAGTCGTAGTGG 

CTATTTTCTTTGGACAAAAGTAAGA 

ATAGACAGACGGAGGTCCTGATATCC 
ATG GGCC AACGGCTTGG ATTATTC 

GATATTGGTAGTAAAGGG GTTACCTG 
TG AACTTCC AAAATTCCTTGGGG C 

GGTGGAGAATCAAAACGACCCCGCA 
AATAAACATGGCGATTTGGCTTGGG 

GATATCAGACAGCATCGTCTCTGCGA 

GCACAAAG ATCTGTTTG CTG AGCA 

ACATTTTATAAGGCATTTGTGTTAGCC 

ACTCAGTCATCTTTGGGTGCTGC 

ATCTGGAGTGGGACCCTTCAAACCAT 

GTCTGTGCTTATGCGGGAAACAAT 

AATTAACGGCCATCACACC C ACGACT 
G ACG GTGATCAAAC AAATTCACAG 
GACAGTACTCCTAAGACCCCTGTGTG 
TGTCCCG ATGAGATC ATG ACTGG G 

CTGTGATATTTTGGTCATGGGCTGGT 
CTGGTCGGTTTCCCATTTGTCTGG 

CTCATAGCATAGCCAGCATTCAGCAC 
ACACAAACCTACTGCCCACATTTG 

CACATTTGAAGGCCAAAGGGAAAACG 
GGG G AAGCGGAAGGGTTG GATTGG 

TACGACCACTGAGAAACGGGCCACC 

CG GC ACACGG ATCTTG G AACAC AAA 

CTCAGTGTAGGGCAGAGAGGTCTAA 

CACCAACATAAGGTACTAGCAGTGT 

AGGTTGTGGGGAGTATGTTTGGACCA 

AAAATTAAAATATTGTGGGAGGGA 

TGATAGCTCACTTAGTTAATTGTTTTG 

AAGCAAATTTTGGGTTGGATGGG 

ACTACTGCTTGCGTACCTCTCCGCTT 

TCCCTCTCCTTACTATCGACCATA 

GGTCCGACCAATTAATGACTCCATGA 

TCGG CCTCGGTTTTCACAAACCTT 

AGACAAAGAGAGCATAAATATAGCTC 
TACTCATGGGTACCATACCAGTGT 
GC AGGTTATCG CAAG ATGTCTTAGAG 
TAGGGTTACGGTTCTCAGTGACAC 



AAATGGCTTTACCAAACATTGTCAGT 

ACCTTTAC GTGTTAGAAG GCATTT 

CTTTCCACAGCAATTGTTTTGTACGA 

GGGGCCTTACAGCGCGGTCCACTT 

CCCTACTTGATTAAAGATTGAGGTGG 

AATTCTAGATGTG GTC ATTCGTGT 

ACAGAGAGTCACCCGCGAGTACGAA 

ACAGGCACATTTTTAGAAACTCACA 

AGAAATGGTACGGGGAATGTGAATAA 

CACGAAATGGTATGGG G AAATGTG 

CACAACGGGTCTTAATGACGACGGAA 
AG ATACATCCATCG GTATGAACGC 
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4982 Table 2 

4983 Table 1 

4984 Tablel 

4985 Table 1 

4986 Table 1 

4987 Table 1 

4988 Table 1 

4989 Table 1 

4990 Table 1 

4991 Table 1 

4992 Table 1 

4993 Table 2 
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4997 Table 1 
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5007 Table 1 

5008 Table 1 
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NA BG1 18529 

Hs.285729 BG1 63237 

Hs.111554 BG164898 

Hs.193482 BG165998 

Hs.83731 BG179257 

Hs.278428 BG286817 

Hs.1 73830 BG289048 

Hs. 129872 BG290577 

Hs. 170980 BG387694 

Hs.266175 BG391695 

Hs.58643 BG397564 

Hs.24054 BG489375 

Hs.29131 BG497765 

Hs.172089 BG501063 

NA BG501895 

Hs.3280 BG505961 

Hs.2790O9 BG532345 

Hs.74647 BG536394 



NA 



BG542394 



Hs.83077 BG547627 

Hs.301497 BG566035 

Hs.343475 BG566964 

Hs.11050 BG571068 

Hs.194110 BG571747 

Hs.306155 BG572371 

Hs.301756 BG573202 

Hs.79101 BG575739 

Hs.172780 BG611117 

Hs.5064 BG614405 

Hs.86437 BG615272 



Table 8 

12612035 602348464F1 NIH_MGC_90 cDNA 
clone IMAGE:4443519 5\ mRNA 
sequence 

1 2669951 60201 3364F1 cDNA, 5' end 

/done=lMAGE:41 49351 /done_end=5' 

12671532 ADP-ribosylation factor-like 7 (ARL7), 

mRNA/cds=(14,592) 
1 2672701 cDNA FLJ11903 fis, clone 

HEMBB1000030 /cds=UNKNOWN 
1 2685889 CD33 antigen (gp67) (CD33), mRNA 

/cds=(12,1106) 
1 3040034 progestin Induced protein (DD5), 

mRNA /cds=(33,8432) 
13044499 602383666F1 cDNA, 5' end 

/clone=IMAGE:45l2712 /done_end=5' 

1 3047679 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 10,2410) 
1 3281 1 40 cell cycle progression 2 protein 

(CPR2), mRNA/cds=(126,1691) 
1 32851 43 cDNA FLJ20573 fis, clone KAIA4464 

/cds=(104,1402) 
13291012 602438603F1 cDNA, 5' end 

/clone=IMAGE:4564988 /clone_end=5 , 

1 3450885 hypothetical protein GL009 (GL009), 

mRNA/cds=(77,628) 
1 3459282 nuclear receptor coactivator 2 

(NCOA2), mRNA /cds=(1 62,4556) 
1 3462580 mRNA; cDNA DKFZp586l2022 (from 

clone DKFZp586!2022) 

/cds=UNKNOWN 
13463412 602548201F1 NIH_MGC_61 cDNA 

Clone IMAGE:4654344 5\ mRNA 

sequence 

1 3467478 caspase 6, apoptosis-related cysteine 

protease (CASP6), transcript variant 

alpha, mRNA /cds=(78,959) 
1 3523883 matrix Gla protein (MGP), mRNA 

/cds=(46 r 357) 
1 3527940 T-cell receptor active alpha-chain 

mRNA from JM cell line, complete cds 

/cds=(1 36,969) 
13534627 602571761 F1 NIH_MGC 77cDNA 

clone IMAGE:4696046 5',~mRNA 

sequence 

13546292 interleukin 18 (interferon-gamma- 
Induclng factor) (1L18), mRNA 
/cds=(177,758) 

1 3573688 arginine-tRNA-proleln transferase 1-1 p 
(ATE1) mRNA, alternatively spliced 
product, partial cds /cds=(0, 1544) 

13574617 601556208T1 cDNA, 3' end 

/ctone=IMAGE:3B26392/clone_end=3 , 

13578721 mRNA; cDNA DKFZp434C0118 (from 
clone DKFZp434C0118); partial cds 
/cds=(0,1644) 

13579400 hypothetical protein PRO2730 

(PRO2730), mRNA/cds=(183,598) 

13580024 chorionic somatomammotropin 

hormone 1 (placental lactogen) (CSH1), 

transcript variant 2, mRNA 

/cds=(1 16,886) 
13580855 Homo sapiens, clone MGC:17544 

IMAGE:3462146, mRNA, complete cds 
• /cds=(256,894) 
13583392 cyclin G1 (CCNG1), mRNA 

7cds=(187,1074) 
13662488 602343016F1 cDNA, 5' end 

/cIone=lMAGE:4453466 /clone_end=5' 

1 3665776 60249091 0F1 cDNA, 5' end 

/clone=IMAGE:4619835 /clone__end=5' 

13666643 602411368F1 cDNA, 5' end 

/clone=lMAGE:4540096 /clone end=5' 



PCT/US0 1/47856 



T GTTCT TGTGCTGCTGTTATCTATACT 
ATTTTTGTTCGTGCCTTCTGACT 

GTCTGGGTGCCAACTTGAGACAGGT 
GGTCTAGGAAATTGCGGTAAGAGCG 

CCCCTGGTTTTCTCGTTCTGCCTCCT 
TTGGACCTGTGTTTGTTTTCTGCT 
CCCTTAGAATGGTTACTGC CCTTG AA 
TTAACTTGACACAACTTGG GTTG G 
AGGCTGATTCTTGGAGATTTAACACC 
CCACAGGCAATGGGTTTATAGACA 
TCTC CTTTCAGTTCCTTTGTAG GATTT 
CTG GG CTTGAAG GATAGTCTTCA 
ATACTGTGTGATTTGCCCTTGCTGTC 
CAACCCTGTTCTTGCTGCCATTTA 

AGAATGTCCCACTTGCTGTCTCTTAG 
AGGCTGAGCTTCATTTCTATGAGC 
CAACCTCTGGAGAGTGCCTACTGTTA 
G AAG CTGAAGGGATGTC AAAGTCA 
CTTTAAATCTTAGATTG CTCCG CACA 
GATAAAGAGAACCAG G ATTG GGG C 
GCCTCAGTACAGAGGGGGCTCTGGA 
AGTGTTTGTTGACTGAATAAACGGA 

AGGACTTAACGGGAATACGGGAATAA 

CTCCAATTACTTCATCTCTAGGGC 

TGCCTAAGAGCAAAGCATCCTCTGCG 

ACAAAAGAAAATTACTGTAGTGGC 

AAACACAC AG GAAAAGGGCAAAGGG 

GGCACCAGGAGAACCGGGAGACAAA 

GACATGGAGCCCCCGGAAAAGCGGG 
TCTGGACACCAAGTCGATGTGTGAG 

ACAGAATCAGATTTTGCAGGTGTCCA 
ACCTATAGTGGCTAAGAATTATGT 

AAACTGTTTGGAGAATTTAAGCACTC 
TCTGATGGGGGACAACTCTATGGA 
AATAATTGGTCTTTTAAACAAACACG 
G AAGTTTGGTGGAATCG GTCATGT 

TGTG GCGATTAAG AG AGGTG AAGC AT . 
AACTGATTTGCAG GATATGGTTTG 

G CAG AACTCTAATTGTACGGGGTCAC 
AGAGGCGTGATATGGTATCCCAAA 

TGGAGATCCTTCTACTTGGCTGCTGT 
ATTCATGCATTATGTTGGTTTGAG 



ATTTGTACCAAATCTTTGGGATTCATT 
GGCAAATAATTTCAGTGTGGTGT 

GGTTTTAGCAGTTCTTTAGCCCGTGG 
TATTTCAGTGTTGGGTTTCATAGC 

GGGAGCCATAAGAACGACTCCAAAAA 
G AGC CCCAAAGGAGGACAAGG GGG 

TCAGGGTCTTGGATACTCAAGAGAAA 
G GAG ACTTGTGGTTAATGTTTG G A 



TCCTTAGCACACGAAAAAGCCCCTTC 
CC CTG GATTCATGTTTCTTATTTC 

AAGCAAGTAGACACCTTCATAACTAT 
GAATGAAGCTGCTGAAGTAGTGTT 
TCCATTAAAGATCGCAAATGTTGAGG 
TCCTGTAGCCTG AAAACTCTCTG C 

CTGATTCAAACAGGTTCCAACGTAAA 
ACGTTCACACTTCCACCATTTCCT 

TGATGTTGGTATG CTTGCCCTGTTAC 
TTATAGACAGTCTTTGTCATAGGC 
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5010 Table 1 

5011 Table 1 

5012 Table 1 

5013 Table 1 

5014 Table 1 

5015 Table 1 

5016 Table 1 

5017 Table 1 

5018 Table 2 

5019 Table 1 

5020 Table 1 

5021 Table 1 

5022 Table 1 

5023 Table 2 

5024 Table 1 

5025 Table 1 

5026 Table 1 

5027 Table 1 

5028 Table 1 

5029 Table 1 

5030 Table 2 

5031 Table 1 

5032 Table 2 

5033 Table 1 

5034 Table 2 

5035 Table 1 

5036 Table 2 

5037 Table 2 

5038 Table 1 

5039 Table 2 

5040 Table 1 



Hs.111911 BG617515 

Hs.326392 BG618351 

NA BG622313 

Hs. 173334 BG674441 

Hs.343615 BG675211 

Hs.250905 BG675766 
NA 8G676788 

Hs.21812 BG676903 
Hs. 171 802 BG678827 
Hs.12396- BG679427 

Hs.4248 BG679662 
Hs.1 82937 BG681320 

NA BG682704 

Hs.250465 BG707615 

Hs.235883 BG708357 

Hs. 11 9960 BG709079 

Hs.87908 BG709315 

Hs. 10056 BG720359 

Hs.6986 BG723274 

Hs.181392 BG740787 

Hs.86543 BG743518 

Hs.77202 BG743900 

HS.95835 BG747862 

Hs.204959 BG758569 

Hs.37617 BG760189 

Hs.1 82447 BG766957 

Hs.301226 BG768471 
Hs.301226 BG768471 
Hs.124675 BG772661 

Hs.301226 BG775821 
Hs.1 80450 BG820627 



Table 8 

13668886 602540462F1 cDNA, 5* end 

/clone=IMAGE:467l519 /clone_end=5* 

13669722 son of sevenless (Drosophila) homolog 
1 (SOS1), mRNA/cds=(0,3998) 

13673684 60264698 1 F1 NIHJVIGC 79 cDNA 
done IMAGE:4768413 5\"mRNA 
sequence 

1 3905837 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA /cds=(0,1 922) 
13906607 602621 493F1 cDNA, 5* end 

/clone=IMAGE:4755166 /done_efxf=5' 

13907162 hypothetical protein (LOC51234), 

mRNA/cds=(0,551) 
13908185 602623378F1 NCLCGAP Skn4 cDNA 
clone IMAGE:4748322 5\ mRNA 
sequence 
13908300 AL562895cDNA 

/clone=CS0DC021YO20>(3-prfme) 
13910224 RST31551 cDNA 

13910824 602302446F1 cDNA, 5' end 

/clone=IMAGE:4403866 /ctone_end=5 , 

13911059 vav 2 oncogene (VAV2), mRNA 

/cds=(5,2641) 
13912717 peptidylprolyl Isomerase A (cyclophilin 
A) (PPIA), mRNA/cds=(44,541) 

13914101 602629666F1 NCLCGAP Skn4 cDNA 
clone IMAGE4754273 5', mRNA 
sequence 

1 39841 38 mRNA; CDNA DKFZp434E2023 (from 
clone DKFZp434E2023) 
/cds=UNKNOWN 
13985618 602628774F1 cDNA,5'end 

/clone=IMAGE:4753483 /c!one_end=5' 

13987060 mRNA; CDNA DKFZp727G051 (from 
clone DKFZp727G051); partial cds 
/cds=(0,1423) 
13987530 Snf2-related CBP activator protein 
(SRCAP), mRNA/cds=(210,9125) 
1 3999546 hypothetical protein FLJ1 4621 

(FLJ14621), mRNA/cds=(525,1307) 
14002461 glucose transporter pseudogene 

/cds=UNKNOWN 
1 4051 440 major histocompatibility complex, class 
I, E (HLA-E), mRNA/cds=(7 l 1083) 

14054171 602495247F1 cDNA, 5' end 

/ctone=IMAGE:4609330 /clone_end=5' 

14054553 protein kinase C, beta 1 (PRKCB1) 

mKNA/cds=(1 36,21 51) 
14058515 RST8356CDNA 

14069222 hypothetical protein FU14886 

(FU 1 4886), mRNA /cds=(1 11,1169) 
14070842 602144947F1 cDNA,5'end 

/clone=IMAGE:4308683/clone_end=5' 

1 407761 0 heterogeneous nuclear 

ribonucleoprotein C (C1/C2) (HNRPC) 
transcript variant 1, mRNA 
/cds=(191,1102) 
14079124 mRNA for KIAA1 085 protein partial 

cds /cds=(0, 1755) 
14079124 mRNA for KIAA1085 protein, partial 

cds /cds=(0, 1755) 
14083314 Ob13b08.s1 cDNA, 3' end 

/clone=IMAGE:1323543 /clone_end=3' 

14045938 mRNA for KIAA1085 protein, partial 

cds/cds=(0,1755) 
14168214 ribosomal protein S24 (RPS24), 
transcript variant 1, mRNA 
/cds=(37,429) 



PCT/US01/47856 



GGTCTTTGTCC C AGTAGAGTTCATAG 
TCTATTTAGTGTGCATGTTTTTCC 

TTGTGTCCAAAAGTGTTAACGAAGAC 
TACTTAA CCCAATGATTGGCGCGA 

ATGCGTG GATATTGAG AACTTAGGTG 
TCTAATGG GGAG GATTATTGCTGT 

AAGCATTTCCATTTCAACGAGT7TGT 
CAGCTTTATTAATGTTGG GC AAAA 

AAACCTACCACTTTAAGAAGACAGCG 
ATGGGTAATTCTTTATTGGCAGGT 

ATTCAGCATTAGT7TCTCACATCTTCC 
CCCAGGTATCCCCAACAGAATTA 
ACACCTCTCTTAGGGCTCCATCAAAC 
AGAACTTTTAGACTGAGTAACGCT 

AAGTTTGTGCAGCACATTCCTGAGTG 

TACGATATTGACCTGTAGCCCAGC 

ACCATGAACAGTGTGTTGCTTCAGAC 

TATTA CAAAGAGAATGGGGCAGGT 

TTTTTGAAAAGTATGTTTGGTAGAAAT 

TAGTTGTATGCCCTCAGGACGGT 

GAAATTAGTGTGAACATGTGGGAAGC 
CCGATG CATGTGGGTCAGGGATCT 
TCCCTGGGTGATACCATTCAATGTCT 
TAATGTACTTGTGGCTCAGACCTG 

CAGACAGCACAGCCTGAGGGTAGCA 
GCAGCCACCCATGTTCAGGTAAGTC 

GCCATGAGGTGGAGGACGTGGACCT 
GGAGCTGTTCAACATCTCGGTGCAG 

TCTGCACCCAAACAAATACCTTTTGA 
GATTTCTTATAGGCATTCCTCTCG 

GAAGCTCTGCCGCAGCGCCAGGCAC 
TTCCTACACCACTACTACGTCCACG 

CAGC TCGGACCACCGCCACCTCCCT 
TT7TATTTACAGATCAC CCAGTAAG 
G GTCCCCTCCTGGAG ACTC CCTCAC 
AAAATCTTrCCCCAAGCTGTTCCCC 
TGAATGGGCGTTTATCTTAATGACCA 
GTTATTGACCAAAGTGTACTCAGA 
AGCCTATTCCTATTCTCTAGCCTATTC 
CTTACCACCTGTAATCTTGACCA 

GCAATGGGCGGCCAACTATGAACCC 
TACGTGGTGGTGCCACGAGACTGTC 

GCCTGGAG CTTGG CTTTGTATCCA AG 

TGTATGGTTGCTTTGTCTAAGAGG 

AGGGAGACTCTCAGCCTTCAGCTTCC 

TAAATTCTGTGTCTGTGACTTTCG 

AGCCTACAAGCCACCTCGCCACTGT 

GAACTTGTCGTCACTCTTGGATGTC 

CCTGCTCACAGACCAGGAACTCTACA 

AGCTGGACCCTGACCGGCAGTACC 

AGCAGTTC CACAGTGTTTCACACTAC 
AGGATTTAAATATTTTGCTCCAGA 



CCTTTATCCACCTGGATTTTAGGGAC 

AAACACTGAAAACGAATAAGTCCA 

CCTTTATCCACCTGGATTTTAGG GAC 

AAACACTGAAAACGAATAAGTCCA 

CAGAGAACGAAAGTCAAGTGCAGCG 

AGTTGGGTGGAAGCTGATAGAGCAA 

CCACAAACCATTCAGATCAGGCACTT 
GCTGACCCTGGTTCTTAAGGACAC 
AAGAAACTATGTAGCATAGTGTCTTA 
ACAC CTCAGTAAAGTAAGCTGGCC 
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5041 Table 1 

5042 Tablet 

5043 Table! 

5044 Table 1 

5045 Table 1 

5046 Table 1 

5047 Table 1 

5048 Table 1 

5049 Table 1 

5050 Table! 

5051 Table 1 

5052 Table 1 

5053 Table 1 

5054 Table 1 

5055 Table 1 

5056 Table! 

5057 Table 1 

5058 Table! 

5059 Table! 

5060 Table! 

5061 Table! 

5062 Table 1 

5063 Table! 

5064 Table 1 
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Hs.1432 BG913430 

HS.247474 BG913498 

Hs.72988 BI086609 

Hs.288036 BI086741 

Hs.131887 BI090806 

Hs.287797 BI091791 

Hs.146381 BI092128 

Hs.75249 BI092568 

Hs.73965 BI093470 

Hs.1 04679 BI094249 

Hs.7905 Bll 93299 

Hs-217493 Bll 95901 

Hs. 33026 Bll 98202 

Hs.!79661 B1222978 



Hs.178703 H56344 

NA H57221 

Hs.74002 H81660 

Hs.5122 N31700 

NA R11456 

Hs.208603 R64054 



NA 



NA 



NA 



R85137 
T80378 
TB0654 



Table 8 

1 4293906 protein kinase C substrate 80K-H 

(PRKCSH), mRNA/cds=(!36,1719) 
1 4293974 hypothetical protein FLJ21 032 

(FLJ21032), mRNA /cds=(235,1 005) 
14504939 signal transducer and activator of 

transcription 2, 113kD (STAT2), mRNA 

/cds=(57,2612) 
14505071 tRNA Isopentenylpyrophosphate 

transferase (IPT), mRNA 

/cds=(60,1040) 
14509136 60241 5255F1 cDNA, 5* end 

/ctone=IMAGE:4523725 /clone end=5' 



14510121 
14510458 

14510898 
14511800 
14512579 

14648319 

14650921 
14653223 
14676422 



Hs.23158 BI224666 14678110 
Hs.218387 H03298 



mRNA for FLJ00043 protein, partial 
cds/cds=(0,4248) 

RNA binding motif protein, X 
chromosome (RBMX), mRNA 
/cds=(11,1186) 

mRNA for KIAA0069 gene, partial cds 
/cds=(0,680) 

splicing factor, arginine/serlne-rich 2 
(SFRS2), mRNA /cds=(1 55,820) 

Homo sapiens, clone MGC:18216 
IMAGE:41 56235, mRNA, complete cds 
/cds=(2206,2373) 

SH3 and PX domain-containing protein 
SH3PX1 (SH3PX1), mRNA 
/cds=(43,1830) 

annexin A2 (ANXA2), mRNA 
/cds=(49,1068) 

mRNA for FLJ00037 protein, partial 
cds/cds=(3484,3921) 

Homo sapiens, tubulin, beta 5, clone 
MGC:4029 IMAGE:3617988, mRNA, 
complete cds /cds=(1 705,3039) 

600943902F1 cDNA, 5' end 
/clone=lMA6E:2966352 /clone_end=5' 



5066 


Table 1 


Hs.44189 


W00466 


1271875 


5067 


Table 1 


Hs.306117 


W16552 


1290934 


5068 


Table 1 


Hs.17778 


W19201 


1295429 


5069 


Table 1 


Hs.340717 


W25068 


1302933 


5070 


Table 1 


Hs.8294 


W80882 


1391906 


5071 


Table 3A 


Hs.133543 


AA251316 


1886279 


5072 


Table 3A 


Hs.96487 


AA524555 


2265483 



866231 tc88c1 1 Jt1 cDNA, 3' end 

/clone=IMAGE:2073236 /clone_end=3' 

1004988 AV716627cDNA,5'end 

/c!one=DCBBCH05 /done_end=5' 
101 0053 yr08e08.r1 Soares fetal liver spleen 

1NFLS cDNA clone IMAGE:204710 5', 

mRNA sequence 
1 059749 mRNA for steroid receptor coactivator 

1e/cds=(201,4400) 
1 1 52099 60229301 5F1 cDNA, 5' end 

/clone=lMAGE:4387778 /clone_end=5* 

7641 91 yf46a09.r1 Soares fetal liver spleen 
1NFLS cDNA clone IMAGE:1 29880 5' 
similar to gb|M87943}HUMAALU4 

835933 7f01d11.x1 cDNA, 3' end 

/clone=JMAGE;3293397 /clone_end=3* 

943543 yo41c07.r1 Soares adult brain 

N2D4HB55Y cDNA clone 

IMAGE: 180492 5', mRNA sequence 
698887 yd05c01 .r1 Soares infant brain 1 NIB 

cDNA clone IMAGE:24693 5', mRNA 

sequence 

703539 yd22a08.ri Soares fetal liver spleen 
1NFLS cDNA clone IMAGE:10895O 5', 
mRNA sequence 
yz99f01.s1 cDNA, 3* end 
/clone=IMAGE:291193 /clone_end=3' 
capicua protein (CIC) mRNA, complete 
cds /cds=(40,4866) 
neuropilin 2 (NRP2),.mRNA 
/cds={0,2780) 
we58c01.x1 cDNA, 3* end 
/clone=lMAGE:2345280 /clone_end=3' 



mRNA/cds=(273,3752) 



/clone=IMAGE:3699226 /clone_end=3' 



PCT/USOt/47856 



1 AGCAGG AG AC AGCTTC CTG ATCTAGA 
TGTACAATTAGAGTTTAGGTTGGA 

1 TGGAACTAGTCACAATTGAAGTTCTT 
CATCCAGTAGGTGTTAAACAGTGT 

1 CCCACACAAGTGCGCCACATAAATCT 
GCG AGACTCC ACG ACAACAC AG G G 

1 GCAAAC AAGTTCTAAAGTTGTG GAGA 
AAAAGTGATGTGGTCAAGAGTTGA 

1 GCAAGAAAGAGAAACGTAAAAACAGA 
TAGAGATTCTGCCTGTGCTTTGGT 

1 GAGAGTTG CTGGTGTAAAATACGTTT 
GAAATAGTTGATCTACAAAGGCCA 

1 GGTTAACGCTTCTGTGAGGACCTTCT 
GGCTCTTGAGATACCCTAAATATT 

1 ACTTTCATTGGTAAATAAGCCTGTCTT 
CCTATCTG GATTTTTGGTGTGCA 

1 CAGTTATTTAAAG GCTGAC AACTGCC 
TTCCAGACCCGCGCTGTATTAATA 

1 TG GTGGGTACAGAAACATTGTCAC AG 
GGATCCTGGAACAGAGGAAGAGTT 

1 TTCTGACCTAATAATTAC GGG AAATG 
GAAAGTCTGGGCCAGCATCAATAA 

1 TGGGTCGGCAAAGCTATTATAACTTT 
GAATGCTAACGGCATGTTTGACCT 

1 GCTGTGTCCTTTCTGGCACAATCGGG 
G ATTC C ATTCTTTAGAC ACTG G AA 

1 TTGACAAAGATG ACATCG CCCCAAG A 
GCCAAAAATAAATGGGAATTGAAA 

1 GTAAAGATCAGAATACCAAGGCCAGC 
TAAGGCAACGACTCCCTCCCCAAA 

1 ATACGGGACAATAAAATCTGCCTTTT 
GCTCTGGAGGGAGATACTACCTCT 

1 ATGCTGGTGTCATGTGACATTTGTTG 
AGTCTCGG GCATGTTCACGGTGGG 

1 GGAAATTGTGCCAAAACCATGGAAAA 
TATTACTGTGTGTGGG GTGTCTGT 

1 TTTGTGTGTGAAATATAACATTGATTG 
AATTGCAGTTACATTTGGTTAGT 

1 AACATTCTACATAGCACAGGAGCTTA 
AGAGTGGCATTATCTTCTCGCCTT 

1 TAAGGTTAGGCAATAACTTAGGGGTA 
TATTCTCTTCCTG CATCCC AGTGC 

1 TAAG GTGTTTGCTGGG G G ATGTTGTG 
TGTATTAG GGGAGTGTTTC CCTTG 

1 AAAACATTGCCAGACCATTTAGTCCT 
CTTGGAAGG GCCTCTCCGGTGGG G 

1 CG G GG GAATAG GAGGAAAAACATGG 
CATGGAACAAACCAACATAAAAGGT 

1 ACTGGTGTTGGTGCTTTTGTCTGTCA. 
TACCATAGTATTTTCAAAACTTCA 

1 CCTTGAGAAACACCCATCTCCACTTC 

CTAGACAAACCAATGAACATTAGT 
1 AACTGTGAGGCAAATAAAATGCTTCT 

CAAACTGTGTGGCTCTTATGGGGT 
1 CTAAGTCATTGCAGGAACGGGGCTG 

TGTTCTCTGCTGGGACAAAACAGGA 
1 G C CGTTCTTTATAG AAC AATTCCTTTC 

TCTTCTCTTGAATGTGGCAGTCA 

1 AGCCTACCTCCCTACCCCAAGCTGTC 
TGTTGAGAGCAGTGCTGACCCCAG 

-1 TTTCATAAACCCACTCCTTCCTCTTCA 
CCCACTTGCAATCCGCATGCTTC 

-1 CAAGTTGGTTTAGTTATGTAACAACC 
TG AC ATG ATGGAG GAAAACAACCT 
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5073 Table 3A NA AA628833 



5074 <Jb mining NA AA701193 



5075 Table 3A 

5076 Table 3A 

5077 db mining 

5078 db mining 



Hs.307486 
Hs. 1041 57 
Hs.220649 
Hs.192078 



AA729508 
AA765569 
AA774984 
AA884466 



Table 8 

2541220 af37g04.s1 

Soaresjotaljetus Nb2HF8_9w cONA 

clone IMAGE: 1033878 3', mRNA 

sequence 
2704358 zj80c03.s1 

SoaresJetalJiver_spleen_1NFLS_Sl 

cDNA clone (MAGE:461188 3* similar (o 

gb:MH124 HLAC 
2750867 nx54a03.s1 cONA 

/clone=IMAGE: 1 266028 
2816807 EST380899 cDNA 

2834318 QV1-GN0320-051200-552-D08 cDNA 

2993996 te30h04.x1 cDNA, 3' end 

/clone=IMAGE:2087479 /c)one_end=3' 



5079 db mining Hs.194249 AA907080 3042540 HOA43-1-G6.R cDNA 



5080 Table 3A 

5081 db mining 

5082 Table 3A 

5083 Table 3A 

5084 db mining 

5085 db mining 

5086 db mining 

5087 db mining 

5088 db mining 

5089 db mining 

5090 db mining 



Hs.143254 
Hs.163271 

Hs.46476 
Hs.238954 

Hs. 133261 

Hs.292803 

Hs.6733 

Hs.133930 

Hs.1 33949 

Hs.134018 

NA 



AA961072 
AF343666 

AI018105 
AI031624 

AI052754 

AI056470 

AI057025 

AJ073993 

AI074528 

AI076071 

AI081253 



5091 db mining Hs.134590 AI081258 



5092 Table 3A 

5093 db mining 

5094 db mining 

5095 Table 3A 

5096 db mining 

5097 db mining 

5098 db mining 



Hs. 105621 

Hs.230775 

Hs. 146591 
Hs.23158 
Hs. 150708 
Hs.326995 
NA 



AI084553 
A1035563 

AJ086023 

AI097125 

A11 22689 

AI144314 

AI144317 



5099 db mining NA AI1 87859 

5100 Table 3A Hs.121210 AI204611 



3127626 EST388440 cDNA 

1 3591717 translocation associated fusion protein 
IRTA1/IGA1 (IRTA1/IGHA1) mRNA, 
complete cds /cds=(1 36,402) 
3232624 EST386846 cDNA 

3249836 602637935F1 cDNA, 5' end 

/done=IMAGE:4765448 /clone_end=5' 

3308745 oy78e01.xlcDNA t 3 , end 

/clone=IMAGE:1671960 /ctone_end=3' 

3330336 oy77d03 j<1 cDNA, 3' end 

/cfone=IMAGE:1671845 /done_end=3' 

3330814 phosphoinositide-specific 

phospholipase C PLC-epsilon mRNA, 
complete cds /cds=(235,7146) 

3400637 oy66d03.x1 cDNA, 3' end 

/clone=IMAGE1 670789 /clone_end=3' 

3401 172 oy79d05.x1 cDNA, 3' end 

/cione=JMAGE;1 672041 /done_end=3* 

3405249 oy80b1 1x1 cDNA, 3' end 

/clone=IMAGE:1672125 /done_end=3* 

3418045 oy67c02.x1 NCI^CGAP CLL1 cDNA 
clone IMAGE:1670882 3 7 slmilarto 
gb:X64707 BREAST BASIC 
CONSERVED PR 

3418050 oy67d 1.x1 cDNA, 3' end 

/clone=IMAGE:1670900 /done_end=3' 

3422976 HNC29-1*B1.R cDNA 

342401 1 oy68d10.x1 cDNA, 3* end 

/cIone=lMAGE:1670995 /done_end=3' 

3424446 oy70f10.x1 cDNA, 3' end 

/cione=IMAGE:1671211 /done_end=3' 

3446707 600943902F1 cDNA, 5' end 

/clone=:|MAGE:2966352 /done_end=5' 

3538455 oy79f03.x1 cDNA, 3' end 

/clones IMAGE: 1 672061 /done_end=3 l 

3666123 oy84f01.x1 cDNA, 3' end 

/clone=lMAGE:l672537 /clone_end=3' 

3666126 oy84f04.x1 NCI CGAP CLL1 cDNA 

done fMAGE:1672543 3" similar to 

gb:X64707 BREAST BASIC 

CONSERVED PR 
3739068 qe07h05.xiSoaresjestis_NHTcDNA 

clone IMAGE:1738329 3'. mRNA 

sequence 
3757217 EST384285 cDNA 



PCT/US01/47856 



GACTCGTTACGCCGTAGTTTGTCCTA 
TCTTGTTTATCAAATGAATTTCGT 



AGCCGCCCAGCTACTTAATCCCTCAG 
TAACATCTATCTAAATCTCCCATG 



TGGCCTGTG CTTTTACCAC ACCGTCA 
AAC CCTTGATCATTTCTGTAAACA 
ACATTCTCAT AGTC CAGGGGCTCAAC 
AACTTTGGCCTTTTCCAGCACCAC 
TCAGCAGTTGTGCCrnTCTCACAGA 
TC CAGCCGTCCTTCTCGCTGTCAC 
TG C AA G CAATAAAATCTTG CTTTAATC 
AGTAACCACTGTCTGACAGGACA 

GGTCGTAGAGAAGACAGCAAGGGAG 
GG GATAAAACCCAGG AAGG ACTTAA 

GG CTCACGATG ACAACCGCCTACG G 
AAAAACTCTAATTCCTAAACATCTA 
GACAAGCCAGGTCAGCCCAGATTGC 
CAAAGCAGCACTTG CCTACACCAGC 

GGTTCC CTTGAAGC AGTGCCAACCTA 
AATCTACCTCAGGTAAGTAGTTAG 
GCTGACAGTATGGAGGCTAAAGGTG 
TGGAGGAACCAGGAGGAGATGAGTA 

CAAGTGTGCCGG G CAAGTTTG GGAA 
GGTGAAGCAATCTGTGACTTAAATA 

GAGCTACTCAAGGGGAAAAAAGGGC 
ATATAGTATGCTCTGGTAGTAAAAGT 

GCTCAAG ATCACC TCTTTGTCATCTT 
GAACAATGTTTTTCTCTTCTAG GT 

TGGTGATAATAGAGATTGTTTCTGCC 
CTGGG G GTAGTTCAAG GATAACAC 

CTTCAGGTTTGGCCCAGCCCCTCCTT 
GAAGACTCCTTCCATCCAGTCAAG 

CCCAAGTGAAGTCAAAGTTACTGTGT 
GGTTGATAGGGAACATGGCTGGAT 

ACCCGCAGACCAGATGGTTGAAAGG 
AAAAATTAAAGCCTTCTTGGGGATT 



GGAGTTAGATCAACCTTATGGGGAAG 
GGAAAGGCAGG G CTTGTG AC AATT 

GATGG CTGCTTG GTTGCTAAACCCAG 
ACA G GGTCCTTCOAGTG CATCTGC 
CATTTGTGG GTGGAGG GTTTTGAATG 
TCCTCTTTCCATGTCAGGCAAAGG 

TTCTATGAAGGTTTCCCTGGACAAGA 
AACTGCCAGAGAGC CCTTAG CTC A 

TGCTGAATGTACCTGAGTGTATGTAT 
TTAAAAGGACTCACATGGGCATCA 

TCTCAACCCTAATATTCA7TGTTCCAT 
GAGCATTGTCAGGTTTTGGATGG 

ACAAGTGGAAGAGGAAGACAGAAGA 
ATGGGTCAGGGAGATGCAAGGATGG 

TCCTTAGGGAAAAGAAGATTTTCAAA 
CCCTTCGTTAGTTTCGGTAGGGCC 



ACGCAATTTGTTCACATACATACACAT 
GCAAATCCC AAAAGAAG GTTTTA 

CCCAGCCCTCTATGTACCCGTGTCCC 
AGCCAGCAATAAATG CCATCTTGG 
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5101 db mining 

5102 db mining 

5103 Table 3A 

5104 db mining 

5105 Table 3A 

5106 db mining 

5107 db mining 

5108 db mining 

5109 db mining 

5110 db mining 

5111 db mining 

5112 db mining 

5113 db mining 

5114 db mining 

5115 db mining 

5116 db mining 

5117 db mining 

5118 db mining 

5119 db mining 

5120 db mining 

5121 db mining 

5122 db mining 

5123 db mining 

5124 db mining 

5125 db mining 

5128 db mining 

5127 db mining 

5128 db mining 



Hs.144814 
Hs.1 26580 

Hs.36475 
NA 

Hs.158501 
Hs.1 50175 
NA 

Hs.157560 
NA 

Hs.1 57808 
Hs.327396 
Hs.157811 
Hs.270193 
NA 

Hs.327411 

Hs.157279 

Hs.157280 

Hs.263433 

Hs.304043 

Hs.80426 

Hs.1 57310 

HS.157311 

NA 

Hs.296281 
Hs.327453 

NA 

Hs.1 58876 
Hs.283438 



AI220630 
AJ222355 

AI243620 
AI263168 

AI290845 

AI301070 

AI356349 

AI356388 

AI356470 

AI361701 

AI361729 

A1361733 

AI361773 

A1364677 

AI364929 

AI364931 

AI364944 

AI365377 

AI365414 

AJ365418 

AI365460 

AI365473 

AI367021 

A1368512 
AI378055 

A1378091 

AI376095 

AI378109 



Table 8 

3802833 RST44972 cDNA 

3804558 602691805F1 cDNA, 5' end 

/clone=IMAGE:4B24264 /clone_end=5' 

3839017 EST372075 cDNA 

3871371 qh49e10.x1 Soares_NFL T.GBCS1 
cDNA clone IMAGE: 1848042 3\ mRNA 
sequence 

3933619 7q71b07.x1 cDNA, 3* end 

/clone=IMAGE:3703644 /clone_end=3' 

3960416 qo16d04j(1 cDNA, 3' end 

/done=IMAGE: 1908679 /clone_end=3' 

4107970 qz26d12jt1 NCI_CGAP_CLL1 cDNA 
done IMAGE:2028023 3* similar to 
contains MER7.b2 MER7 repetitive ei 

4108009 qz26e07.x1 cDNA, 3* end 

/clone=lMAGE:2028036 /c!one_end=3' 

4108091 qz27b11j(1 NCLCGAP CLL1 cDNA 
clone IMAGE:2028093 3', mRNA 



41 1 3322 qz1 8e09 jc1 cDNA, 3' end 

/clone=IMAGE:2021896 /clone_end=3' 

41 1 3350 qz24a08.x1 cDNA, 3' end 

/clone=lMAGE:2027798 /ctone_end=3* 

41 13354 qz24b02Jt1 cDNA, 3' end 

/clone=JMAGE;2027787 /ctone_end=3* 

4113394 qz19c05.x1 cDNA, 3 1 end 

/c!one=IMAGE:2021960 /clone_end=3' 

4124366 qz05h09.x1 NCLCGAP CLL1 cDNA 
Clone IMAGE:2020673 3\ mRNA 
sequence 

412461 5 qz23b07.x1 cDNA, 3' end 

/ck>ne=lMAGE:2027701 /done_end=3' 

4124620 qz23c04.x1 cDNA, 3' end 

/clone=IMAGE:2027718 /clone_end=3' 

4124633 qz23d1 1.x1 cDNA, 3' end 

/clone=IMAGE:2027733 /clone _end=3' 

4125066 qz08a02.x1 cDNA, 3' end 

/clone=lMAGE:2020874 /clone_end=3' 

4125103 7e97a03.x1 cDNA, 3* end 

/ctone=IMAGE;3293068 /clone_end=3' 

41 251 07 brain and reproductive organ- 
expressed (TNFRSF1A modulator) 
(BRE), mRNA /cds=(1 46,1 297) 

4125149 qz09e06.x1 cDNA, 3' end 

/clone=IMAGE:2O21026 /clone_end=3 t 

4125162 qz09f09.x1 cDNA, 3* end . 

/clone=IMAGE:2021033 /clone_end=3* 

4136766 qz23h06.x1 NC1_CGAP_CLL1 cDNA 
clone IMAGE:2027771 3' similar to 
contains MSR1.t1 MSR1 repetitive el 

4147265 interleukin enhancer binding factor 1 
(ILF1), mRNA /cds=(1 97,21 64) 

4187908 tc79e11.x1 cDNA, 3' end 

/clone=IMAGE:2072396 /c!one_end=3' 

4187944 tc80a09.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2072440 3\ mRNA 
sequence 

4187948 tc80b01 .xl cONA, 3' end 

/ctone=lMAGE:2072425/clone_end=3' 

4187962 7f19b03.x1 cDNA, 3' end 

/clone=IMAGE:3295085 /done_end=3' 



PCT/US0 1/47856 



-1 AG CCTGG AATTCTAAG C AGC AGTTTC 
ACAATCTGTAATTGCACGTTTCTG 

-1 TG GTTACTC ATGTCCTCAAAGACGAC 
TCATGATGCTGGATATGAAGAACT 

-1 AGGCAAAAGTCATTTCTTCCCTATATT 
TTGTCATG CTTATCTCCTGTCTC 

-1 GTATG AAGGCAAGAAAATTTCAG G GG 
AAAACAAGTGGTTATTTTCTGGCC 

-1 GATACCCTCTTCCTAAGACTCATCGC 
GTCTCTTCCAGCCTCCTCGCCCCA 

-1 TCTGTATGCTGTGGTCTCATCAGGAA 
CCTTTCTCTGCACTGCATTTTTCC 

-1 AG AGCTG GTTCCAG AAGGTTCGG AT 
GAGTCCTGAATGTTTATGTAGGGCA 

-1 TCCTTAGTCTCCTTCAATTTCCACACA 
CTGAACATGACATTTTACCCTTT 

-1 TTTTCTGTTTTCTGTTTTAAGAAMTC 
TGGAACCGCAAGGCCGTCCCTTT 

-1 CCAAAGCCTTTGTTGTTTGGTGGCGA 
G GCCCCTTTTTGAATGG GGTTTTT 

-1 TGCCGCCCCCAG GATTCTTTTAAGAA 
TAAAAAGAAATGAGTGTGGACATG 

-1 CCTACG ATATCCTTTTCAAATAGGG G 
TGGGTCCAGCCCCC7TGTGCCCTG 

-1 CTGGG AGAAAG GTACTTTGGGTrAGT 
GGTAGG GATAGGGATGAACGGG AA 

-1 AGCATAATCCTAATGAG G AACTTTGT 
CTGAAGTCTGAGGCTGAGTTACTT 

•1 TTTTGGAACCCTTAGCCCTGTGCAAA 
TCAAAGGATGTGAGGGGAAAAAGG 

-1 ATTTCCCCTACG GATGG GACCAAGAA 
ACTGATGAGAACGGCCAAGTGTTT 

-1 AACACCCGAAACCGTCTTCTGTGGCA 
TTTGTCAGTTGAAAAAGAACACCT 

-1 CCAGTGGCTGGGATGGTGACAGTGA 
CATCCACAGTAAACAGATGAAATGT 

-1 GGATTTCAGAAACAGTTGCAGATATT 
ATTG ATTAGCTAGTTG GCAGTG GG 

-1 CTTGTTC CCAGGCCAGCCCC ACACA 
GTAG GCAGTCATTAAAGTTTGGTGA 

-1 TTTTCCTTCAA CTCTTG C G ACTTTCTT 
GGTCTGCCTGTGTGGTTTTAATA 

-1 TTCTGTTAATAGCAAACATTGCCTTTG 
AGTG CTACTACTAAACCTG AGGC 

-1 TCTAGGGATCTGCC CGG CTCAAAATC 
CCAGGCCGTTAGGCTAAGTTGTTC 

-1 CGGACAAGGGCTGGCAGGTAAATGC 
CTTCAGTTTGTTGTTAAATAGAGGC 

-1 AG CCTTAGCCCCTTTAAAG C ACTTAA 
AGTTACTACTTCCAAATGTGATTT 

-1 ACCTTGTCATTAACAGCTCACTTTGAT 
TGAACATCTACTCTGTGGCGGTT 

-1 TGGAACGGCTATTTGCCGGTTTAAAA 
ACCAAAAACCCCGGTTTTTCCAAA 

-1 GTAAGGCAGACGAGAGAGGCGGAGG 
TCTCACAGTGAACCACAGGATCTGG 
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5129 db mining 

5130 db mining 

5131 db mining 

5132 db mining 

5133 db mining 

5134 db mining 

5135 db mining 

5136 db mining 

5137 db mining 

5138 db mining 

5139 db mining 

5140 db mining 

5141 db mining 

5142 db mining 

5143 db mining 

5144 db mining 

5145 Table 3A 

5146 db mining 
•5147 Table 3A 

5148 Table 3A 

5149 db mining 

5150 db mining 

5151 db mining 

5152 Table 3A 

5153 Tabte 3A 

5154 Tabte 3A 



Hs.158958 AI380117 
Hs. 158967 AI380252 
Hs. 158969 Af380283 
Hs. 158971 A1380329 
Hs.309122 AI380449 
Hs.302447 AI380514 
Hs.231261 A1380594 
Hs.158988 AI380719 
Hs. 159000 AI381037 
Hs.159025 AI381601 
MA AI382670 
Hs.192078 AI383475 
Hs.327467 AI383510 
Hs.105125 AI383774 
NA AI383803 

MA AI384024 

Hs.107622 AI391443 

HS.1 60956 AI391451 

Hs.160959 AI391500 

NA AI392705 

Hs.160978 AI392745 

Hs.160981 AI392793 

Hs.160982 AI392799 

Hs.189031 AI392805 

Hs.221014 AJ392814 
Hs. 168287 AJ392830 



Table 8 

4189970 tf98b07.x1cDNA,3'end 

/clone=IMAGE:21 07285 /clone__end=3' 

4190105 tf94d05.x1 cDNA, 3' end 

/cione=IMAGE:21 06921 /clone_end=3' 

4190136 tf99g02.x1cONA t 3 , end 

/done=IMAGE:21 07442 /clonej2nd=3' 

4190182 tf94g05.x1 cDNA, 3" end 

/done=IMAGE:21 06968 /ctone_end=3' 

4190302 tg02f1Zx1 cDNA, 3' end 

/clone=IMAGE:2l 07631 /done_end=3' 

4190367 Ig01e02.x1 cDNA, 3' end 

/done=lMAGE:21075l4 /clone_end=3' 

41 90447 tf95h06.x1 cDNA, 3' end 

/done=iMAGE:2107067 /clone_end=3' 

4190572 tg03h03.x1 cDNA, 3' end 

/done=IMAGE:2107733 /done_end=3' 

4190890 tg20h01.x1 cDNA, 3' end 

/done=IMAGE:2109361 /clone_end=3' 

4194382 td05g03.xl cDNA, 3' end 

/done=IMAGE:2074804 /done_end=3 t 

4195451 qz05f05.x1 NCJ_CGAP CLU cDNA 
done IMAGE:2020641 3\ mRNA 
sequence 

4196256 te30h04.x1 cDNA, 3' end 

/done=IMAGE:20S7479 /done_end=3' 

41 96291 td03c10.x1 cDNA, 3' end 

/ctone=IMAGE:2074578 /done_end=3 l 

4196555 602639120F1 cDNA, 5' end 

/done=IMAGE:4762804 /c!one_end=5* 

4196584 tc98f01.xl NCI_CGAP_CLL1 cDNA 
done IMAGE:2074201 3' similar to 
gb:J03626 URIDINE 5'- 
MONOPHOSPHATE 

4196806 Id05b02.x1 NCI_CGAP CLU cDNA 
done IMAGE.-2074731 3 7 simHarto 
contains Alu repetitive elementcon 

4217447 tr36e06.x1cDNA,3'end 

/done=IMAGE:21 071 38 /clone_end=3' 

4217455 tf96f03j(1 cDNA, 3' end 

/done=IMAGE:2107133 /done_end=3' 

4217504 602086202F1 cDNA, 5' end 

/ctone=lMAGE4250424 /clone_end=5' 

4222252 tg23b03.x1 NCI_CGAP_CLL1 cDNA 
done IMAGE:2109581 3\ mRNA 
sequence 

4222292 tg08b05.x1 cDNA, 3' end 

/done=JMAGE:2108145 /done_end=3' 
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5155 db mining Hs.276774 AI392845 4222392 



4222340 tg04g01.x1 cDNA, 3' end 

/clone=IMAGE:2107824 /clone_end=3" 

4222346 tg04g09.x1 cDNA, 3' end 

/done=IMAGE:21 07840 /clone_end=3' 

4222352 tg04h03.x1 cDNA, 3* end 

/clone=IMAGE:2107829/ctone_end=3' 

4222361 MR2-HT1162-180101-007-d08 cDNA 

4222377 tg10b09.x1 CDNA, 3» end 

/clone=lMAGE:2l 08345 /done_end=3' 

tg10d01.x1 cDNA, 3' end 
/done=IMAGE:21 08353 /clone_end=3' 



-1 TTGCCTGCCATGCCCTTATAAGTGCC 
CTTTAATGTCATAGCATGTAAAGG 

-1 GGGTTTGTGTCCCCATTTAGAATCTG 
ATGAAACGGTGGGCTTTCCTTCTT 

-t CAGAGCCTCCAGAATTATGTGAACTT 
GTCTCAAAACATTCTCTAAATGGC 

-1 GAAAGGACCCGAGGGTTTGTATTTAA 
AAAGCCTCCCCTGGGCCTCAAAAA 

-1 GCCAACTGCTTAGAAGCCCAACACAA 
CCCATCTGGTCTCTTGAATAAAGG 

-1 TGTCTAGAACAGACTGAGAGTGACAC 
GCATATTTGATTGTGAGGACAGTT 

-1 GTTTGGCCCCCAAAGTGTTTAGGAGA 
GCTTTCTCCCTAGATCGCCCTGTG 

-1 CCAGGAGGGCCAGAATTTGAAAATTC 
CTTGGGGTTGTTCTTTTTCCAAAA 

-1 CAGTTTGAGCAAAAGCCTTTGAAATC 
CAAGACTTTTCCCCTTGGGGTGCT 

-1 CCAGTTGGTTTTTGGACTCCAAAGCC 
CAGGACCCTTCCAAATCCTGCTTG 

-1 AGGCCTTTTTCAAAGAAAAACCCCTT 
TGGGGAAAAAGGGAAAGGGCAAAA 

-1 TTTTGCTTGCTGTCGGGAGAATAAAG 
CAGGGAACCTTTATGTAGTGAAAA 

-1 GGGTTTGGCCCGATTATATTAGGTTG 
GGTGGGGGAAAAATTTTATGGGGG 

-1 GTGAACTGGATCTTGAGG CCGTGCT 
GGAAACCG GAAGGTACACTGCTTGG 

-1 CAAAACTTGAGATAAGGTTAAAACTG 
TGCCCAGAGGAAAACTGGTAGTCT 

-1 TG CAGCCAGATTGTTCCAAGGTTGCC 
AATTACCTAGTGGGTAAATTTCCC 

-1 AGTGCTTATCATGAAATGTGCTTCAC 
TGGTTCAG CTCTGTTGTTTCCTTA 

-1 GTTATTTGGGAGACAAATGGACGGG 
CAGGAAGATTGATGCTCC GCTGTTC 

-1 A GCTGA AGGGCTTCAACTTTGCTTGG 
ATTTTTAAATATTTTCCTTGCATA 

-1 TGCAGGCTCATTGTGCTCCTTCTTCT 
GGGTTTCAATTGGATTTCAGTCCT 

-1 ATCTCTAATGAAGCCTAGGATCAGAT 
TTG TGGCATACCAACAGCACATGT 

-1 CCACAAGGGTTAGTTTGGGCCTTAAA 
ACTGCCAAGGAGTTTCCAAGGATT 

-1 CGCTTTATTCC CACGAAACCTAGGAC 
AGTGGCCATCAAACCGAGCGCTTT 

-1 CCTGTTGTG GCTGGCTGC ATAATAAT 
TTCCAGGAGGCTTTCGGAAATGTT 

-1 CGGTCCAGTCGGCTGCTTCCATTCCC 
TGAAGAAGAGG CCCTAAAGTTAAA 

-1 TTAGCCTCAAAGGGGTGGGGAAAAG 
CCCATACCTCCTGGGCCAGTCCTAG 

-1 CCTTAGAATTAAGTTGAATTTTCCTGC 
CTTGCTAAGCAAGACTTCCTGCA 
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5156 Table 3A Hs.1 59655 AI392893 



5157 db mining 

5158 db mining 

5159 db mining 

5160 db mining 

5161 db mining 

5162 Table 3A 



5164 db mining 

5165 db mining 

5166 Table 3A 

5167 Table 3A 

5168 Table 3A 

5169 Table 3A 

5170 Table 3A 

5171 Table 3A 

5172 Table 3A 

5173 db mining 

5174 db mining 

5175 Table 3A 

5176 db mining 

5177 db mining 

5178 db mining 

5179 db mining 

5180 Table 3A 

5181 db mining 

5182 db mining 



Hs.327469 AI392990 

Hs.230848 AI392999 

NA AI393006 

Hs.228891 AI393017 

HS.1 59706 AI393038 

Hs.160273 AI393041 



5163 Table 3A Hs.1 26265 AI393205 



Hs.159718 

Hs.240635 

Hs.160401 

Hs.340891 

Hs.274851 

Hs.1 60405 

Hs.76239 
Hs. 160408 

Hs.244666 

Hs.160410 

Hs.160423 

Hs.159678 

Hs.228337 

Hs.159682 

Hs.159683 

Hs. 1771 46 

Hs.225567 

NA 

Hs.224409 



AI393217 
AI393223 
A1393906 
AI393908 
AI393960 



AI393970 
AI393992 

AJ394001 

AI394009 

AI394303 

AI394671 

AI394690 

AI394730 

AI394733 

AI399977 

AI400714 

AI400725 

AI400796 



Table 8 

4222440 tg05d07.x1 cDNA, 3' end 

/clone=lMAGE:21 07885 /done_end=3 t 

4222537 tg22f02.x1 cDNA, 3 1 end 

/clone=IMAGE:21 09531 /clone_end=3' 

4222546 tg22f 1 1 .x1 cDNA, 3' end 

/clone=lMAGE:21 09549 /clone_end=3' 

4222553 tg22g06.x1 cDNA,3'end 

/clone=lMAGE:21 09562 /done_end=3* 

4222564 tg22h05.x1 cDNA, 3' end 

/done=IMAGE:2l 09561 /done_end=3' 

4222585 tg25b07.x1 cDNA, 3' end 

/clone=IMAGE:21 09781 /clone_end=3* 

4222588 tg25b10.x1 cDNA, 3' end 

/done=IMAGE:21 09787 /done_end=3' 

4222752 Homo sapiens, Similar to RIKEN cDNA 
0610006H10 gene, done MGC.9740 
IMAGE:3853707, mRNA, complete cds 
/cds=(171,1130) 

4222764 tg14c09.x1 cDNA, 3* end 

/clone=IMAGE:2108752 /done_end=3' 

4222770 tg14d03.x1 cDNA, 3' end 

/done=IMAGE:21 08741 /done_end=3' 

4223453 tg05f08.x1 cDNA, 3* end 

/done=IMAGE:21 07911 /done_end=3' 

4223455 wi30d1 1 .x1 cDNA, 3' end 

/done=lMAGE:2391765 /done_end=3* 

4223507 tg1 1 d04.x1 cDNA, 3* end 

/done=IMAGE:2108455 /done_end=3' 

4223509 tg11d08.x1 cDNA, 3* end 

/done=IMAGE:2 1 084 63 /done_end=3' 

4223517 hypothetical protein FLJ20608 

(FU20608), mRNA /cds=(81, 680) 

4223539 tg06c05.x1 cDNA, 3' end 

/done=lMAGE:21 07976 /done_end=3' 

4223548 tg08d04Jd cDNA, 3* end 

/clone=IMAGE:21 07975 /done_end=3 f 

4223556 tg1 1 e02.x1 cDNA, 3' end 

/clone=IMAGE:2108474 /clone_end=3' 

4223850 tg09g1 1 .xl cDNA, 3' end 

/done=IMAGE;21 08324 /clone_end=3' 

422421 8 tg24a07.x1 cDNA, 3' end 

/clone=IMAGE:21 09684 /clone_end=3' 

4224237 tg24c06.x1 cDNA, 3* end 

Vclone=IMAGE:2109706 /clone_end=3' 

4224277 tg24g04.x1 cDNA, 3' end 

/clone=IMAGE:2109750 /clone_end=3' 

4224280 tg24g09.x1 cDNA, 3* end 

/clone=)MAGE:21 09760 /clone_end=3' 

4243064 tg92e06.x1 cDNA, 3' end 

/cione=IMAGE:21 16258 /clone_end=3' 

4243801 tg93g12.x1 cDNA, 3' end 

/clone=IMAGE:2116390 /cione_end=3* 

4243812 tg93h12.x1 NCI_CGAP_CLL1 cDNA 
clone IMAGE:2l"l6391 3* similar to 
contains TAR1.t1 MER22 repetitive e 

4243883 IL3-ET01 14-01 1100-330-F11 cDNA 
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CAGCCACGGCCCCTCGCGTCTTCGC 
G GC ACGTTAATTAAATG CGG AAAAC 

TTTTAC CC AAATTTTAAAGGC CGG AT 
AAAAGGGTTTTTGTTTGGAAGGGA 

GGAGGTTAGGGCCTGAAGCTCAAAG 
CTCCCCCTTTTTAATAGTTTTTCCC 

C CCCTT TGGGCCCCCCG GGTTTT CC 
C 1 1 1 1 I GGTTTCGGGTTG 1 1 I 1 1 I G 

ACGTGGGCCTTTGGACCCCTTATAAG 
ATGGTCATAAGACCCCAAAACTGA 

ATGG CTATAAG GCCAAAAAAGTTTGG 
CGGCATGGGGGA I I I I i IGCTCTT 

AGAGACGGCCACCTGAGACCAATTA 
GAATATC CACACCAGTGGAAGAG AG 

GCCTCCCCAACCCCTGGCCTCAATTT 
CCCTTTCTATAAAATGGAAGATGT 



ACACCCAGCCAAAGAAAAGCATACCT 
GAATCCAAGAGAGTATTTACACTG 

CTCAGAGAAGAACAGTGTAGAAACCC 
GCGCTGTGTGAAGCGAGGTTGGGC 

ACTTTCCATTGTTGAGCTGGGGAGTT 
GGATTTTGTCCATTTGTTTTTATG 

TCCCAGTGATGATTCGCTCCCTTTGT 
TAATTACTCAGTGTTTCTTGTTTT 

TGCGTGCTGCTAATACTTAGGTACCC 
ATAATAGGTCTTTACACTCAGTTT 

CCTGACCTTGAGGCATTTTTGATTGT 
GCAGTTACCTAGGGTATGCTTGTG 

GAGG ACTGGGACC GTG ATTCCACTA 
ACCGGAAACCGTCGCCTTTCGGGCC 
GGGGAAGTCAAGGAGACACACACGC 
TCTTTCAACAGAATCAGCTCTTAAT 

AACTAGATCCTGCCTTAGAAAACCTT 
TTGCCATGAATGACAAATTCATGT 

TGTCAG C ATCTGGAATAGTGTAAGTA 
TGCAGTGGAG G AAATCTC ATCCTT 

TTAAC AG G ACCTCTGGGC CAC CAAG 
GAGAAAGGGCTGGGGAAGCCAAGAG 

GTTCTGTGATAGTTTGTTTCCCCTCAT 
CTCCCTCACCTCTGCCTGGGTTG 

GGCCCCTCCTTTTGCTGGAGAGTTTT 
TTATAAACTGGAGCCCGATTTCAT 

G G GCTTTTTCTTCCCCTAATC AGG GT 
GACCTGGGCCTTTTGGGCAGGATC 

AAG G AGGG GAGTG AATGATATTGCT 
GTCATTTCTCAGCAAATCATAGTGA 

TAAAATTCTCTGTGGGAAAAAGCCTG 
CCAATAAAATGG G GGTTTTTGGGC 

ACAGACTAAGCTGGTTTGGTGGATTC 
ATCTTTCACTTATGAAGAAAGCAG 

CCCAAAGCCTGGGGGGTTTGGCCCA 
AACCTTCCCCCTGGTnTTATAAAA 

ACTGCTTTCAAGAAAGTGGGACCAGT 
GGCATTGTAGCCACCATAATCACT 
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5183 db mining 

5184 db mining 

5185 db mining 

5186 db mining 

5187 db mining 

5188 db mining 

5189 Table 3A 

5190 Table 3A 

5191 Table 3A 

5192 Table 3A 

5193 db mining 

5194 db mining 

5195 Table 3A ■ 



Hs.174778 AI400826 

Hs.270294 AI401001 

Hs.224178 AM01179 

Hs.175336 AI401184 

Hs.327913 AI401303 

Hs.159693 AI417000 

Hs.79968 AI419082 

Hs.131067 AI421806 

Hs.159103 AI431873 

Hs.254006 AI432340 

Hs.283442 AI435240 

Hs.327548 AI435268 

NA AI436418 



5196 Table 3A Hs.165703 AI436561 



5197 Table 3A 

5198 db mining 

5199 Table 3A 

5200 db mining 

5201 db mining 

5202 db mining 

5203 db mining 

5204 db mining 

5205 Table 3A 

5206 db mining 

5207 Table 3A 

5208 db mining 

5209 Table 3A 



Hs.111377 AI436587 
Hs.283443 AI436589 

Hs.257066 AI438957 

Hs.165701 AI438979 

Hs. 165702 AI438980 

Hs.327566 AI439020 

Hs.327567 AI439044 

Hs.165704 AM39060 

Hs.165581 AI439580 
NA AJ439601 

Hs.192463 AI439633 

Hs. 165732 AI439643 

Hs.255490 AI439645 



Table 8 

4243913 th10g11.x1 cDNA, 3' end 

/done=lMAGE:21 17924 /clone_end=3' 

4244088 tm29d1 1 .xl cDNA, 3' end 

/clone=lMAGE:21 58005 /clone_end=3* 

4244266 Jg26g1 1 .x1 cDNA, 3* end 

/done=IMAGE:21 09956 /done_end=3' 

4244271 7o18b08.x1 cDNA, 3* end 

/clone=IMAGE:3574239 /done_end=3' 

4244390 tg92d01 .x1 cDNA, 3' end 

/done=lMAGE:21 16225 /clone_end=3' 

4260504 th02f02.x1 cDNA, 3' end 

/clone=IMAGE:21 17115 /clone_end=3' 

426501 3 spncing factor 30, survival of motor 

neuron-related (SPF30), mRNA 

/cds=(0,716) 
4267737 yt85b05.s1 cDNA, 3' end 

/clone=IMAGE;231 057 /clone end=3' 
4306229 te97d09.x1 cDNA, 3' end 

/clone=IMAGE:2074097 /clone_end=3' 

4309500 tg54e08jc1 cDNA, 3* end 

/done=IMAGE21 1 261 0 /done_end=3* 

4301 796 ti02a08.x1 cDNA, 3' end 

/clone=IMAGE:2129270 /done_end=3' 

4301992 ti02d10.x1 cDNA, 3' end 

/clone=IMAGE:2129299 /done_end=3' 

4281540 ti01h02.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2129235 3* similar to 
SW:SYB2_HUMAN P19065 
SYNAPTOBREVIN 

4282683 U03b03.x1 cDNA, 3* end 

/clone=IMAGE:21 29357 /done„end=3' 

4282890 AL582032CDNA 

/done=CS0DL0O3YA06-(3-prime) 
4282906 7f34g01 jtf cDNA, 3' end 

/clone=IMAGE:3296592 /done_end=3' 

4300957 UJ-H-BI3-aka-h-10-0-U|.s1 cDNA, 3' 
end /clone=IMAGE:2733930 
/clone__end=3* 

4301 1 1 1 tc89d1 1 x\ cDNA, 3' end 

/clone=IMAGE:2073333 /done_end=3' 

4301118 tc89d12.x1 cDNA, 3' end 

/clone=IMAGE:2073335 /clone_end=3' 

4301397 tc89e05.x1 cDNA, 3' end 

/dcr.e=!MAGE:2C73344/done_end=3 : 

4301565 tc89h03.x1 cDNA, 3' end 

/clone=IMAGE:2073365 /done_end=3' 

4301677 tc84f07.Xl cDNA, 3' end 

/clone=IMAGE:2072869 /clone_end=3* 

430531 8 QV3-DT0043-21 1 299-044-d03 cDNA 

4305465 tc85d10.x1 NCLCGAP_CLL1 cDNA 
done IMAGE:2072947 3*. mRNA 
sequence 

4305688 7q86c05.xl cDNA, 3' end 

/clone=IMAGE:3705201 /clone_end=3' 

4305758 tc91 e06j(1 cDNA, 3' end 

/ctone=lMAGE:2073538 /clone_end=3 , 

4305772 Ic91e08.xl cDNA, 3' end 

/done=IMAGE:2073542 /clone_end=3* 
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GCCC TTGGCAAATGATTTGAGACCCC 
TTTTGAAAACCATGTAGGATGAAT 

CACACAGCAGTGGCTTGGGGATGAG 
G AAGGAAGG GAGAATCTCAACGG AG 

TTTTTCTGTGAGTTAGGGGCATGGAG 
GCGGCAGTG7TGGGAGCTGGAGCC 

AGTTGGCTCTAGTTTAAAGATATAAAT 
ACGTACCTCACTTAAACCCCATGT 

CTTCAGGCCCAAG TTCAACGGGTTAA 
AGAGGTCCGCTCCCAAATTATTCT 

GTC CC AGTAGCCCC ATTTCAG G GCTT 
GCTAGTTACATGGGTTTGTGTTTA 

GGATGTGTGATGTTTATATGGGAGAA 
CAAAAAGCTGATGTATAGCCCTGT 

CAATTTCCACCTCTAAGGGGGTCGG 
GAAAGGCACGCTGAGGGTGAATATG 
GCTTTCAAATGAATTTCAGGGCTTTC 
TTTG AAG CAGTCTTGTAAAGTTGT 

TCCTTTCTGGATACCAGGAATCACTT 
AAAAATCTGTGTATAATG CCCCCA 

AAACAGGGAACGACAGGAAAAAGAT 
GACCGTGATACACTCTGCTAAAAGC 

CCCCCC CGGC TTCCCCCTTTTTTCCC 
CGCCCGTTTTTTTGGGGGAATGGG 

GGCCATGCCGGGCCAGCCCCACCTG 
AAGCTCAGTGAAAGCTGATTAAAAA 



CGCAGGACTCTAAAGATCCAAGCTCA 
CAAAACACTCCAAATCCACCTCGA 

AACTTTACTTCTGTTCTTGGCAGGAC 
ATGGAGAGAGGGAGGGATTCCAAA 
GGGTGATAA7TGAGGGTGC CGCTGG 
GAAGGTCCGAGAATGGGTTTTCATG 

GTTCATTGCTGTTCAGAGTGTTGCTG 
CTGTGGTGCTATAAATGCTCCCAG 

TATTCCACCAGTGAGCTACACTCCCG 
GCCCCTTTAGTGTTGTTTGTAAAC 

CC GTGTTG TGGCAAAATGGTCCCTG 
GAG i 1 1 1 1 GACCCTGTGTTTAAAGA 



T7TTTTGGGGCCGAAAACCCCCAATG 
AGGGGGATTAAAGCTGTTTTCCCC 

GGGGTTGTCCTTTTCCCACCCTGATG 
GGGAATTTATGGATGGGTTTCCTT 

AAATGAGTGACCAAAACACTTCTGTA 
CCACTTCTGTGAGCTGAGGTCCAG 

AGGAACCTAAAGAAACTGCCAAGTGT 
AGATAAGCATTG AG TATGTTACC C 
GGTTGTCCAGTTTTCGGTTTTTAACG 
CCCCCCATAGGGGATTTGGCCCCC 

GTTTTGGAATGAGGAATGATTTTTCTA 
AGCCTGACATCAGATGTCTGACA 

GAAATTCTCCCCTTTTCCCCTCTCCTT 
CCCTTCTGCTGACCTGTTCTCAG 

CACAGAGGGAGTGTGCAGGGCCAGA 
TTTCATCCTGGGGCCACGCTGAAAT 
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5210 Table 3A Hs.9614 AI440234 

5211 Table 3A Hs. 309279 AI440337 

5212 Tab!e3A Hs.89104 AI440491 



5213 Table 3A 

5214 Table 3A 

5215 Table 3A 

5216 Table 3A 

5217 Table 3A 

5218 Table 3A 

5219 db mining 

5220 Table 3A 

5221 db mining 

5222 db mining 

5223 Table 3A 

5224 db mining 

5225 Table 3A 

5226' db mining 



5230 db mining 

5231 db mining 

5232 db mining 
5233* Tab!e 3A 



Hs.59844 

Hs.327610 

HS.121973 

Hs.86437 

Hs.149095 

Ks.303662 

Hs.170772 

Hs.78746 

NA 

Hs.292501 

Hs.300759 
Hs:300759 
NA 

NA 



AI440512 

AI452611 

AI458739 

AI469584 

AI471866 

AI472078 

A1472326 

AI474074 

AI475527 

A1475611 

AI475653 
AI475653 
AI475668 

AI475678 



5227 Table 3A Hs. 105676 AI475680 

5228 db mining Hs.170338 AI475682 

5229 Table 3A Hs.236030 A1475694 



NA AI475735 

Hs.327640 AI475806 

Hs. 170586 A1475815 

Hs.1 05052 AI475827 



5234 db mining Hs.258864 A1475833 

5235 Table 3A Hs.170587 AI475884 



Table 8 

4281 195 Nudeophosmin (probe bad, mutations, 
wrong clone used) (nucleolar 
phosphoprotein B23, numatrin) 

4282020 tc88b03.x1 cDNA, 3' end 

/done=lMAGE:20731 97 /cIone_end=3 , 

4300600 60259091 7F1 cDNA, 5' end 

/c!one=IMAGE:4717348 /clonejsnd*^ 

4300747 tc83f09.x1 cDNA, 3' end 

/clone=IMAGE:2072777 /done_end=3' 

4286566 tj27g07.x1 cDNA, 3' end 

/clone=IMAGE:2142780 /clone_end=3 l 

4311318 602428025F1 cDNA, 5' end 

/done=!MAGE:4547239 /done_end=5* 

4331674 602411368F1 cDNA,5'end 

/done=IMAGE:4540096 /done_end=5* 

4333956 ti67d04.x1 cDNA, 3* end 

/clone=IMAGE:21 37063 /clone_end=3' 

4334168 tj85h03.x1 cDNA, 3* end 

/clone=IMAGE:2148341 /donej2nd=3' 

4334416 tj87c09.x1 cDNA, 3' end 

/clone=IMAGE:2148496 /done_end=3' 

43271 1 9 cAMP-specific phosphodiesterase 8A 

(PDE8A) mRNA, partial cds 

/cds=(0,2141) 
4328572 tc85g07.x1 NCLCGAP^CLLl cDNA 

done IMAGE2072988 3\ mRNA 

sequence 
4328656 7f03g08.x1 cDNA, 3* end 

/clone=IMAGE:3293630 /ctone_end=3' 

4328698 ribosomal protein L36 (RPL36), mRNA 

/cds=(145,462) 
4328698 ribosomal protein L36 (RPL36), mRNA 

/cds=(1 45,462) 
4328711 tc93c08.x1 NCI__CGAP_CLL1 cDNA 

clone IMAGE:2073710 3*. mRNA 

sequence 

4328723 tc93d10.x1 NCLCGAP_CLL1 cDNA 
done WIAGE:2073715 3' stmilar to 
gb:M92287 G1/S-SPECIFIC CYCUN 
D3( 

4328725 tc93d12.x1 cDNA, 3* end 

/clone=IMAGE:2073719 /done_end=3' 

4328727 tc93e03.x1 cDNA, 3' end 

/done=lMAGE:2073724 /done_end=3' 

4328739 SWl/SNF related, matrix assodated. 

adin dependent regulator of chromatin, 

subfamily c, member 2 (SMARCC2), 

mRNA/cds=(22.3663) 
4328780 tc86g02.x1 NCI_CGAP_CLL1 cDNA 

clone IMAGE:2073074 3', mRNA 

sequence 
4328851 tc94g03.x1 cDNA, 3' end 

/clone=IMAGE:2073844 /done_end=3' 

4328860 tc94h02.x1 cDNA, 3' end 

/clone=lMAGE:2073843 /clone^end^* 

4328872 . adaptor protein with pleckstrin 

homology and src homology 2 domains 
(APS), mRNA/cds=(127,2025) 

4328B78 tc87b01 .x1 cDNA, 3' end 

/done=IMAGE:2073097 /clone_end=3' 

4328929 Ic95c12.x1 cDNA, 3' end 

/done=lMAGE:2073910 /clone end=3' 
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TGATAGGACATAGTAGTACGGGTGGT 
CAGAC ATGAAAATGGTGG GG AGCC 



CAATACCTACCCCCAGTGGCAGCCG 
CCTGCTCCTCATGACCCAAGTAAGT 

TGTTTTAACAACTCTTCTCAACATTTT 
GTCC AGGTTATTCCCTGTAAC C A 

TAAGTGTCAGGTTTGTGGGGAAGGTT 
ATTCTTGCCTTGTGTATTTTGTCC 

CAAACCCCTATCCCCCATTCTCCTCC 
TATCCCTCAACCCCGACATCATTA 

CCTGCAACAGCTAAGGCCAAGCCAA 
ACTTACCGTGGACTCAAACACTTTG 

TGAATTTG GAGTC CCTG GC ACATAAA 
TCTACCTTCAAATCAGAGGTCCTT 

TCCCACCCCTTTTCTACTGAATTTGT 
GGGGATCCTATAATAAAAGTGAAT 

ACTACCAGAGCCCTAGGACTTCTGAG 
CACATTTAGAAAATACCAGAGGCA 

C ATG TC AGAG TTCTTAAC AGAAAG CA 
AAGGTTTCCAACAGCACTTGCATT 

AT GAAATCTC ATGGGGC CAAACTG CA 
CATCAGCTACTGCTACCTTCTTGC 

CCCTGTGGC AACTTGTG GGTACG GTT 
TAACTGGACCACGCTGAGCTTCTG 

AGAAATAGTGTTTCTCGGAAG CTCAG 
TTTGGAGCTGACTGCACAC GTTG C 

GTTG CTGGCTGCCCTCCCCTGCACT 

CTCCCTGAAATAAAGAACAGCTTGG 

GTTGCTGGCTGCCCTCCCCTGC ACT 

CTCCCTGAAATAAAGAACAGCTTGG 

ACGTGTCAGACACAATCCTGAGCCTT 

CTACAAGTGTTCCCTCTTACTCCT 

AAGCCCTGTTTACCCAGG Hi l l CTT 
AAG GCGAGAAGGTTTAGGGTGGTG 



GAGAAAGCTC CCA GTCTGTCTTTCC C 
AAC ATCC CTTC AGTTTCAATAAGC 

TTCAGGTGAGTGTG CCTGGAGGTGG 
AGAACTATGGTTTTGATAACTTGGC 

AAGGTGCCATGTATTGAAAGTGTGCG 
TCAAAGAACATAAATATCAGTGGA 



TGTAATTATTTTCTGTATGTTCAAGAA 
GGTAAAGGAAAGGACAGCTATGGGA 

A7TTATTTGGGGTTGGTCCCCCCT7T 
GGGCCCCCCGGGTTTTCCCl I I 1 1 1 



-1 AACCATAAAAGGC C CGTTTGGTTAGT 
TTTCCCTGTTTCCTGGTTTGGGCT 

•1 TTATGGG GTAACTC ACTTTGG GCGGC 
ACGAAGAACTCCAGGCGGAAGCGT 



TCTCTCCCCATCCCAAGTCATCCAGC 
CCTTTTTCCTACCCTCAATAAACC 

C CC CCTG ATG GACTTCAAATATGTCT 
C ATC AACTACAGTATTAAATGC C A 
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5236 Table 3A Hs.170588 AI475905 

5237 db mining Hs.170589 A1475909 

5238 db mining NA AI475926 

5239 Table 3A NA AI476556 

5240 db mining NA AI479016 



5241 Table 3A 

5242 db mining 

5243 Table 3A 

5244 db mining 

5245 db mining 

5246 Table 3A 

5247 db mining 

5248 Table 3A 

5249 db mining 

5250 db mining 

5251 Table 3A 

5252 Table 3A 

5253 db mining 

5254 db mining 

5255 Table 3A 

5256 db mining 

5257 Table 3A 

5258 db mining 

5259 db mining 



Hs. 170784 A/479022 

Hs.187200 AI479029 

Hs.337139 A1479075 

NA AI479094 

Hs.185498 AI479659 

Hs.170909 AI492034 

NA AI492041 

Hs.1 19923 AI492066 

Hs.327698 AI492127 

Hs.170912 AI492164 

. Hs.341634 AI492181 

Hs.276903 AI492640 

Hs.170933 AI492648 

NA AI492653 

Hs.170331 AI492865 

Hs.327702 AI493426 

Hs.276907 AI493726 

Hs.342652 AI493740 
NA AI494343 



5260 db mining Hs.283456 A/494542 



5261 Table 3A 

5262 Table 3A 



Hs.171009 AJ494612 
Hs.342008 AI498316 



Table 8 

4328950 tc95f06.x1 cDNA, 3' end 

/clone=IMAGE:2073923 /done_end=3' 

4328954 Ic95f10j<1 cDNA, 3' end 

/clone=IMAGE:2073931 /clone_end=3' 

4328971 tc95h10.x1 NCI^CGAP CLL1 cDNA 
clone IMAGE:2073955 3* similar to 
gb:M59849 RBRILLARIN (HUMAN);, 
mRN 

4371782 tm53e03.x1 NCI_CGAPJ<id1 1 cDNA 
clone IMAGE:2161852 3\ mRN A 
sequence 

4372184 tm29h05j<1 NCl.CGAP_CLL1 cDNA 
clone IMAG&2158041 3' similar to 
gb:X58141_rna1 ERYTHROCYTE 
ADDUCIN 

43721 90 tm30a05 jcl cDNA, 3' end 

/clone=IMAGE:21 58064 /clone_end=3' 

4372197 tm30b06.x1 cDNA, 3' end 

/clone=lMAGE:2158067/clone_end=3' 

4372243 tm30h01 .x1 cDNA, 3' end 

/clone=IMAGE:2158129 /clone_end=3' 

4372262 tm31b02.x1 NCI_CGAP CLL1 cDNA 
done IMAGE:2158155 3 r similar to 
contains TAR1.t1 MER22 repetitive e 

4372B27 tm32h04.xl cDNA, 3' end 

/c!one=lMAGE:21 58327 /clone_end=3' 

4393037 tg06f12.x1 cDNA, 3' end 

/clone=lMAGE:2108015 /clone_end=3' 

4393044 Ig06g08.x1 NCI_CGAP CLL1 cDNA 
done JMAGE21 08030 3 7 similar to 
gb:L23320 ACTIVATOR 1 140 KD 
SUBUNI 

4393069 tg12b03.x1 cDNA, 3' end 

/clone=IMAGE:21 08525 /done_end=3' 

4393130 tg07d04.x1 cDNA, 3' end 

/clone=fMAGE:2108071 /done_end=3' 

4393167 tg12h01xl cDNA, 3* end 

/done=IMAGE:21 08593 /done_end=3' 

4393 1 84 wt85e01 jc1 cDNA, 3' end 

/clone=IMAGE:2514264 /done_end=3' 

4393643 q Z 18a06.x1 CDNA, 3* end 

/clone=IMAGE:2021 842 /clone_end=3' 

4393651 qz1 8b06.x1 cDNA, 3' end 

/done=(MAGE:2021843 /done_end=3' 

4393656 qzl 8c02.x1 NC!_CGAP CLL1 cDNA 
clone IMAG&2021858 3 7 similarto 
contains Alu repetitive element;, m 

4393868 th78a05.x1 cDNA, 3' end 

/done=IMAGE:21 24752 /done_end=3* 

4394429 tg91a07.x1 cDNA, 3' end 

/done=IMAGE;21 1 61 16 7clone_end=3' 

4394729 qz12f08.x1 cDNA, 3' end 

/ctone=!MAGE-2021319 /done_end=3' 

4394743 yi60c05.rt cDNA, 5' end 

/clone=IMAGE:143624 /clone_end=5' 

4395346 qz14a10.x1 cDNA, 3' end 

/clone=IMAGE:2021 466 /done_end=3* 

4395545 7f12b08.x1 cDNA, 3' end 

/done=IMAGE:3294423 /done_end=3' 

4395515 RST42450cONA 

4390298 UI-H-BI1-aeq.tH)2.0-Ul.s1 CDNA 3' 
end /clone=IMAGE:2720l86 
/done_end=3' 
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CGAGAATGCCTAGGGAAACCAGCTA 
CGCTTACAAGCCAGCTACGCAGCCC 

GGAAACATTGGCCTGGGGGTGTCCC 
CCAAAAGGGGGCCGTTTTTAAAGGG 

TGGGTTGACATTGTTCGCACGGGGT 
GTTTCTTATATTAAAAAGA CTCACT 



CTTTCCACAAMTAATCGATAACCTTG 
GGGGATTGTTTTATG GCTTGACA 

CC G CCTTG G GGAGACAGGTCTTG AT 
TGTCTTTTTCCCAGTGAACATTGTT 



TCCCAGACTTTCAGGAAAGTAACTGT 
AGCACTGTTAATATCACAACAACA 

TTTTAGCTGGGAGTGGGGGGACTAT 
GGGG AATAACTTTC CTTCATTTAAT 

ACATGTGTGTGTTTTCCATGAGGCAC 
TG CTTTTTATGCATTTC CCTCC CC 

CTGTATTTGAAGTCAGCAGGGCTCAG 
CAGGATTTGACCGACAGTTACCTC 

TGGTTTATAGATGCACTTCCTTTCATA 
GGCAGTCCCTGGCACTTTCTTGC 

AGGAGCTGGTATTATTGGAGGGTATT 
ATAGATCCAGTGTATTGTGACTGT 

GCAGTAGTGCTAAGGCGTCTTTTGTA 
GGCTTTAGATTTTGTCGTTATGGC 



GCTTGTCAGAACAGAAGATATTTCCA 
CCCTGCCTAGTAGATGTGTTTCAG 

CCCCCGTTTTAGGTTAGGGCCTTGG 
GCAGGGGTTTGCCCCCTGTTACCCC 

TTGGTTTTATTTATCCAAAACTGAGCC 
TTCTCATAGGCTTTACACCCGGA 

GGC AGG CTCTAGCCACCCTGTCGGT 
TCC C AATAAG CCATTTATTGAATAA 



TTTTTGACCAGTCTACATTTCGTATCT 
GTGGGATCTGCATTTGTGAATTC 

TCTGGACAATGTTGATGCTAACCTTG 
ATGATATCCATCCCTATTACTGGG 

AGGACATGAAGGTCTGAAAAAGAAAC 
AGGAAAATACAGACATCCC CGCTT 

AAGTCAAGGAACCCTCTCGGGTCTCT 
GAGATCCAGGCCAACAGTAAACAG 

A GGGGGCTT TAAAATTTAAAAATTGC 
CTTTTGTTTTAAAAAAGG CCCATGT 

CCCCCTCCCACCCAAAGAAAAAGAAA 
TGGTAACTACCTGGACAAAACATT 

CCCTTGGCTCTTATTGTTCTTGCTGG 
TGTGG TATGTTC CC GGCTGAAAAA 
TTCCCCTTTTTTCCCCCTTTTTTAAAA 
AGCCCCTTTTTTAAATGGGGCGC 

AAGGACAGCTTGCTTGCTGATGAACA 
CTTCCACAGTCTTTTGAGCTAAGT 

AC ATG AGAATTAACCATGTC CAGTAG 
TTAAGTTCATTTTCCTACAGTGTGC 
GCCAGAATGGTACAGAGTGGAGGGT 
GTTCTGCTAATGACTTCAGAGAAGT 
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5263 Table 3A Hs.169541 AI523598 

5264 db mining Hs.171098 AI523617 

5265 db mining Hs.264120 AI523641 

5266 Table 3A Hs.309484 AI523766 



5267 db mining NA 



5268 db mining 

5269 Table 3A 

5270 Table 3A 

5271 db mining 

5272 db mining 

5273 db mining 

5274 db mining 

5275 db mining 

5276 db mining 

5277 db mining 

5278 db mining 

5279 Table 3A 

5280 Table 3A 

5281 db mining 

5282 db mining 

5283 db mining 

5284 Table 3A 

5285 db mining 

5286 db mining 

5287 Table 3A 

5288 db mining 

5289 Table 3A 



AI523780 



Hs.171108 A1523790 

Hs.1 94054 AI523854 

Hs.228926 AI523873 

Hs.207993 AI523884 



NA 

Hs.337129 
Hs.340482 
Hs.283457 
Hs.229405 
Hs.283458 
Hs.327719 
Hs.252359 
Hs.1 92524' 
Hs.283459 
Hs.171119 
NA 

HS.-171122 



AI523904 

AI523973 
AI523988 
A1523989 
AI524004 
AI524006 
AI524013 
AI524022 
AI524039 
A1524046 
AI524139 
AI524156 
AI524202 



Hs.171123 AI524214 

Hs.171124 AI524233 

Hs.174193 AI524263 

Hs.230874 AI524266 

Hs.12315 AI524624 



Table 8 

4437733 th08g1 1 .x1 cDNA, 3* end 

/done=IMAGE:21 17732 /done_end=3' 

4437752 * tg95b03.x1 cDNA, 3' end 

/ctone=IMAGE:21 16493 /clone_end=3' 

4437776 601436078F1 cDNA, 5' end 

/clone=IMAGE:3921 187 /done_end=5' 

4437901 tg94f07.x1 cDNA, 3' end 

/clone=lMAGE:21 16453 /done_end=3' 

4437915 tg94h09j<1 NCLCGAP_CLL1 cDNA 
donefMAGE:2tt6481 3' similar to 
gb:M15059 LOW AFFINITY 
IMMUNOGLOBUL 

4437925 tg96b01 .x1 cDNA, 3' end 

/cione=lMAGE:21 16585 /clone_end=3' 

4437989 HA0669cDNA 

4438008 tg97c12.x1cDNA,3'end 

/clone=lMAGE:21 16726 /done_end=3' 

4438019 tg97e12jc1 cDNA, 3' end 

/clone=IMAGE:21 16750 /done_end=3' 

4438039 tg97h03,x1 NCI_CGAPJ:LL1 cDNA 
done IMAGE:21 16757 3' simiiar to 
SW:MKK2_H UMAN P49137 MAP 
KlNASE-ACT 

4438108 tg98h03.x1 cDNA, 3' end 

/done=lMAGE:21 16853 /clone_end=3' 

4438123 tg99b05jc1 cDNA, 3' end 
/clone=IMAGE:21 16881 /done_end=3' 

4438124 7f27b07.x1 cDNA, 3' end 
/clone=IMAGE:3295861 /done_end=3' 

4438139 tgggdOl.xIcDNA.yend 

Vdone=)MAGE:21 16897 /clone_end=3' 

4438141 tg99d05.x1 cDNA, 3' end 

/clone=IMAGE:21 16905 /done_end=3' 

4438148 tg99e03.x1 cDNA, 3' end 

/clone=IMAGE:21 16924 /clone_end=3' 

44381 57 tg99K)2.x1 cDNA, 3' end 

/clone=IMAGE:21 16923 /done_end=3" 

4438174 tg99h02.x1 cDNA, 3' end 

/done=IMAGE:21 16947 /done_end=3' 

4438181 th01a01.x1 cDNA, 3* end 

/done=IMAGE:21 16968 /done_end=3' 

4438274 th09f04.x1 cDNA, 3' end 

/clone=IMAGE:21 17791 /cione_end=3' 

4438291 th09h01.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:21 17809 3* similar to 
contains Alu repetitive e!ement;con 

4438337 th10d1 1 j<1 cDNA, 3' end 

/clone=IMAGE:21 1 7877 /done_end=3' 

4438349 th11b04j<1 cDNA, 3' end 

/done=IMAGE:21 17935 /done_end=3' 

4438368 th11d04.x1 cDNA, 3' end 

7clone=IMAGE:2l 17959 /clone_end=3' 

4438398 th1 1g07.x1 cDNA, 3* end 

/clone=IMAGE:2i 18012 /clone_end=3' 

4438401 th11g12.x1 cDNA, 3' end 

/clone=IMAGE:2l 18022 /done_end=3' 

4438759 hypothetical protein FLJ1 1608 

(FLJ11608), mRNA/cds=(56l,1184) 
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-1 GCACAACTTCTGGGAATCTAGTGGCT 
GTATGTTAAAGCATC G GTAAAAGA 

-1 AAAAAGGCCCCTTGTTTGTTGGTTTT 
TGGCCCGTTGGGGAAAATGCCTGT 

-1 TTTAGGAGCTGACCATACATGATGAG 
TGATAC AG CCTGTACTTTGCTC AT 

-1 GGTTTCCCACGAACGGGAGGCTGCT 
G AAG AGTC AAAG CCTGGGCAGACTC 

-1 CAGGTCATGAGTATTCCAAGCTCAGG 
TGGTGAGTCCTCCTCACCGGGATG 



-1 AAAGGGAAACTGGCTCTGGCACCAC 
CTACTGGAGACCAAACTTCACCAAA 

-1 GACAAAATAGTTACCTATGCTTTCCTT 
CTGGCACCCCGAATGTACGCAGG 

-1 ATCTGACCTGAG GG AG ATCACAAATG 
CCTTCTGTATTGGGTGGTAATGAT 

-1 TCCGTTGTAACACATCTAATGTGAAC 
GCATTATAAACATGGACCTGTACT 

-1 ACATAACTATTCCGTTGATGAATAGC 
ATCAGGACTTAAATGGTGACCTTGT 



-1 AAC G GGTTTGG GTTTG GG GG G GTTT 
GTTCTTTTTATTGAATCCATTTAAGT 

-1 TATAGGAGATGGGATACTCATTCCCG 
CTGCTA7TGATAAG GTCGGAG GCG 

-1 CAGAACGTCCTCAAGGACACACTCCT 
CCCTCGGGCCTCACTCTGGAGCAC 

-1 CTG G AC ATGTTGTTTCCATGTTC AGT 
CCCTTCCCGGTTTTTGGGTGTTTT 

-1 AAAGTAGCCATCCTGAGTCTCCAGGG 
TGATGAGCGGACTTGGGTGTGGAT 

-1 CCTTCCATCTCATCGGTGGCCTCTCA 
CTGTG GCTC ACTGTTTAACACATG 

-1 TGTTC AAG GTC ACATAGTTTAGGTAA 
GAAGCTCAAACCTGAGTTTTAGGT 

-1 CACCTGATTCCCCCTCTTGCCCACAG 
GACTCTGCTGTTGTTTTCATTCTG 

-1 TCTCGTGAGGTG ATGTG GTG CTG CA 
GACTTAAGCTATCTGCCTTGAAGAT 

-1 AACAAGCCTGGAATAATGCCCCCAAA 
GATTGAGTGGAAATCGCCCCTTTT 

-1 C AGGACC AG ATG GCCC AGGAGGAAG 
TGGATGCTTTCTTGGTAG GG AATG G 

-1 CCTCCTGCTAGAAGACAGATTTCTTC 
CTTG GCTGACAGGCTG AATTAAGC 

-1 AATTTCCAAAAACAAAACAAAACAAG 
CAGGTTTCATGGAGCCCGAGTCCA 

-1 CCTTTATGCAAGTTGTAAGGG GTTG A 
CCAGTAAAGAGGAAGTTTTGCCCC 

-1 AGTATTAGCTACAAACAAGCCTTGTT 
TCCTCTTGGCTGTCAGGCACTGCT 

-1 AAGCCC CAGTAAG GTGTTCAGGACT 
GGTAAACGACTGTCCTCAAGTAAGG 

-1 TGGTTCAGGTAGTAAATGCTTTTGGT 
C ACATC AGAACTCTAGATCTG G GG 



498 



WO 02/057414 



5290 db mining 

5291 db mining 

5292 db mining 

5293 db mining 

5294 db mining 

5295 db mining 

5296 db mining 

5297 Table 3A 

5298 Table 3A 

5299 Table 3A 

5300 db mining 

5301 db mining 

5302 Table 3A 

5303 db mining 



5305 Table 3A 

5306 Table 3A 

5307 db mining 

5308 db mining 

5309 Table 3A 

5310 Table 3A 

5311 Table 3A 

5312 db mining 

5313 db mining 

5314 Table 3A 



Hs.327722 AI524626 

Hs.231512 AI524700 

Hs.171140 AI524720 

Hs.292520 AI524724 

HS.2B3462 AI538419 

Hs.231292 AI538420 

Hs.171216 AI538445 

Hs.203784 A1538474 

Hs.306024 AI538546 

Hs.1 92534 A1538554 

Hs.171260 AI540044 

Hs.283463 AI540109 

Hs.171261 AI540125 

NA AI540130 



5304 Table 3A Hs.171264 AI540161 



Hs.222186 AI540165 



Hs.1 70935 
Hs.327797 

Hs.327798 

Hs.170577 

Hs.173182 

Hs.282963 

Hs.104679 

Hs.1 18392 
NA 



AI540204 
AI540784 

AI540789 

AI540813 

AI554733 

AI557431 

AI559444 

AI560561 
AI560651 



5315 db mining Hs.327874 AI568374 

5316 Table 3A Hs.340517 AI568459 

5317 Table 3A Hs.143951 AI568622 



Table 8 

4438761 td1 1 c03.x1 cDNA, 3' end 

/clone=IMAGE:2075332 /done_end=3' 

4438835 th12c05.x1 cDNA, 3' end 

/done=IMAGE:21 18056 /done_end=3' 

4438855 th12e10.x1 cDNA, 3* end 

/done=IMAGE:21 18090 /done_end=3 l 

4438859 th12f03.x1 cDNA, 3' end 

/clone=IMAGE:21 1 8077 /done_end=3' 

4452554 td06a02.x1 cDNA, 3' end 
/done~lMAGE:2074826 /clone_end=3 l 

4452555 td06a03Jrt cDNA, 3' end 
/done=IMAGE:2074828 /clone_end=3 l 

4452580 td06d02.x1 cDNA, 3' end 

/done=IMAGE:2074851 /clone_end=3' 

4452609 td06h08.x1 cDNA, 3 1 end 

/done=IMAGE:2074911 /cione_end=3' 

4452681 FK506-binding protein 3 (25kD) 
(FKBP3), mRNA/cds=(23,697) 
4452689 EST384032 cDNA 

4457417 td08e06.x1 cDNA, 3' end 

/done=IMAGE:2075074 ;done_end=3' 

4457482 7f10eO3.x1 cDNA, 3' end 

/done=IMAGE:3294268 /c!one_end=3* 

4457498 MR1-BN021 2-280600-00 1-c06 CDNA 

4457503 td09g11.x1NCLCGAP_CLL1cDNA 
clone IMAGE:2075204 3' similar to 
gb:X64707 BREAST BASIC 
CONSERVED PR 

4457534 td10c10.x1 cDNA, 3' end 

/clone=lMAGE:2075250 /done_end=3' 

4457538 Id10d05.x1 cDNA, 3' end 

/clone=IMAGE:2075241 /done_end=3' 

4457577 MYE6493a cDNA 

4458157 tc87e08.x1 cDNA, 3' end 

/clone=IMAGE:2073158 /done_end=3* 

4458162 tc87f03j(1 cDNA, 3' end 

/clone=IMAGE:2073149 /done_end=3' 

4458186 602574255F1 cDNA, 5' end 

/cione=lMAGE:4702644 /done_end=5' 

4487096 tn27f08.x1 cDNA, 3' end 

/clone=IMAGE:2168871 /clone_end=3 l 

4489794 602583968F1 cDNA, 5' end 

/done=lMAGE:4711721 /done_end=5' 

4509849 Homo sapiens, done MGC:1 821 6 

IMAGE:41 56235, mRNA, complete cds 
/cds={2206,2373) 

4510902 RST42466 cDNA 

4510992 tq60f01.x1 NCI_CGAP_Ut1 cDNA 
done IMAGE:2213209 3' similar to 
gb:M36072 60S RIBOSOMAL 
PROTEIN L7A 

4531748 th13e03jc1 cDNA, 3' end 

fclone=IMAGE:21 18172 /done_end=3' 

4531833 tn39e07.x1 cDNA, 3' end 

/clone=IMAGE:217O020 /clone_end=3' 

4531996 tn41el0.x1 cDNA, 3' end 

/clone=IMAGE:2170218 /clone end=3' 



-1 
-1 
-1 



-1 
-1 
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GCCTGGGCTGTTTTTGCTATATGTAA 
ATAAAGCCCTTGGGTCTTTATTTT 

GG AGGTTAGGAAG CCCTTTT AAAGT A 
CAAACCCCCGGCATGGGGAATTTT 

AACG GGAGTGATCGGG AAGTGAAC A 
GTTTCATCATCTGCTGCTGCTATTC 

CTGGTATGTTGCTTTGTAGGGGAAAA 
ACTAATTTTGTTGGGTCAGGGACA 

CCGGACAAGCCATTTGATGTTCTAGT 
TTGCAATTACTCCACGCAAAGTGG 

TTTGGGCATCAACTTCAACAACTACT 
ACCAGGACGCCTGAGGGTGCTTTT 

TCGAAGAAAGTACCTGTAAATGTAGA 
GTAATTGCGAAGCTGTCAGGAATA 

TCCTAGACCCTGCATTGTGAAATGGG 
G CTTGAATTTTAGTTCTG AATTTT 

CTAAAGCAGTGTCTGACCTGGATTTG 

CTGCCAATTTGTAAGCTTTCATGA 

GGAGCTGAGCAGGGATGCAAAACCA 

TCCAGTCTGTAAGATTCACAGAGAC 

AAACGGTGTTTGAGCTGCTTTGGGAA 

AACCCATGTTGCAGATTTTCAGGT 

CAGAGCTGTGTTTCCTCAACAAGTGT 
G CGAG CG GTCGTGTGCGCCATGAG 

AAATCGCTTCTGTATTGTTAATAGCAA 
TATATGACCTCTGCTGTCCTCCT 
GAAAGGATAATTTCGAACCCTTGCAT 
AGTTTCGGTATGGGCCGTGCCAAC 



CCCTCTTGAACTGCACTGCCTAAGAA 
ATGTTGGTTGCATGGAGACATATT 

TCTGCCTTAT7TGGCTTGGAAGAGAA 
ACCGATAAACACTCCCGTGCTAGT 

AAACAGCAGAAAAGTAATTTCTGGTG 
AACTGATGAGAATTCCCTATTGCA 
AGGTTGTTTTGGAAAAATTATTTGTTT 
TGTCCTAAGGGGTCCTGCCCACC 

CCTCCGGAACGTTTTTAAAAAGGAAA 
AAGCCCGGGTTTTCCCTTGGGAAAAA 

CAGACCTGTGGGCTGATTCCAGACT 
GAGAGTTGAAGTTTTGTGTGCATCA 

ACCAAGTTTGAATTTGTCAAATCCCA 
AGTCAATCCAGGATGTTCATTTCT 

AGTGATCTGCCTTTCAGCAACTGTCT 
TATTTTGGTTCTTTGAAACTGTGA 

TTTGAATGGCTGAAGCTAAG GCAACG 
TTAGTTTCTCCTTACTCTGCTTTT 

ACCTTTGTGATTCTGTCTAGTGAAAAT 
GGGAC ATTTTTAATAGTG CCAG A 
GAACTTGCCCCTAAACTG GGTTAAAT 
GGACCCTGTTGAGTTTTCTGGACA 



-1 TAAATTG GGCAAAG 1 1 ! I i I ATGGAAT 
TTCCG GGGC AAGGTTTTGGGG GC 

-1 AAATCTCATTTGCAAGTTCTCCCATTA 
AGCAAGG GAGTAGTTTACTAGG A 

-1 AAGAAAGGCCCATAACAGATGGCAAA 
ATAGAGGATTGGTGAGGGATATGC 
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5318 db mining 

5319 Table 3A 

5320 Table 3A 

5321 db mining 

5322 Table 3A 

5323 db mining 

5324 db mining 

5325 Table 3A 

5326 Table 3A 

5327 Table 3A 

5328 Table 3A 

5329 db mining 

5330 Table 3A 

5331 Table 3A 

5332 Table 3A 

5333 Table 3A 

5334 Table 3A 

5335 Table 3A 

5336 Table 3A 

5337 db mining 

5338 Table 3A 

5339 db mining 

5340 Table 3A 

5341 Table 3A 

5342 Table 3A 

5343 Table 3A 

5344 db mining 



Hs.75969 
NA 

Hs.1 59014 
Hs.174242 
NA 

Hs.327876 
Hs.179070 
NA 

Hs.92448 
Hs.5637 

Hs.14623 
Hs.8882 

Hs.230430 

NA 

Hs.327922 

Hs.229918 

HS.292553 

Hs.340925 

Hs.101617 

Hs.13646 

NA 

Hs.340564 
Hs.188365 
Hs.278554 
Hs.171262 
NA 



AI568695 
A1568725 
AI568751 
AI568753 
AI568755 
AI568771 
AI568773 



AI570295 
AI570531 

AI571519 
AI572757 

AI579979 

AI581199 

AI581383 
AJ581732 
A1582954 
AI590337 
AI597917 
AI611245 
AI619574 

AI625119 
AI625368 
AI627495 
AI628893 
AI628930 



Hs.264154 AI630176 



Table 8 

4532069 prol'me-rich protein with nuclear 

targeting signal (B4-2), mRNA 

/cds=(1 13,1 096) 
4532099 th15a01.x1 NCI CGAP_CLL1 cDNA 

clone IMAG&2118312 3', mRNA 

sequence 
4532125 th15d09.x1 cDNA, 3' end 

/c!one=IMAGE:21 1 8353 /done_end=3' 

45321 27 th1 5e04.x1 cDNA, 3* end 

fclone=tMAGE:21 1 8366 /clone_end=3' 

4532129 th15f03.x1 NCI CGAP_CLL1 cDNA 
clone IMAGE:21 18365 3', mRNA 
sequence 

4532145 th15h04.x1 cDNA, 3' end 

/clone=IMAGE:21 18391 /clone_end=3' 

4532147 th15h09j(1 cDNA, 3' end 

/clone=lMAGE:21 118401 /done_end=3' 

4533272 tr57c12.x1 NCi_CGAP_Pan1 cDNA 
clone 1MAGE:2222422 3' similar to 
gb:D16234 PROBABLE PROTEIN 
DISULFID 

4533669 EST390664 cDNA 

4533905 602998983F1 cDNA, 5' end 

/clone=IMAGE:5141 01 3 /c)one_end=5' 

4534893 interferon, gamma-inducible protein 30 
(IFI30), mRNA/cds=(40,S51) 

4536131 tu43c07>x1 cDNA, 3* end 

/clone=IMAGE:2253804 /clone_end=3' 

4564355 tq45a01.x1 cDNA, 3' end 

/clone=IMAGE:221 1720 /clone_end=3' 

4565575 t!94h10.x1 NCI_CGAP_Co14 cDNA 
clone IMAGE.21 54787 3' similar to 
SW:ATP6_HUMAN P00846 ATP 
SYNTHASE A 

4565759 to71c02.x1 cDNA, 3* end 

/clone=lMAGE:2183714 /clone_end=3' 

4567629 ar74f03.x1 cDNA, 3' end 

/clone=IMAGE:21 28349 /clone_end=3' 

4568851 tr98e07jc1 cDNA, 3' end 

/clone=JMAGE:2227140 /cJone_end=3' 

4599385 wh96a06.x1 cDNA, 3' end 

/clone=IMAGE:2388562 /done_end=3' 

4606976 601513709F1 cDNA, 5' end 

/clone=lMAGE:3914786 /done_end=5' 

4620412 601287348F1 CDNA, 5' end 

/clone=IMAGE:3621 754 /done_end=5' 

4628700 ty50c09.x1 NCI_CGAPJJt2 cDNA 

clone IMAGE:2282512 3' similar to 

gb:M2361 3 NUCLEOLAR 

PHOSPHOPROTEIN B 
4650050 ts47b12.x1 cDNA, 3' end 

/clone=IMAGE:223l711 /done_end=3' 

4650299 ts37c10.x1 cDNA, 3' end 

/clone=IMAGE:2230770 /clone_end=3' 

4664295 chromobox homolog 3 (Drosophila HP1 
gamma) (CBX3), mRNA /cds=(1 1 1 .662) 

4665693 ty95h02.x1 cDNA, 3' end 

/clone=lMAGE:2286867/clone_end=3' 

4665730 ty40d03.x1 NCLCGAP_Ut2cDNA 
clone IMAGE:2281541 3' similar to 
SW:ATP6_HUMAN P00846 ATP 
SYNTHASE A 

4681506 ad06a03.r1 cDNA /clone=ad06a03- 
(random) 

500 



AAAACCATTCCAGCTTAATGCCTTTAA 
TTTTAATGCCAACAAAATTGGGG 

TGCAACCTTCTTAAAATGTGGGCTAC 
TGG AGATCATGCC ACTG CACTCCA 

AG CTCAG ATGGGTCC CC AAAAG AG G 
CATAGG AAAGCG CGACCTC ACTGC C 

CAAATAAAAAGGCTGGGGCCAAAGG 
TGGGCACCAAAAGTCCTCCTATGTG 

TGCAGCTCCCATTTCCTGAGCGTCTA 
CCAGGTACTAGGAGAACTCTTACA 

ATTATCCTTTTCCCCAGGAAGCCCTC 
GGCCCCCAAAAAGGGAAACAGTTT 

CATGAGCCCAGGGGTTTCATGACAAA 
CATTACTAGCATGTTCAACTGCCC 

GCCCGGTTTATGGAAAAACCAGGAC 
CAGTTTATGTTTGG GGTTTTG GGAA 



-1 GC7TGGTACTGTCATAGTGATTACAA 
ATTTC ATGGAATGCGAAGAG C AAC 

-1 TTTTCTCCCCTCTCTTCCCCTTCCAC 
GAACTG CAATACCAGTAACCTTGG 

-1 AAG CCCAG ATACACAAAATTCC ACCC 
CATGATCAAGAATCCTGCTCCACT 

-1 CATGTGTTGACTCTGTAATGGATTTAT 
GTAGCCCACTTCAGTCTGCAAAT 

-1 AGGGGTGTCCCTTTTCCCCTTCATGT 
AAAATTCTAACTGGGGCTACCAGT 

-1 TCTACTGACTATCCTAGAAATCGCTG 
TCG CCTTAATCCAAGCCTA CGTTT 



TGAAGAAACTGCCCTTTCTGTGATGT 
TTTTGAATACTACCCAACAGCCAA 

CTTCCTAGCCCTAAGTTTGGCCT7TG 
GGTG GCTCCAAAAAGGATTAGGTT 

TCCCCCTCGTTTTGTAGGGTTTGTAC 
ATAATAAAACAATGG G GTGG GGC C 

TGTTAAGTGTGAGGTTTTCTGAACCC 
TTAG CAGAAGG ACTTTTAATGTTT 

AGTTCCACTGCTGTTCCTCTTACCTT 
GATTAAATGCCTATGCATGTACTT 

AGTTCTGTTGTGTAATCTGGTGCTGG 
TTCCCTGGG CATATGTATTCTGTG 

CCCCCTTGCTTGGTTTTAAGTAGGTA 
TGG AATGTTATTATAGG CCATAGT 



TCAGTGTAAACATAATTAGGCCGTGA 
GTTTTTGCTCTTACTCCCAGGTTT 

TGTAAACTTGTTTTAACAACTCTTTTC 
AAC ATTTTGGCC GGG GTATTCCC 

TGCTG AAAGTGGTCC CAAAGGGGTA 
CTAGTTTTTAAGCTCCCAACTCCCC 

TTCCC AGTTGC C AC AGACCGTTTATA 
TGAAGAAATGCTAAAGAAGTTCCC 

TCTACTGACTATCCTAGAAATCGCTG 
TCGCCTTAATCCAAGCCTACGTTT 



AGTTCTAAAGC CGG GAATTC CTAAGG 
ATATACTAAATGAGATTATGTGTGG 
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5345 Table 3A 

5346 Table 3A 

5347 Table 3A 

5348 Table 3A 

5349 Table 3A 

5350 Table 3A 

5351 db mining 

5352 Table 3A 

5353 db mining 

5354 Table 3A 

5355 Table 3A 

5356 Table 3A 

5357 Table 3A 

5358 Table 3A 

5359 Table 3A 

5360 db mining 

5361 Table 3A 

5362 db mining 

5363 Table 3A 

5364 Table 3A 

5365 literature 

5366 Table 3A 

5367 Table 3A 

5368 Table 3A 

5369 Table 3A 

5370 Table 3A 

5371 Table 3A 

5372 Table 3A 



Hs.340604 AI631850 

Hs.256729 AI634652 

Hs.319825 AI634972 

Hs.1 76920 AI638800 

Hs.1 97028 AI650871 

Hs.4283 AI651212 

Hs.203064 AI651922 

Hs.195378 AI653766 

HS.111941 AI660405 

Hs.200442 AI669591 

Hs.101150 AI672433 

Hs.341178 AI678004 

Hs.324507 AI678099 
Hs.178784 AI681868 

Hs.90744 AI684022 

Hs.328323 AI684369 

Hs.58774 AI684437 

Hs.182817 AI684847 
NA AI688560 



Hs.201789 
Hs.202407 



AI693179 
AI697497 



Hs. 177708 AI697756 



Hs.206654 
Hs.80887 

Hs.1 02793 
Hs.309433 

Hs.1 07369 

Hs.1 76430 



AI700738 
AI701165 

AJ707589 
A1707809 

AI707896 

AI708327 



Table 8 

4683180 wa36h07.x1 cDNA, 3' end 

/done=IMAGE:2300221 /done_end=3' 

4685982 wx27c05.x1 cDNA, 3' end 

/done=IMAGE:2544872 /clone_end=3' 

4686302 602021477F1 cDNA, 5' end 

/c!one=lMAGE:41 5691 5 /clone_end=5' 

4691034 tt32e01jc1 cONA, 3' end 

/clone=IMAGE:2242488 /done_end=3' 

4734850 602643870F1 cDNA, 5* end 

/cione=IMAGE:4774817/done_end=5' 

4735191 602621616F1 cDNA, 5' end 

/clone=IMAGE:475531 5 /done_end=5' 

4735901 hy1 6b1 2.x1 cDNA, 3' end 

/clone=IMAGE:31 97471 /done_end=3* 

4737745 ty01b06j(1 cDNA, 3' end 

/done=IMAGE:2277779 /clone_end=3' 

4763975 qd92a04.x1 cDNA, 3' end 

/clone=!MAGE:173691 0 /done_end=3' 

4834365 tw34b09.x1 cDNA, 3' end 

/clone=IMAGE:2261561 /done_end=3' 

48521 64 Homo sapiens, done IMAGE.4054 1 56, 
mRNA, partial cds /cds=(0,526) 

4888186 xa30a04.x1 cDNA, 3' end 

/clone=IMAGE:2568270 /done_end=3' 

4888281 hypothetical protein FLJ20986 

(FLJ20986), mRNA /cds=(1 82,2056) 

4892050 602587746F1 cDNA.yend 

/clone=IMAGE:4716442 /done_end=5' 

4895316 proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 11 (PSMD11), 
mRNA /cds=(0, 1268) 

4895663 tc96e09.x1 cDNA, 3* end 

/clone=IMAGE:2074024 /done_end=3 > 

489573 1 Homo sapiens, Similar to zinc finger 
protein 175, clone MGC:1 2651 
IMAGE:4301632, mRNA, complete cds 
/cds=(367,522) 

4896141 602290551 F1 cDNA, 5' end 

/cione=IMAGE:4385293 /done_end=5' 

4899854 wd39f08.x1 Soares_NFL_T_GBC_S1 
cDNA done IMAGE: 233053 5 3\ mRNA 
sequence 

4970519 MR1-C!O181-O611OO-C01-301 cCNA 

4985397 we14b06.x1 cDNA, 3' end 

/clone=IMAGE:2341043 /done_end=3' 

4985656 60236921 0F1 cDNA, 5* end 

/clone=IMAGE:4477370 /done end=5 f 



EST368531 cDNA 

4989065 v-yes-1 Yamaguchi sarcoma viral 
related oncogene homolog (LYN), 
mRNA /cds=(297, 1835) 

4997365 RST17769cONA 

4997585 as28g09.x1 cDNA, 3' end 

/done=lMAGE:2318560 /clone_end=3' 

4997672 as34a1 0.x1 cDNA, 3» end 

/done=IMAGE:231 9066 /c!one_end=3* 

4998103 at04c02.x1 cDNA, 3' end 

/done=IMAGE:23541 14 /clone_end=3* 
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•1 GCCTGGGGGAGGAGAAGTCCCTTCC 
CATTCCAGCTCGATCAATCTTGCTG 

-1 GGAGTAGAGAGAGTCTTGCTACATGC 
GGGAACTAGAATTACATCACTGCG 

t -1 AAGAAGTTTCATTGATATCCACTGGT 
CACATCATACCTGTCTATAGGGCA 

-1 TGCTTCAAG CACA GGATTTATGGAAT 
AGTTGGCAAATTAAACAACATGCT 

-1 C GGCAG CCTTATGGAATG AGTTTCTT 
GTCATGAATGTTGTCCCCAAAGCT 

-1 ACAGTTACTTTGGAGCTGCTAGACTG 
GTTTTCTGTGTTGGTAAATTGCCT 

-1 TGTGAAGAATCCCTACCATTAATACC 
CTGGGTGGGATAAATAAAAATGGG 

-1 CCCAAAATTTGTTTAAAGTTCCGACTT 
CCAAAAGGGGCCAATAAAAAGGG 

-1 CACCGCCTCTGCCTCCGCCTCTTCCA 
CTGGAGAGCCCGAGGTCAAAAGGTC 

-1 CCCTCACCTAGCAGTACTAC C ACAAT 
AATGCTATCATGGTGCCAGGGAAT 

-1 TCTCCTTCCCCATTGGGCCGCCTTTA 
TCAATTGCCTGTTTTGTTTTGTTT 

►1 1 1 1 1 1 ATCTTTCTTGGTGGGGGTGTG 
GTGGTGGTGAAGAGGACCTAAAAA 

-1 CGCCAGAGGTCAGAACATGTCTATTT 
TGAATTGGATCGTTACAAATGAGC 

-1 GCAG GCACTG AC ATTTTTGAGCAAAG 
ACGTGATGTTATGAGATAAATATC 

-1 TTCTGACACGATTACACAACGAGGCT 
TTAATGCCATTTGGGTAGGTGAGC 

-1 TTTTAAAGGGGAGGGGCCGGGGTTT 
GGTCCCCGGTCCCAAAGGTAAAAGTT 

•1 GAGTGAGAAGAGGCTTTTAAGGACCA 
TGTGAAGAGGCTTTTAAACACTTT 



-1 G GGTTGGG ATAAACTG CTTAG ATGTT 
TG CCTACTTGTCC AGTGAAATTAC 

-1 ACTGAAAAGTTGAAAGACTTTTGCAG 
TGAACATTTATATAACTCCCCGCT 

-1 ATTCATAGGTAGTG CCCAGAGAGAGT 
AC AAG CTCTGACTCATATGGCAGT 

-1 ACATGTTACCTGGAGTAGCTGTGTCA 
ACAGATTAATATGGAATGCTACTA 

-1 TGGTTCCTGTGCTCACCATAGGGCTG 
GTGTACATTGGGCCATTAATAAAC 

-1 ACAGATCCCTATTG CC AGACACATCA 
TTCTCTCCATCCAGAAA G CAAA CA 

-1 TCTGGGAAAGACATTTTTAAGCTGCT 
GACTTCACCTGCAAAATCTAACAG 

-1 AGTCACGATAAACCTGGTCACCTGAA 
AATTGAAATTGAGCCACTTCCTTG 

•1 AAACTGGCGGCCCAACAAAACAGTG 
G GTTAAATGGGTCC CTGGGTGACAT 

-1 AGTG TTTC CTCCACATCTAAAGAAAG 
CCCATTTTGAAACTGGATACTGCA 

-1 CCCAGGTGGCCCCTCTCCATCAGAT 
GTTATTGCTCTTCCCCATTTATTTA 
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WO 02/057414 

5373 Table 3A Hs.300710 AI709236 

5374 Table 3A Hs.297184 AI720536 

5375 Table 3A Hs.313929 AI733018 

5376 Table 3A Hs.310333 AI7352Q6 

5377 Table 3A Hs.277201 AI740667 

5378 Table 3A Hs.204656 AI741246 

5379 Table 3A Hs.299883 AI742850 

5380 Table 3A Hs.6187 AI745230 

5381 Table 3A Hs.293842 A1748827 



5382 Table 3A NA 



5388 Table 3A 

5389 db mining 

5390 db mining 

5391 db mining 

5392 db mining 

5393 db mining 

5394 db mining 

5395 Table 3A 

5396 db mining 

5397 db mining 

5398 Table 3A 

5399 Table 3A 



AI749435 



5383 Table 3A Hs.204929 AI749444 

5384 Table 3A ■ Hs.205071 AI760018 

5385 Table 3A Hs.160951 AI760020 

5386 Table 3A Hs.340921 AI760026 

5387 Table 3A Hs.26873 AI760224 



Hs.14373 
Hs.204598 

Hs.283496 

Hs.340927 

Hs.205803 

Hs.283497 

Hs.264654 

NA 



AI760353 
AI760374 

AI760389 

AI760556 

AI760674 

AI760699 

AI760835 

AI760901 



Hs.230931 AI760991 

Hs.328494 AI761029 

Hs.98531 AI761058 

Hs.205452 AI761141 



Table 8 

4999012 RCO-MT0059-200600-021-g05 CDNA 



5037792 601 50271 2F1 cDNA, 5' end 

/clone=lMAGE:3904539 /c!one_end=5' 

50541 31 oh60h01 .x5 cDNA, 3* end 

/clone=IMAGE:1471441 /clone_end=3' 

5056730 at07f03jc1 cDNA, 3' end 

/clone=IMAGE:2354429/clone_end=3* 

5108955 wg07b07.x1 cDNA, 3' end 

/clone=IMAGE:2364373 /clone_end=3 l 

5109534 wg26g09.x1 cDNA, 3' end 

/clone=lMAGE:2366272 /done_end=3 l 

51 1 1 1 38 hypothetical protein FLJ23399 

(FLJ23399), mRNA /cds=(282, 1769) 

5113518 wg1 0e05.x1 cDNA, 3' end 

/clone=lMAGE:2364704 /clone_end=3' 

51 27091 601 571679F1 cDNA, 5' end 

/c!one=IMAGE:3838675 fclone_end=5' 

5127699 at24b04.x1 Barstead aorta HPLRB6 
cDNA clone IMAGE:2356015 3' similar 
to gb:X55715 40S RIBOSOMAL PRO 

5127708 at24c03.x1 cDNA, 3' end 

/clone=IMAGE:2356036 /clone_end=3' 

5175685 wh83b02j(1 cDNA, 3' end 

/clone=IMAGE:2387307/clone_end=3' 

5175687 wh83b05j(1 cDNA, 3* end 

/clone=IMAGE:238731 3 /clone_end=3' 

5175693 wh83c05j(1 cDNA, 3* end 

/clone=!MAGE:23B7336 /clone_end=3' 

5175891 wh62g06.x1 cDNA, 3' end 

/clone=IMAGE:2385370 /clone_end=3' 

51 76020 yx26h1 1 .M cDNA, 5' end 

/clone=lMAGE:262917 /clone_end=5 l 

5176041 Wh87d12.x1 cDNA, 3' end 

/clone=lMAGE:2387735 /cione_end=3' 

5176056 wh87f08.x1 cDNA, 3* end 

/clone=IMAGE:2387751 /clone_end=3* 

5176223 wi10d09.x1 cDNA, 3' end 

/clone=IMAGE:2389841 /cione_end=3' 

5176341 wh96b04.x1 cDNA, 3* end 

/clone=lMAGE:2388559 /clone_end=3' 

5176366 7f34c12.x1 cDNA, 3* end 

/clone=lMAGE:3296566 /clone_end=3' 

5176502 wh96f 1 1 .x1 cDNA, 3' end 

/clone=lMAGE:2388621 /clone_end=3" 

5176568 wi09h06.x1 NCI_CGAP_CLL1 cDNA 
clone IMAGE:2389787 3', mRNA 
sequence 

51 76658 wh97b1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2388669/clone_end=3' 

5176696 wi10d06.x1 cDNA, 3 1 end 

/clone=IMAGE:2389B35 /clone_end=3" 

5176725 wi69b03.x1 cDNA, 3' end 

/clone=IMAGE:2398541 /c!one_end=3' 

5176808 wh97g08.x1 cDNA, 3' end 

/clone=IMAGE:2388734 /clone_end=3' 
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-1 AAGATGCCTAAGCGTTAACCAGGTGA 
AACAGGGGTGGGAGAGAGAAAGAA 

-1 GTCATACACCTATCCCCCATTTTCCT 
CCTATCCCTCAACCCGGACATCAT 

-1 GC AGGTGG C AG AATG G G GTGCATGA 
AGGTTTCTGAAAATTAACACTGCTT 

-1 ACAGAGAGGCAGCATTTGTTTTCCAG 
TTAAAATTTGACCTCACTGTGATT 

-1 CCCCCTTTTGTTGTGGTTTTATATTGG 
AACCCCCTTTTTCTTTGGAACTA 

-1 CTGACCCCTTCCTCACCCCTGCCAAC 
AGTGGTGGCATATATCACAAATGG 

-1 TGTTTTACCTCACTGTTGGACATACAT 
TCCAAGCTTTTCAACTCTAGGAG 

-1 C AG AAC ATGCC CAAAG AAGCCTATAT 
CTTG CTGCTGG G AAATGTAAAG C A 

-1 CAAACACCGGCAGTTGAAAGGAAAA 
GGACGGGGAATGTGATGGAAAAGAG 

-1 CCCCCTCCCTGCCCCGGTGAGCTTT 
GGGGAACCCAAAAATTAGATTTTGC 



-1 CCC AAATC CAAGGACCAATGCTGTTG 
TAAACAAGGGGTAAAGGG CCTAAA 

-1 ACTCCACCAAGACTGTGAACTCCACC 
GGGGTAGGAAGCATATTTTACTCA 

-1 GAGAACTCGTTTCAAGGAACTCGATG 
TTTCCGGGGACCAAGCCCGCCCAG 

-1 CCAGCGAATTTCCAGCTTTTGAAACT 
CAGATTTCCTTTTG CGACCCAGGT 

-1 GATGCGC GG CAAGAATGTACCTGTA 
GATGTGTACATACCACAGTGCTGTA 

-1 TTTATCTCAGAATCTTGATGAACTCTG 
AAATG ACCCCTG ATGG GGG CATG 

-1 GGCCCCCTGTCCTTACCTGTTTTCGG 
CCCCCTTAATTTTTTAACCCCGGG 

-1 GTCACAGTGTAGACAC ATG GTGCTTC 
CATAGTGAGTAGAATATCCATTGT 

-1 GTGGCCTGGCCTGGCTCTCACAGAC 
CCAAG GCTTCC GTGTAGAATATGTC 

-1 GGATTGTGGCAGGAACTGTTTCCCCT 
CCCAGCCTTAAATTTTTCTGTGTT 

•1 AAACCCACACCTCAGTGAATTTAAAA 
GAGTAG ATGTTTTAAAAG AC CGGA 



TGCCATTTGGTAT T 1 1 I I CCTGAAACA 
TTAC ATAATAAGAATG C AGC ATGC 

GCCTGAAACCATCCTGCCTTCTAGGA 
AG ACAG CAATTCTG G AAG AG CAAG 

GGTGGTTCCCCAGCCCTTTTCCCTGG 
CCCTGGGTTGGAAAATTTGTTTTC 

AAAACCTTTCGCCCGGCTTAAAATTT 
ACCGGGGTTTGGTTTTATTTGGTTT 

CTCCTTGGTGTCATGCAACTGAGGAA 
CCTAATTGGCTGGGTGGGTTGTTC 

GTTTGTAAAAG AACCTG CCACATTTG 
TTGAAAAGTTAG AGC C ATC AC AG C 
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5400 Table 3A 

5401 db mining 

5402 Table 3A 

5403 Table 3A 

5404 Table 3A 

5405 db mining 

5406 db mining 

5407 Table 3A 

5408 db mining 

5409 db mining 

5410 db mining 

5411 Table 3A 

5412 db mining 

5413 Table 3A 

5414 db mining 

5415 db mining 

5416 db mining 

5417 Table 3A 

5418 Table 3A 

5419 db mining 

5420 Table 3A 

5421 db mining 

5422 Table 3A 

5423 db mining 

5424 Table 3A 

5425 db mining 

5426 Table 3A 



NA AI761144 

Hs.328495 AI761468 

Hs.80887 AI761622 

Hs.289834 AI761924 

Hs.204610 AI762023 

NA AI762156 

Hs.204771 AI762177 

Hs.205327 AI762557 

Hs.328503 AI762707 

Hs.204477 AI762719 

Hs.205815 AI762739 

NA AI762741 

NA AI762797 

Hs.333513 AI762870 

Hs.204480 AI762931 

Hs.289836 AI762955 

Hs.277238 AI763079 

Hs.173904 AI763121 

Hs.190453 AI763206 

Hs.283500 AI763225 

Hs.130059 AI763262 

Hs.328504 AI763414 

Hs.36137 AI765153 
Hs.340947 AI766625 

NA AI766838 

Hs.210276 AI766656 

Hs.223935 AI766706 



Table 8 

51 7681 1 wh97h01 jrt NCI_CGAP_CLL1 cDNA 
Clone IMAGE2388721 3', mRNA 
sequence 

5177135 wh98e07.x1 cDNA, 3' end 

/done=fMAGE:2388804 /done_end=3* 

5177289 v-yes-1 Yamaguchi sarcoma viral 
related oncogene homolog (LYN), 
mRNA /cds=(297, 1835) 

5177591 wg68h03.x1 cDNA, 3* end 

/clone=IMAGE:2370293 /done_end=3* 

5177690 Wh89f04.x1 cDNA, 3' end 

/clone=IMAGE:2387935 /done_end=3* 

5177823 Wh90e05.x1 NCI_CGAP_CLL1 cDNA 
done iMAGE:2388032 3' similar to 
gb:X64707 BREAST BASIC 
CONSERVED PR 

5177844 wh90g09.x1 cDNA, 3 1 end 

/clone=IMAGE:2388064 /donejsnd^* 

5178224 wh92f07.x1 cDNA, 3* end 

/clone=IMAGE:2388229 /done_end=3' 

5178374 wh93d06.x1 cDNA, 3* end 

/clone=IMAGE:2388299 /done_end=3' 

5178386 Wh93e10.x1 cDNA, 3' end 

/done=IMAGE:2388330/done_end=3' 

5178406 wh93g11.x1 cDNA, 3' end 

/ctone=IMAGE:2388356 /done_end=3' 

5178408 Wh93h02.x1 NCLCGAP_CLL1 cDNA 
done IMAGE:2388339 3 "mRNA 
sequence 

5178464 wi04c12.x1 NCI_CGAP_CLL1 cDNA 
clone IMAGE:2389270 3* similar to 
TR:Q61655 Q61655 EUKARYOTIC 
TRANSLA 

5178537 Wi63c07.x1 cDNA, 3' end 
/clone=IMAGE:2397996 / 

5178598 Wh94e08.x1 cDNA, 3' end 

/clone=IMAGE:2388422 /done_end=3' 

5178622 wh94g12.x1 cDNA, 3* end 

/done=lMAGE:2388454 /done_end=3' 

5178746 wh95a12.x1 cDNA, 3* end 

/clone=IMAGE:2388478 /clone_end=3' 

5178788 Wi06d12.x1 cDNA, 3' end 

/clone=IMAGE:2389463 /done_end=3' 

5178873 wh95e09.x1 cDNA, 3' end 

/c!cne=l,VAGE:2388520/dOfie_end=3 ! 

5178892 UI-H-BW1-anj-a-06-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:3082282 
/done_end=3* 

5178929 Wi66c04.x1 cDNA, 3' end 

/clone=IMAGE:2398278/clone_end=3' 

5179081 wh92a11.x1 cDNA, 3* end 

/clone=IMAGE:23881 88 /ctone_end=3' 

5231 662 hepatocyte nuclear factor 3, gamma 
(HNF3G), mRNA/cds=(0,1043) 

52331 34 wi01 f06.x1 cDNA, 3' end 

/c!one=IMAGE:2388995 /done_end=3' 

5233147 Wi02a10.x1 NCI_CGAP_CU.1 cDNA 
clone 1MAGE:2389050 3\ mRNA 
sequence 

5233165 Wi02d04.x1 cDNA, 3 1 end 

/clone=IMAGE:2389063 /done_end=3' 

523321 5 wi02g 1 1 ,x1 cDNA, 3' end 

/clone=IMAGE:2389i24 /done_end=3' 



PCT/US01/47856 



-1 CTCTTGGCTG CTGGCCTTTTGTTCTT 
GTCATGGCTCATTAGCTCCCTAAA 

-1 CCAGGGG 1 1 1 1 TAAATTTTCTGAAGTT 
TTTGGGGCCATTTTGGTTGTTGG 

-1 CCCCGCTTGCCTTTTATTTCAGAACC 
CCAAGTATTACCCAATATGTTACA 

-1 G CCGAAG CTCAC AGAGGCTAAGTTA 
CACGCTTAGGTGTTCTTATTCCTAC 

-1 AACCAGGTTTATG ATG CTGTAATAAA 
CCATGGCATTAAAGAGGGCAAGAG 

-1 . GGGT TAAGG AGGGCCGCTCCAAAAT 
TTTCCTTTTTCCCAGGAAGCCCTTG 



-1 ATGCTGTGAGTGGTACACATGGCTGA 
GGTTATGATCTGTTAAAATATGTA 

-1 TTCATTAATTCCTCAACCCAATACTGT 
CTGGCTTCCACCAACAGGAGCGG 

-1 TGGTTTCTATTTTAAAAACCTG GGTTA 
GGCCAAGGTTTGGGGTTCGCCCT 

-1 CAACATTGCCTACCAGTTG CAGTTCA 
TTAGCCCCGTCCGCCCCAGCATTG 

-1 CCTTTGGGGTGGGGGCTTTTTCCTTT 
TTGGCCGGTTCAATTAAGGTTTTT 

-1 CCCACTCCGGCTGTTTTAGAAGTTTT 
CCCGAATCCGTGATCCCTTTACAA 

-1 AATG GG CAAATTTTAC CCAAAA CTTA 
AGCTTGCCTATTC CGTTTGAGGC A 



-1 GAAGGAGAGGCACACACAAATACAC 
ACACTCACACAAAACTCAACAACCA 

-1 GGATACCCCCTTTATCCC GAGGGAAT 
TTTTACCCTTTGGATGCCTTTAAA 

-1 CAAATTACAAACCTAAAAATACAGAA 
CATCAGCGGAGAAGACAGGAGAGC 

-1 CTCCTCCCTTGGGTGGGACCTGGGT 
TGGG GGTTTGATAGAAAAATTAACC 

-1 GGTTAAACTAGATCCCTGCAAGGCCA 
TCAC CTCCATTC C AAGTTGTTACT 

-1 AGTGGGTTATTTTAGATCTTTTCCTG 
GGGTTCAGGTCACATAGCTTAACT 

-1 TGTTTGGGTATATTGTTTG GGTTTTG 
GGCACTAGGATGGGTGACTCAGGG 

-1 GCCAGTGAATCTAGTTTTGGCTATTC 
TGTATTTTGTCC AGTTTTTC CC AT 

-1 AACCATTTTCCCCCGGGAACCCGTTT 
TGCCTGGTTTCGGATTTTTTACCC 

-1 CCGGGAAGCGGGGTACTGGCTGTGT 
TTAAT CATTAAAGGTACCGTGTCCG 

-1 TTTTT CCCCC TCCCAAATTCACT6CAT 
TACAG7TTTTGAAACAGAACGGG 

-1 TACGAGAAGTCAGGAAGTTTTGAAAT 
GGCAGTGACAGGAGACGGGGGAAG 

-1 AAG GGC AGGCAAATC AATTAAAATTA 
GCCGTAACAACAACCTCGGGGGTG 

-1 AGTACACGGCCCTCAAAAGTTATATG 
TGCTGAATGTAACCTACTTAGCGA 
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5427 Table 3A Hs.89104 AI766963 

5428 Table 3A Hs.209511 AI768880 

5429 Table 3A Hs.203594 AI796317 

5430 Table 3A Hs.230939 AI796419 



5431 db mining 

5432 Table 3A 

5433 db mining 

5434 db mining 

5435 db mining 

5436 db mining 

5437 db mining 

5438 db mining 

5439 db mining 

5440 db mining 

5441 db mining 

5442 db mining 

5443 Table 3A 



5445 Table 3A 

5446 Table 3A 

5447 Table 3A 

5448 Table 3A 

5449 db mining 

5450 Table 3A 

5451 Table 3A 

5452 db mining 



Hs.291079 AI797561 
Hs.1 59577 
Hs.207473 



AI797788 
AI797813 



Hs.171110 Ai797852. 



NA 

Hs.226571 
Hs.223520 

Hs.207062 

Hs. 341 01 2 

Hs.229494 

Hs.328535 



AI797901 

AI797916 
AI797988 

AI798027 

AI798028 

AI798100 

AI798101 



Hs.210307 AI798114 



Hs.209609 AI798144 



5444 Table 3A Hs;1 58989 AI799909 



Hs.13516? AI802181 

Hs.195175 AI802547 

Hs.25648 AI803065 

Hs.301209 AI804629 

Hs.209261 AI805106 

Hs.187698 AI805111 

HS.167206 AI805131 

NA At805144 



5453 db mining NA AI805257 



Table 8 

5233472 602590917F1 cDNA, 5' end 

/clone=IMAGE:4717348 /clone_end=5' 

5235389 wh7le04.x1 cDNA, 3* end 

/clone=IMAGE:2386206 /clone_end=3 t 

5351780 uncharacterized gastric protein ZA43P 
mRNA, partial cds /cds=(0,134) 

5361 882 w]17f02.x1 cDNA, 3' end 

/clone=IMAGE:2403099yclone_end=3 1 

5363033 602437732F1 cDNA, 5' end 

/clone=lMAGE:4555638 /clonejind^ 

5363260 wh78b1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2386845 /done_end=3' 

5363370 Wh79c04.x1 cDNA, 3' end 

/clone=IMAGE:2386950 /ctone_end=3' 

5363409 7e88g03.x1 cDNA, 3' end 

/clone=IMAGE:3292276 /clone_end=3' 

5363296 wh78f12.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2386895 3' similar to 
contains Alu repetitive element;, m 

536331 1 DKFZp434G046_s1 cDNA, 3' end 

/clone=DKFZp434G046 /clone_end=3' 

5363460 wh80a02.x1 cDNA, 3' end 

/clone=IMAGE:2387018 /clone_end=3' 

5363499 wh80e09.x1 cDNA, 3* end 
/clone=IMAGE:2387080/clone_end=3' 

5363500 wh80f1 1 j(1 cDNA, 3* end 
/clone=IMAGE:2387085 /clone_end=3' 

5363583 wh81d01.x1 cDNA, 3' end 
/clone=lMAGE:2387137 /clone_end=3* 

5363584 wh81 dQ2.x1 cDNA, 3' end 
/clone=IMAGE:2387139 /c!one_end=3' 

5363576 wh81 c01 jc1 cDNA, 3' end 

/clone=IMAGE:2387136 /clone_end=3' 

5363516 wh81g12.x1 cDNA, 3' end 

/clone=lMAGE:2387206 /clone_end=3' 

5365381 602666595F1 cDNA, 5' end 

/clone=IMAGE:4806358 /clone_end=5' 

5367664 AV71 2376 cDNA, 5* end 

/clone=DCAAND12 /clone_end=5 l 

536801 9 mRNA for CASH alpha protein 
/cds=(481,1923) 

5368537 tumor necrosis factor receptor 

superfamily, member 5 (TNFRSF5), 
mRNA/cds=(47,880) 

53701 01 myeloid/lymphoid or mixed-lineage 
leukemia (trithorax (Orosophila) 
homolog); translocated to, 10 
(MLLT1 0), mRNA /cds=(1 83,3266) 

5391760 tc90g10.x1 cDNA, 3* end 

/clone=IMAGE:2073474 /done_end=3' 

5391765 cytomegalovirus partial fusion receptor 
mRNA, partial cds /cds=(0,1037) 

5391785 602727149F1 cDNA, 5' end 

/clone=lMAGE:4866348 /cione_end=5' 

5391798 td11g08.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2075390 3 T similar to 
gb:L24038_ma1 A-RAF PROTO- 
ONCOGENE 

5391750 tc90f09.x1 NCI_CGAP_CLL1 cDNA 
clone IMAGE:2073449 3', mRNA 
sequence 



PCT/US01/47856 



-1 TTGTTTTAACAACTCTTCTCAACATTT 
TGTCCAGGTTATTCACTGTAACCA 

-1 CTTCTCCACCTCGGCCAGGTATAGG 
GCCAGCTTCTCGTCTCTGGGATCCG 

-1 GCCAGGTCATTGTATAGGGAGTAAGA 
TG AAG GTGAATTTG C AGCTAGTTG 

-1 TGTGTTTTGTTTTTCTGGTCCCAGGG 
CACCGTTTGTTTTGTGAACTCCTC 

-1 C ATGG CTCTAAAATTTG G AATT AACTT 
CTCTTGCCTTAAGAGCTGCTTGT 

-1 GCTGGTGGGAAGTTGAGCCATGTTTA 
TCTCTAGTGGAATCCTTACCTTGT 

-1 CATGTTTACACAAATTCCTTCAAAGC 
CCCTTAAACATGGGGCCGGGCCCC 

-1 ACCCTAATAGCTAG GCTGG GTATATT 
TTCAAAGTGTAGCGAAACCCCACG 

-1 CAGTTGGCCTCCTACAATTGGGAATT 
CTACCAAGCTCCAAGTTGACCTGG 

-1 GGATTCCCGACAAAGGCTTGATGTGT 
ACTTGAAGTGAGCAAAG G GTTTTG 

-1 GGGTGG GAGACAGGCTAATCCTTTC 
CCCTTGTTTTCCACGTCTTTATGAC 

-1 AC AAC CTTCTTAATATATTAG AGACC C 
GC AGGAAAC ATTTAGTG GTG AAAC 

-1 GTACATGTTTGTGTGCTAAATTGCTC 
ATTTGGCAGTGATAGATTGAAAAAC 

-1 GGGG GTCAAAGAGGGTACAAATGTA 
TGGGGGTATATTGAATG CTAAACAT 

-1 GGGAGCCCGTTTTAGAAGGAAGGGC 
AAAAGTAGG GTTTTTAACCC AAACG 

-1 TCCGTCCCATTCCCCCGGAAAACAAG 
GTTTTGAATTGGCCCGTAAAAGGG 

-1 ACGTCCTTATACAATGCACTGTTTGA 
TTTTTAAACAATACCTGAAGGGCT 

-1 ACTCAATACTCGGGAAAGGCTTCACA 
TTTCTGGGACTCAGCATTATCCAA 

-1 TTGAGAGGCAACACTTAAACACTAGG 
GCTACTGTGGCATCTATGTAGACA 

-1 AGC C CTTTC7TGTTG CTGTATGTTTA 
G ATG CTTTCCAATCTTTTGTTACT 

-1 GGGGTATGGTTTAGTAATATCCACCA 
GACCTTCCGATCCAGCAGTTTGGT 

-1 AAC AAC AAC AG CAAAATCC CCTTAGT 
GCGTAACTTGAAATTCCCTTCGGC 



TTGTAAGTGGGTGCATAAGAAGATCT 
CTTCAATTAAATG C CCCCG CTGGT 

ATAATTAAGAAATCAGCCGTGTGCTT 
CTCACGTTTGGGCTCCGAGACGTG 

GTC AGTCTCCTC ACCTG CCTCTGCTC 
CTCGCTTAG CCC ATTGATTGC ATC 

GGGAAGAAGCCCGTGCCCCCACCCA 
ATAAATGTTGGTTTTGGC CCTG ATG 



CAGAACTTCTGGCGAAGGCCATGTAA 
GAACTACTCCAAGGAGGAAGAGGC 



504 



WO 02/057414 

5454 Table 3A NA AI807278 

5455 db mining NA AI808039 



5456 Table 3A 

5457 db mining 

5458 db mining 

5459 db mining 

5460 Table 3A 

5461 db mining 

5462 Table 3A 

5463 db mining 

5464 db mining 

5465 Table 3A 

5466 Table 3A 

5467 Table 3A 

5468 Table 3A 

5469 Table 3A 

5470 Table 3A 

5471 Table 3A 

5472 Table 3A 

5473 db mining 

5474 Table 3A 

5475 Table 3A 

5476 Table 3A 

5477 Table 3A 

5478 Table 3A 

5479 db mining 

5480 Table 3A 



Hs.87912 AI808931 
Hs.209989 A1809181 



Hs.230485 

Hs.292761 

Hs.210385 

Hs.90463 

HSJ257466 

Hs.208153 

Hs.310486 

Hs.277293 

Hs.86693 
Hs.230492 



AI809184 

AI809305 

AI809310 

AI809378 

AI809475 

A1809564 

AI809746 

A1811065 

AI817153 
AI818596 



Hs.229990 AI818777 
NA AI818951 



Hs.51039 
Hs.211535 

Hs.304477 

Hs.270624 

Hs.1 17906 

Hs.229993 

Hs.181400 

Hs.342617 

Hs.1 32238 

Hs.289878 

Hs.341177 



AI823541 
AI823649 

AI824522 

AI825096 

AI825645 

AI827451 

A1827911 

AI827950 

AI829569 

AI831819 

AI832038 



Table 8 

5393844 wf38h03.x1 Soares_NFL_T_GBC S1 
cDNA clone lMAGE-2357909 3\ mRNA 
sequence 

5394527 wf52h02.x1 Soares_NFL_T_GBCSl 
cDNA clone IMAGE:2359251 3' similar 
to TR:Q62845 Q62845 NEURAL CELL 

5395497 EST379776 cDNA 

5395747 wh75d05.x1 cDNA, 3' end 

/clone=IMAGE:2386569 /clone_end=3' 

5395750 wh75d08jc1 cDNA, 3' end 

/clone=IMAGE:2386575 /clone_end=3' 

5395871 wh75g11.x1 cDNA, 3" end 

/clone=IMAGE:2386628 /clone_end=3' 

5395876 wh75h08.x1 cDNA, 3' end 

/done=IMAGE:2386623 /clone_end=3' 

5395944 wa27e12.x1 cDNA, 3' end ■ 

/ctone=IMAGE:2299342 /clone - end=3' 

5396041 Ul-H-BI3-ald-e-08-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2736471 
/clone end=3* 

5396130 Wh76e01.x1 cDNA, 3' end 

fclone=IMAGE:2386680 /done_end=3' 

5396312 7e96g1 1 .x1 cDNA, 3' end 

/cione=IMAGE:3293060 /done_end=3' 

5397631 tr03f05.x1 cDNA, 3" end 

/clone=IMAGE:2217249 /done_end=3' 

5436320 EST380760 cDNA 

5437675 wk74d04.x1 cDNA, 3' end 

/clone=IMAGE:2421127 /done_end=3' 

5437856 wl1 1f10.x1 cDNA, 3* end 

/done=IMAGE:2424619 /cione_end=3' 

5438030 Wj89e12.x1 NCLCGAP_Lym12cDNA 
clone IMAGE:2410030 3' similar to 
WP.C11H1.7 CE 18492 ;contains Afu r 

544421 2 KIAA0076 gene product (KIAA0076), 

mRNA/cds=(86,5182) 
5444320 wi85g03.x1 cDNA, 3' end 

/done=lMAGE:2400148 /clone_end=3' 

5445193 tx71d03.x1 cDNA, 3' end 

/done=lMAGE:2275013 /clone_end=3' 

5445859 7b65e05.x1 cDNA, 3' end 

/clone=lMAGE:3233120 /clone_end=3' 

5446316 wb75b09j(1 cDNA, 3' end - 

/done=IMAGE:2311481 /clone_end=3 l 

5448122 wM7d1 1x1 cDNA, 3' end 

/clone=IMAGE:2425l73 /clone_end=3 > 

5448669 602650370T1 cDNA, 3* end 

/done=IMAGE:4761353 /clone_end=3' 

5448708 ha15h10.x1 cDNA,3*end • 

/clone=IMAGE:2873827 /done_end=3' 

5450240 Wf28e02.x1 cDNA, 3' end 

/done=IMAGE:2356922 /clone_end=3' 

5452490 wh84f1 2.x1 cDNA, 3' end 

7clone=lMAGE:2387471 /clone_end=3' 

5452709 wj99e02.x1 cDNA, 3' end 

/clone=IMAGE:24 10970 /done end=3' 
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CTCTACCATAAGG C ACTATC AGAGAC 
TGCTACTGGAGTGTATATTTGGTT 

ACTGCTACAGCTTAACCATTGTTCCA 
AGCTAATTAAATTACCTTTGGGGA 



CAATTGTG ATTTG G AAG GTTTAACTG 
GGTCTGCCCAGATGTTTACGAATA 
TCCAAGCAAAAGTTATGCAATAAGAC 
AGAATATAAAGTCTCCGAGAGCCT 

GGGTGGGGTGGGGTGAGAGTGTGTG 
GAGTAAGGACCTTCAGAATTAATAT 

TGCAGTTCTTATTTTCTTTTGCCTGTG 
ATAATTGCAAATCCGTCAATAGAA 

T GCAA GTTTCTGAGACTGTGAAAAGT 
GTTTTGCTTCTTTTGTTACCCAAT 

TCCCAGCGAATGTGAATCATTTAGTG 
TGCTACTCAAAATTAGGTGTCCAC 

TAAGATGTAGGGGCCACCGGCCAGC 
AGTACCCAGCAATGACCACTATCAG 

ATAAATGAAAG CATACCAAGTGCTGT 
CCATTCCATAGGTACAACTATGGA 

CTGGTATTCTGAGGTCAGATGTAGGC 
TGTTGCTCGCTCCGG CTGGGTCTC 

CCATCGGGGGTATTGGGGTTTTGGG 
CTG AATTTA CTTG ATTATTG GAAAA 

GCCAGATTGTGGCAGGTAAAGAGAC 
AATGTAATTTGCACTCCCTATGATA 
TTTAAAAAGGAG G GAG G ATTTCTGGG 
TTAAAACTTTTATTTGGCCCCCAT 

TAAAACCCAAGACTTCAGATTCAGCC 
GAATTGTGGTGTTTCACAAGGCCG ■ 

CTAAGC ATGGGG AAGGGG GCAGAGT 
GAGGACTGTGCCATTGATTAAAGTG 



GTACAGAAACATATTCCATGCTTTGA 
AATAAAGGGAAGTGCTCTCCTGTT 
GAAGCCTTTTCTTTTCTGTTCACCCTC 
ACCAAGAGCACAACTTAAATAGG 

ACCGATCGTTTTTAGGATAATATGCA 
TGTTTCAAGTGGTATTGAAACCCCC 

TGAGGG AC AGG CTGCCTAAAGTCTAA 
TTGGAGAGTTAACCTAATGTCTGT 

CACC ATCGTG GCTCTG AGAACTGAC 
GCCGTG AATGTTG AC CTGAGTGCCG 

GGGGAGAGACCACCCTAGACATTTG 
CATTTTTGTAAGTTAGCCAGCCAAT 

TGGATAAATCTGAGCAACTTTCTTCTT 
TGTG CTCCAGG AACCTACGCACT 

TGTGG GTTTTG ATTGAC ATACTGTTG 
TTCATGCTGAAGTTTGAGTGTCGT 

GGTGTGCAGTC CG CCTGAAAGCCTT 
CCCTTTAGCTATTAGGAATTGAGTC 

ACATTGGAAAGAAACCCTACAACTGT 
AATGAATATGAAAAGAATTGTCTAAAA 

AAAACCGTTTTCCCCATACATAAAGA 
ACAGGGGTACTCCCGCCCTGATGG 



505 



WO 02/057414 



54B1 Table 3A 



Hs.210995 AI832182 



5482 Table 3A Hs.249031 AI832183 

5483 Table 3A Hs.63908 AI858771 

5484 Table 3A Hs.252259 AI859076 



5485 Table 3A 



5493 Table 3A 

5494 Table 3A 

5495 Table 3A 

5496 Table 3A 

5497 db mining 

5498 Table 3A 

5499 Table 3A 

5500 Table 3A 

5501 Table 3A 

5502 Table 3A 

5503 Table 3A 

5504 Table 3A 

5505 Table 3A 

5506 db mining 

5507 Table 3A 

5508 Table 3A 

5509 Table 3A 



NA 



AI860120 



5488 db mining Hs.1 56811 AI862332 
5487 db mining Hs.304508 AI862595 



5488 Table 3A NA 



AI862623 



5489 Table 3A Hs.181426 AI865427 

5490 Table 3A Hs.341208 AI865603 

5491 Table 3A Hs.9788 AI866194 

5492 Table 3A Hs.224760 AI874107 



NA 



AI880542 



HS.220B50 AI880607 

Hs.89414 AJ884548 

Hs.23096 AI884671 

Hs.34650 AI885574 

Hs.1 21 572 AI886313 

Hs.213385 AI912585 

Hs.228486 A1917348 

Hs.179391 AI917642 

Hs.337286 AI922889 

Hs.212553 AI922921 

Hs.58643 A1926251 

Hs.40328 A1927454 

Hs.1 54366 AI934956 

Hs.101370 AI936516 

Hs.180446 AI948513 

Hs.71245 AI954499 



Table 8 

5452853 Id13h11.x1 cDNA, 3' end 
/clone=IMAGE:2075589 /clone_end=3' 

5452854 wh80g09.x1 cDNA, 3' end 
/clone=IMAGE:2387104 /clone_end=3' 

5512387 hypothetical protein MGC14726 

(MGC14726), mRNA/cds=(21,653) 
5512692 ribosomal protein S3 (RPS3), mRNA 

/cds=(22,753) 
5513736 Wh39e01.x1 NCI_CGAPJ<id1 1 cDNA 

clone IMAGE:2383128 3\ mRNA 

sequence 
5526439 hz33g1 0.x1 cDNA, 3' end 

/clone=IMAGE:3209826/clone_end=3' 

5526702 wh99gOUc1 cDNA, 3' end 

/clone=lMAG E.238891 2 /clone_end=3' 

5526730 Wh99h10.x1 NCI_CGAP CLL1 cDNA 
clone IMAGE:2388931 3*. mRNA 
sequence 

5529523 EST36781 5 cDNA 

5529710 wk47g03.x1 cDNA t 3'end 

/clone=lMAGE241 8580 /clone_end=3' 

5530301 hypothetical protein MGC1 0924 similar 
to Nedd4 WW-binding protein 5 
(MGC10924), mRNA/cds=(104,769) 

5548156 wm49b01 .x1 cDNA, 3' end 

/cfone=IMAGE:2439241 /clone_end=3' 

5554591 at80h05.x1 Barstead colon HPLRB7 
cDNA clone IMAGE:2378361 3 1 similar 
to SW:ATP6_HUMAN P00846 ATP SY 

5554656 ym91 d 1 1 .r1 cDNA, 5' end 

/done=!MAGE:1 66293 /clone_end=5' 

558971 2 chemokine (C-X-C motif), receptor 4 

(fusin) (CXCR4), mRNA/cds=(88,1146) 

5589835 602254146F1 cDNA, 5' end 

/clone=IMAGE:4346626 /clone_end=5' 

5590738 602286784T1 cDNA, 3' end 

/clone=IMAGE:4375724 /done_end=3' 

5591477 EST387650 cDNA 

5632440 we1 1 d07.x1 cDNA, 3' end 

/clone=lMAGE:2340781 /done_end=3' 

5637203 ts83d10.x1 cDNA, 3* end 

/clone=!MAGE:2237875 /done„end=3' 

5637497 wi52d1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2393877 /done^end^* 

5658853 wn64g11.x1 cDNA, 3' end 

/clone=IMAGE:2450276/clone_end=3' 

5658885 wn81c05.x1 cDNA, 3' end 

/clone=IMAGE:2452232 /clone_end=3 > 

5662139 602438603F1 cDNA, 5' end 

/clone=IMAGE:4564968 /done^d^' 

5663418 nab63b04.x1 cDNA, 3* end 

/clone=IMAGE:3272383 /done_end=3* 

5673826 ng40b06.s1 cDNA, 3' end 

/clone=IMAGE:937235 /clone_end=3' 
5675386 AL583391 cDNA 

/clone=CS0DL0l2YA12-(3.prime) 
5740823 importin beta subunit mRNA, compfete 

cds /cds-(337,2967) 
5746809 z!17f1 1 .M cDNA, 5' end 

/clone=lMAGE:502221 /clone_end=5' 
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TTTGGTGAAGTGAAAGAGAGAAGTTG 
CTCTAAAAGGTTGGAAACCAGCCC 

TGGACTGTTGTAATGTTTTGCGTTAT 
CAAAATGAAAACTG CC AAATG AG A 

GCTTTGAGTTTTGGGATGGTCACATG 
AC ACAATCC AG C ACTTG AACCTGA 
AG AG CC ATTCC C AC AAAGTAAATGTG 
CAGTGCCCATGTTTCTTGTGTTTA 
GACTCTGAG AG AG AG CG ACG GCCAT 
C ATAG AACAGC G AAG GCAGTCGATC 

ATCGATGAGAAGAGTCTGCAAAACAC 
TTCATCCTCAGGACGTGCTGTCCT 

ATATATTAAACCACAGGTATTAGAGA 
CATGAATTGCACCCAACACAAGCT 

ATTCATTCGGGTCTTCCTTTCTTCCG 
CCCCCTTCCTTCCATTGGCACCTC 

TCAGTTTTGTGGAATCTGGTGTTTGC 
ACTATAGGTTAAGAGTTGC CATTT 
TGTGTGGTGGGGGTGCTTTTGAGGTT 
GGAGGAAAGTAGAGACAGCGAAAC 



tgtgc rmn gcccaagtggtaattc 

ATCTTG GTTTGCTATGTTAAAACT 



CTTTGGGGACCTAAACCCCAGGTGG 
TCTCTTGGTGTTAATAATGCTGGAA 

AAATCGCGGTCGCCTTAATCCAAGCC 
TAGGTTTTCACACTTTTAGTAAGC 



TGGGGCACTTTGAAAACTTCACAGGC 
CCACTGCTGCTTGCTGAAATAAAA 
GACATTCATCTGTTTCCACTGAGTCT 
GAGTCTTCAAGTTTTC ACTCC AG C 

TGGCGAGGATAAATAGAGGCATTGTT 
TTTGCTACTTTGC ATATCATTG GC 

TGGCTCTCCTCTTTGTAATATACAGG 
GTGAACTCTTTACTGATACACACA 

CCAGTGTCCTGCATGGGTGCTAGGC 
TGAATTATTTGTAATTGTGCTTAGG 
ACCGTCTTTTGTGATTCCCTGGAAAC 
CCTTAATTCAATAGTCCTGACTGA 

AGCCCTGGGTAGCCAAGTGATTTTCC 
CATTC CC AAAGTTAGTAAACCTTT 

GCAG GAAAGATG GGGTGGTGGACTG 
Mi l IGCCTAC M II IG I I I I I GAA 

CCCCCTGAAACTGGCATTTTGTAAAT 
GTGGTTTGACTATTTTTGTATGTT 

ACCTGGAGAATTCCCTAAGGCCAAAG 
CAAGGTAACAGGGACTTCAGTTTT 

GCCTCAGTACAAAGGGGGCTTTGGA 
AGTGTTTGTTG GCTGAATAAAGGAA 

ACCCATGCCAATTGAAGAACGTGTTA 
AAGATGAGG AGG AGAGATGTAC CA 

GCACATTCCTTCCTTATATCCTGGAA 
GCACCCAG ATATTCTTC ATGTC CC 
TTAAGTCATCTGCTGAGCAGTGTGCT 
GTGTC AACCTC CTCCTAGGTAAC C 
CAGG G TATCAGATATTGTG CCTTTTG 
GTGC CAG GTTC AAAGTC AAGTGC C 
TGGTAATAGTGTTTG ACTCCAG GGAA 
G AACAG ATG G GTG CCAG AGTGAAA 
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5510 


Table 3A 


Hs.1 18820 


AI955314 


5511 


db mining 


MA 


A1961962 


5512 


Table 3A 


Hs,341528 


AI962127 


5513 


Table 3A 


Hs.37121 


AI968387 


5514 


db mining 


Hs. 13034 


AI969716 


5515 


Table 3A 


Hs.1 93247 


AI978581 


5516 


Table 3A 


Hs.153 


AI984074 


5517 


Table 3A 


Hs.7557 


AL042081 


5518 


Table 3A 


Hs.133262 


AL044498 


5519 


Table 3A 


Hs.39911 


AL1 38429 


5520 


Table 3A 


Hs.89986 


AL515381 


5521 


Table 3A 


Hs.9096 


AL520535 


5522 


Tabte 3A 


Hs. 13144 


AL521097 


5523 


Table 3A 


Hs.1 18142 


AL522477 


5524 


Table 3A 


Hs.295112 


AL528020 


5525 


Table 3A 


Hs.26670 


AL540260 


5526 


Table 3A 


Hs.285013 


AL543900 


5527 


Table 3A 


Hs.183232 


AL561892 


5528 


Table 3A 


Hs.21812 


AL562895 


5529 


Table 3A 


Hs.21812 


AL562895 


5530 


Table 3A 


Hs.181165 


AL565736 


5531 


Table 3A 


Hs.77393 


AL567986 


5532 


Table 3A 


Hs.1 3256 


AL570416 


5533 


Tabte 3A 


Hs.180546 


AL571386 


5534 


Table 3A 


Hs.21732 


AU573787 


5535 


Table 3A 


Hs.23294 


AL574514 


5536 


Table 3A 


Hs.181392 


AL575666 


5537 


Table 3A 


Hs.85258 


AL575755 


5538 


Table 3A 


Hs. 169610 


AL576149 


5539 


Table 3A 


Hs. 174905 


AL577970 


5540 


Table 3A 


Hs.5057 


AL578975 


5541 


Tabfe 3A 


Hs.279555 


AL582047 


5542 


Table 3A 


Hs.1 98296 


AL582354 



Table 8 

5747624 Homo sapiens, clone IMAGE:3357862, 
mRNA, partial cds /cds=(0,325) 

5754664 Wt40g09.x1 NCLCGAP_Pan1 cDNA 
clone IMAGE;2509984 3' similar to 
gb;M87789 IG GAMMA-1 CHAIN C 
REGION 

5754840 wx77f07.x1 cDNA, 3' end 

/c!one=IMAGE:2549701 /clone_end=3* 

5765205 phospholipase C, beta 3 

(phosphatidylinositol-specific) (PLCB3), 

mRNA /cds=(0,3704) 
5766534 hv63f09.x1 cDNA, 3' end 

/clone=IMAGE:3178121 /clone_end=3' 

580361 1 hypothetical protein DKFZp434A171 

(DKFZp434Al71), mRNA 

/cds=(1 13,2584) 
581 1 293 ribosomal protein L7 (RPL7), mRNA 

/cds=(1 0,756) 
5421426 FK506-binding protein 5 (FKBP5), 

mRNA/cds=<153,1526) 
5432716 DKFZp434l082_s1 cDNA, 3* end 

/clone=DKFZp434l082 /c!one_end=3' 
68551 10 mRNA for FLJ00089 protein, partial 

cds/cds=(62,1111) 
1 2778874 cDNA /clone=CL0BB01 7ZH06-(3- 

prime) 

12784028 hypothetical protein FU20473 

(FU20473), mRNA /cds=(57,1472) 
12784590 HSPC160 protein (HSPC160), mRNA 

/cds=(53.514) 
12785970 AL522477CDNA 

/clone=CS0DB008YK1 4-(3-prime) 
1 2791 51 3 KIAA061 8 gene product (KIAA061 8), 

mRNA /cds=(104l ,4040) 
12870241 AL540260CDNA 

/clone=CS0DF032YF03-(3-prime) 
12876379 putative HLA class II associated protein 

I (PHAP1), mRNA /cds=(148,897) 

12909772 hypothetical protein FLJ22638 

(FLJ22638), mRNA /cds=(12,476) 
12911771 AL562895CDNA 

/cione=CS0DC021YO20-(3-prime) 
12911771 AL562895CDNA 

/clone=CS0DC021YO20-(3-prime) 
1 2917408 eukaryotic translation elongation factor 

1 alpha 1 (EEF1A1), mRNA 

/cds=(53,1441) 
1 2921 892 farnesyt diphosphate synthase (famesyl 

pyrophosphate synthetase, 

dimethytallyltranstransferase, 

geranyltranstransferase) (FDPS), 

mRNA /cds=(1 14,1373) 
12926702 AL570416CDNA 

/cione=CS0Dl020YK05-(3-prirne) 
12928631 AL571386CDNA 

/clone=CS0DI009YL09-(3-prime) 
12933363 AL573787 cDNA 

/ctone=CS0DI055YM1 7-(3-prime) 
12934790 hypothetical protein FLJ14393 

(FU14393), mRNA /cds=(60,1 454) 
1 2937052 major histocompatibility complex, class 

I, E (HLA-E), mRNA/cds=(7,1083) 

12937231 CD8 antigen, alpha polypeptide (p32) 
(CD8A), mRNA/cds=(65,772) 

12938006 mRNA for transmembrane glycoprotein 
(CD44 gene) /cds=(1 78,2406) 

1 2941605 mRNA for KIAA0033 gene, partial cds 

/cds=(0,1008) 
12943566 AL578975 cDNA 

/clone=CS0DK0l 2YN01 -(3-prime) 
12949649 AL582047cDNA 

/clone=CS0DL003YDO1 -(3-prime) 
12950255 SWI/SNF related, matrix associated, 

actin dependent regulator of chromatin, 

subfamily a, member 2 (SMARCA2), 

mRNA/cds=(297,5015) 



TCAAGTATACCATTTAAAATATTTCAT 
C AG GC AG AGC CCTG ACC AGG AAA 

CTTTTCCGGTTGCCCGAGGATGCTTG 
GGAAGGAACCCGTCTCCCTTCTTC 



-1 TCCCCAAACCCCCTTAAAGG i I M I A 
AATTGTTTCAAATCTG G G C AAGTT 

-1 GACTCGGAGAGCCAGGAGGAGAACA 
CGCAGCTCTGAACTGGCTGAGCGAG 

-1 CTGTTGTGAATCATTTGTGTCCTTTTC 
AACTGTCTTTCAGAGGAAAGGTA 

-1 AAGAAGCAACCACAGCTAATTTTAGA 
ACATGCACTCTGACAGAAAAGACA 

-1 GCTTTTGAGGACCTTTCTGGAGGAAA 

GGAAAAGCCTGTTTTGGGGAGTCT 
-1 AGGCTGCATATGGATTGCCAAGTCAG 

CATATGAGGAATTAAAGACATTGT 
-1 AAGACTAGAGCTACACTAGGCCACTA 

TCTTATTACACGACAG CACAACAT 
-1 TTAAGAACCCCAAAGATTAAAGGAAA 

CAATGTTAAGGGCTTTTGTGAGGA 
-1 CGGAAGTCGAAATCAAATCTATGCTT 

TTAATTGAAACCGTGCCTGAAACG 
-1 TCTTCACCAGGTTC AAGCTCC GTGGG 

CCACACTGCTG CTGTGC CAAGAAG 
-1 GATACACTGTCCAGCCCAGGTCCAG 

GCCCTAGGTTCTTTACTCTAGCTAC 
-1 TGGAATTTACTAAATTGTGAAATTAAC 

GTAACCGAAGCAACAACCGGCAA 
-1 GCGGGAGGCTG GGACTTTC CATTAC 

AAATAGAGACTTCATTCCTGTTGAG 
-1 ACTCAGGTGGTGCTG GTGTTAGTG AT 

GCTGGAGAAGAGAATATTACTGGT 
-1 CAGGTTGCTTTCGTGTCCCTCTTCTG 

GTTGCTTTAGAAGTGACGTGTAAT 

-1 AAACACAGCCCACCCCATTTCAGACC 

GCCTTCCTGAG GAG AAAATGACAG 
-1 GCTAACTGGATAAAGTTTGTGCAGAC 

ATTCCTGAGTGTACGATATTGACC 
-1 GCTAACTGGATAAAGTTTGTGCAGAC 

ATTCCTGAGTGTACGATATTGACC 
-1 AG CTG G CTTCACTG CTCAGGTG ATTA • 

TCCTGAACCACCAGGCCAAATAAG 

-1 AGTCAGGACTGTCTAG GTCAGGG AA 
GC C AAGATGTCTGAAG AG AG AG GAA 



-1 ATTCAACCAGTAATGGTACCTGAGGA 

ATTGAAATGGGTATTTGTTTCT6T 
-1 AGTGG AG AGG CCCTGTTAGTTTACTT 

TTC ATATTGAGTGATG CATG AGGT 
-1 GCATTCTATTTAAAAAGGGAGTGGGG 

AGCAAATGAAAATTAAATGTGGGG 
-1 TCACCAG GAAAACATGCTTGTGAATT 

GTGCAGTAAAAGGTGGTAATGACT 
-1 CCTTTTCTCTCCCATGACCCTTTAACA 

GCATCTGCTTCATTCCCCTCACC 

-1 CTGAGAGCCCAAACTGCTGTCCCAAA 
CATGCACTTCCTTGCTTAAGGTAT 

-1 TGAGTGAACAAAGCTGTGAAACATTC 
TGCGTTTATGCAACTTCCTTGCCT 

-1 CAAGAAGACAAGCATCTGTGGTGCG 

GAGG C AAGC AGGCTAACTAGG AGTT 
-1 TTGGC CCAGTGTGATTG ATTGCTTTA 

TCTTTGGTACTTTTACTTG AATG G 
-1 CATC CAGCACTAATTTTCATGC ATTTA 

TGAAAGGATGCCTGAGGACCCTT 
-1 AGCCTGAGGCAAATAAAATTC CAGTA 

ATTTCGAAGAATGGGTGTTGGCAA 
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5545 Table 3A 

5546 Table 3A 

5547 Table 3A 



5550 Table 3A 

5551 Table 3A 

5552 Table 3A 

5553 Table 3A 

5554 Table 3A 

5555 Table 3A 

5556 Table 3A 

5557 Table 3A 

5558 Table 3A 

5559 Table 3A 

5560 Table 3A 

5561 Table 3A 

5562 Table 3A 

5563 Table 3A 

5564 Table 3A 

5565 db mining 

5566 Table 3A 

5567 db mining 

5568 Table 3A 



Hs.101370 AL583391 

Hs. 101 370 AL583391 

Hs.7187 AU1 58636 

Hs.86671 AV648638 

Hs.343475 AV648670 



5548 Table 3A Hs.2730 AV650434 

5549 Table 3A Hs.312582 AV651615 



Hs.5897 AV653169 

NA AV654188 

Hs.38218 AV659358 

Hs.133333 AV661783 

Hs. 85844 AV700210 

Hs.285173 AV700298 

Hs.238730 AV700542 

Hs.284674 AV700636 

Hs.240077 AW002624 

HS.301704 AW002985 



NA 

Hs.173280 
Hs.233560 
Hs.159643 
Hs.231987 
Hs.157118 
Hs.1 34272 
Hs.131887 
Hs.232000 



AW004905 

AW005376 
AW006045 
AW006352 
AW006867 
AW009081 
AW009671 
AW009730 
AW016002 



5569 Table 3A Hs.233261- AW026667- 

5570 Table 3A Hs. 101 340 AW026713 

5571 Table 3A NA AW027160 



Table 8 

12952309 AL583391cDNA 

/c)one=:CS0DL012YA12-(3-prime) 
12952309 AL583391CDNA 

/clone=CS0DL012YAl 2-(3-prime) 
11020157 mRNA for KIAA1757 protein, partial 

cds/cds=(347.4576) 
9869652 602079785F2 cDNA, 5' end 

/done=lMAGE:4254068/c1one_end=5' 

9869684 601556208T1 cDNA, 3' end 

/clone=IMAGE:3826392 /clone_end=3' 

9871448 heterogeneous nuclear 

ribonucleoproteln L (HNRPL), mRNA 

/cds=(28,1704) 
9872629 601439711F1 cDNA, 5' end 

/done=IMAGE:3924482 /clone_end=5' 

9874183 cDNA FLJ13388 fis, clone 

PLACE10D1168 /cds=UNKNOWN 

9875202 AV6541 88 GLC cDNA clone 

GLCDTC01 3\ mRNA sequence 

9880372 602569369F1cDNA,5'end 

/clone=IMAGE:4693744 /done_end=5' 

9882797 AV661783 cDNA, 3' end 

/clone=GLCGXE12 /clone_end=3' 
1 03021 8 1 neurotrophic tyrosine kinase, receptor, 
type 1 (NTRK1), mRNA /cds=(0,2390) 

10302269 602632207F1 cDNA,5'end 

/clone=IMAGE:4777537/clone_end=5' 

1 030251 3 hypothetical protein MGC 1 0823 

(MGC10823), mRNA/cds=(63,1235) 

1 0302607 AV700636 CDNA, 3' end 

/clone=GKBAGHl2/clone end=3' 
5849540 wu60d10.x1 cDNA, 3' end 

/clone=IMAGE:2524435 /done„end=3' 

5849991 eomesodermin (Xenopus laevis) 

homotog (EOMES), mRNA 

/cds=(0,2060) 
5853768 wz82d03.x1 NCLCGAPJ33S4 cDNA 

clone IMAGE:2565317 3' similar to 

SW:ATP6_HUMAN P00846 ATP 

SYNTHASE A 
5854154 ws94a12.x1 cDNA, 3' end 

/clone=lMAGE:2505598 /done_end=3' 

5854823 wz81 D09.X1 cDNA, 3' end 

/clone=IMAGE:2565209 /clone_end=3' 

58551 30 wt04d1 2.x1 cDNA, 3* end 

/c!one=IMAGE:2506487/c!one_end=3' 

5855645 602320903F1 cDNA, 5' end 

/clone=IMAGE:4424065 /clone_end=5* 

5857859 ws76g10.x1 cONA, 3* end . 

/clone=tMAGE:2503938/ctone_end=3* 

5858449 ws85g09.x1 cDNA, 3* end 

/clone=IMAGE:2504800 /clone_end=3* 

5858508 602415255F1 cDNA,5'end 

/clone=IMAGE:4523725 /clone_end=5' 

5864759 UI-H-B!0p-abh-h-06-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2712035 
/clone^end^y 
-5880120 \wv15d09.x1 cDNA,3 v end 

/clone=IMAGE:2529617 /clone_end=3' 

5880166 EST380762 cDNA 

5885916 wt72b08.x1 Soares_thymus_NHFTh 

cDNA clone IMAGE:2512983 3' similar . 
to contains Alu repetitive eleme 
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AGGAC CTTGACAAGCCGTTTGAG ATG 
GAATGTAGGCCCTGATGTTATGCT 
AGGAC CTTGACAAGC CGTTTGAGATG 
GAATGTAGGCCCTGATGTTATGCT 
AGTG G AGTGTTTACACCTTGCTGTAA 
CATTTGAACTTTCACAAGAGATGT 
ATATCATATTATTTGATGCCATTAGGC 
G G C CTGG ATC AC CAATTCTAAGT 

GC C ACC AG AC AGAAG GACCAGAGTT 
TCTGATTATAAACAATG ATGCTGG G 

TGTTGGTGAGCAATGTGCAGAGGCA 
GAG C CG CTG AAGTATG GTTCCTGAG 

GG CTGCTGTTG ACTGAAATTCCTATC 
CTCAAATTACTCTAG ACTG AAG CT 

CI I I I I AGTAGGCAAAGGTTCTTCTTC 

CTCCTCTTTTGGTGCAGGGACGC 

GCGTGTATGTGGGATGCCATAGGTG 

TGACTGTAGAGTCATTCTTCCTTCC 

TGTAAGTTGACTTTCAAAAGTCTCTG 

GAAACACTG GACTTTAGCTG GTCC 

GAAG CGTGGCAGAGAACTATG GATC 
AGG CAGCCCCTCTCATCTTTACC AT 
TTG GTCCAAACTCTGGAGCCTTGTGG 
GAGAACATAGGGCATAACGTGTTT 

CCCTTCTTAGTAAAGAGACATCTTCT 
ACAGTAACCACAGAGAAGAAGTGG 

TGGACATAACCTGGGTCAGAAGAGAA 

ACTTTTG AAGCTACACGAACAAG C 

CGGCTCAAATAAACC7TTACCGGATT 

TTTGGGGTTATGCCCACACCCTTG 

GGACCACTAGTACTCCAGAACCATAA 

TATAACTAGACATGCCTGGAATGC 

AACAAGCCATGTTTGC CCTAGTCCAG 
GATTGCCTCACTTGAGACTTGCTA 

TCTACTGACTATCCTAGAAATCGCTG 
TCG CCTTAATC CAAGCCTAC GTTT 



GAGAAACTTCCGTGCATGAAGGTTTC 
CTCCTTGACTCGG CAG CAG CGGCC 

CCAAGTAGGTTTTAACTCTGGTATGG 
TCTCGTGTTTTCATTTGTTGTGCA 

GTTCCCACGGAGCTGACTTCTCCGG 
GGTGCCTGTGCCCTACATTAAACCC 

CCGTAACTCCGACAAACGCAGAACTT 
CTTGAGGCTTTCTTCTTCTAAGGA 

TCTGGACCCTGCTTGGGTTCACAGCA 
TTGGTGGAGGTAAGTAGTATTCTC 

GAAGAGGAAGCTCATCCGAAGTCTTC 
CGACAG AGTGAGCCGTC ATGC CC G 

AGTGTGTATTCTTGATGTTTATTGGCT 
CATGTGGACAGAAATGTACAGGG 

AGATGAG GCTG CTCTGAAGATTC AGT 
AATTAGGATGGACAGTCAGCTACT 

-TGGGCTTTGGGGTTC AGTTTGTTACC 
TTTG G AGACTTATTTAATGAAACC 

C AGTG GTTCCTGAG AG AATCTTAGTT 
CAAAGGACTGCCCCCGCCAACCCC 
ACCGCCAAAGCCAATCATCCACTTTC 
AGTACTTACCTAACCAATCTCCCA 
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5572 


Table 3A 


Hs.233564 


AW027530 


5573 


Table 3A 


Hs.311783 


AW043857 


5574 


Table 3A 


Hs.277672 


AW050975 


5575 


db mining 


Hs.279066 


AW063114 


5576 


db mining 


Hs.279082 


AW063120 


5577 


db mining 


Hs.279083 


AW063153 


5578 


db mining 


Hs.279127 


AW063155 


5579 


db mining 


Hs.279104 


AW063156 


5580 


db mining 


Hs.279085 


AW063158 


5581 


db mining 


Hs.279086 


AW063159 


5582 


db mining 


Hs.279092 


AW063191 


5583 


db mining 


Hs.279093 


AW063196 


5584 


db mining 


Hs.279102 


AW063210 


5585 


db mining 


Hs.279067 


AW063230 


5586 


db mining 


Hs.279069 


AW063239 


5587 


db mining 


Hs.279070 


AW063242 


5588 


db mining 


Hs.279071 


AW063246 


5589 


dh mininn 

w 1 1 hi in jy 


Hs 279072 


AW063252 


5590 


rih mininn 


H«t 279087 


AW0B3267 


5591 


rib minina 
uv 1 1 in in *y 


Hs 279073 


AW063271 


5592 


rih mininn 
uu i mii iii ty 


H«i 279074 


AW0B3274 


5593 


db mining 


Hs.279122 


AW063299 


5594 


db mining 


Hs.279076 


AW063319 


5595 


db mining 


HS.279078 


AW063325 


5596 


db mining 


Hs.279079 


AW063327 


5597 


db mining 


Hs.302423 


AW063352 


5598 


db mining 


Hs.279095 


AW063358 


5599 


db mining 


Hs.279096 


AW063371 


5600 


db mining 


Hs.279097 


AW063372 


5601 


db mining 


Hs.279075 


AW063428 


5602 


db mining 


Hs.279099 


AW063436 


5603 


db mining 


Hs.279100 


AW063458 


5604 


db mining 


Hs.279103 


AW063469 


5605 


db mining 


Hs.279101 


AW063474 


5606 


db mining 


Hs.279821 


AW063497 


5607 


db mining 


Hs.279105 


AW063509 


5608 


db mining 


Hs.279089 


AW063534 


5609 


db mining 


Hs.279080 


AW063546 


5610 


db mining 


Hs.279108 


AW063552 



Table 8 

5886286 wv74c06.x1 cDNA, 3' end 

/done=IMAGE:2535274 /done_end=3' 

5904386 wy81g04.x1 cDNA, 3' end 

/clone=IMAGE:2554998 /clone_end=3' 

5913245 wz25fD4.x1 cDNA, 3' end 

/clone=IMAGE:2559103 /clone_end=3' 

8887051 TN0103 cDNA, 3' end /clone_end=3* 

88871 69 TN0257 cDNA, 3* end /clone_end=3 t 

8887202 TN0786 cDNA, 3' end /clone_end=3' 

8887204 DP1 003 cDNA, 3' end /done_end=3' 

8887205 TN0974 cDNA, 3' end /done_end=3* 

8887207 TN031 1 cDNA, 3' end /c!one_end=3' 

8887208 TN031 2 cDNA, 3' end /clone_end=3' 
8887240 TN0359 cDNA, 3* end /done_end=3' 
8887245 TN0360 cDNA, 3' end /done_end=3 l 
8887259 TN0377 cDNA, 3* end /done_end=3' 
8887055 TN01 07 cDNA, 3' end /done_end=3' 
8887064 TN001 8 cDNA, 3* end /clone_end=3' 
8887067 TN0138 cDNA, 3' end /done_end=3' 
8887071 TN0358 cDNA, 3' end /clone_end=3' 
8887077 TN0149 cDNA, 3' end /clone_end=3' 
6887092 TN0331 cDNA, 3* end /clone_end=3* 
8887096 TN01 56 cDNA, 3' end /done_end=3' 
8887099 TN0792 cDNA, 3' end /done_end=3' 

8887124 TN0185 cDNA. 3' end /done_end=3' 

8887144 TN0230cDNA,3 , end/done_end=3' 

88871 50 TN0236 cDNA, 3' end /done_end=3' 

88871 52 TN0238 cDNA, 3* end /done_end=3' 

8887289 TN0725 cDNA, 3' end /clone_end=3' 

8887295 TN0979 cDNA, 3* end /done_end=3' 

8887308 TN0746 cDNA, 3» end /done_end=3' 

8887309 TN1 085 cDNA, 3' end /done_end=3' 
8887365 TN0121 cDNA, 3 1 end /done_end=3* 
8887373 TN0922 cDNA, 3' end /done_end=3' 
8887395 TN0949 cDNA, 3' end /done_end=3' 
8887406 TN0961 cDNA, 3' end /done_end=3' 
888741 1 TN0354 cDNA, 3* end /done_end=3' 
8887434 TN01 1 3 cDNA, 3' end /done_end=3' 
8887446 TN 1 01 2 cDNA, 3' end /clone_end=3' 
8887471 TN 1 054 cDNA, 3' end /done_end=3' 
8887483 TN0243 cDNA, 3* end /clone_end=3' 
8687489 TN1055 cDNA, 3' end /clone_end=3' 
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-1 CAGG ATGTTATTG ACAGGGTG GCCTT 
TGTG ATTCCTCCGGTGGTG GCAGC 

-1 GCCATTTCATTTGCTGTGTGGTTAGA 
CTTC C AGG AGGCTGTTTAG CTCTA 

-1 CCTTTGTGAAAAGTC AC CTGTG ACTG 
TC AGGG GTATGCTATGGGCCTTTT 

-1 GATCCACTTTGGGGTTCGGCGGCAG 

ATTATTCCGCTGGTAGAG CCG GATG 
-1 AATAAGGGACTCATTCATTATGCAGC 

AAATGTTGTTTGTTATTG G CTTG C 
-1 CTTCATG GTCTCC AGCC AGGACTCCA 

TCAGCGCCACGGCTTCATCCGAAC 
-1 TTGATGCTCATCATCTGCTCGAGGTG 

ATTGATGCCAGGTTGACGCACCAT 
-1 TCCTTTGGATAAGGTCCAAAACCTGT 

AAC ACATG ACC CTCAGAGCCCTTT 
-1 CCCGGCGACTTCACCACCCGCTATCT 

GGGCACCAAAGACTATATCTAGAT 
-1 CGCAATAGTCCTCGACAAGTCGCCAA 

CCCTC CCACTTCGGTCGATCAGCT 
-1 CGTCGGGTACCTCGCCGATAAAATC 

GCTG ATG GCCTGGTCGATCCTGAAG 
-1 ATCTTATCCCTCTGTTACTCAATGTGA 

GTGCATACTTTACATTGCCTACT 
-1 GGTCCTTG AAGATG ACGCG GATG AT 

CGAG GTCTCTGCGC CGTAGGCGATG 
-1 ATGATGAAGCTGCTGTCCAACGCCTT 

CGTCTGC CAGTTTCTGCTGGTGTG 
-1 TCCTTG CCAGAGCCTTCGGGTTCTAC 

GATTTGATCGACGACGCTGGTGTC 
-1 TCGAACATGGGCAGCTCCGTTTCAAG 

ATGGCTCAAGACTAGCGGATTGGG 
-1 AGTGATAGAGACCAAAGACTGCTTTT 

TAATTTTGTGGGG G AGGGGGTGG A 
-1 CGGGTCACTCATGTTGGCTACTAACC 

CTTTTCGTGCGCCGGGCATTCTAG 
-1 CTTGTCCTTGATCGCTTCCTTCTCTG 

CAAG G GAG AGCTTCTG GACCTTCA 
-1 CTTGTTTGACATCAGCGCCATCTCGA 

CAGCGTATTCCGCTATGACTGTTT 
-1 CACGAAGCCTTCGATCAGTTGCAGCA 

CGCGGCCAGAGCGGTCGATAGAAC 

-1 CATTTTGCCATCTGCGAGCATCTGGG 

TATTGACATGATCCCCAGTGGAGC 
-1 CACCAAGCTGGTCAACATCCAGGCG 

AATGGCTATTACGTGGATGAGATCA 
-1 TTGCTGATACG GCCTTTGATCATGTT 

TTCAACGATGTTTTCCGGCTTGCC 
-1 CCTCGACAAACTAAATGTTGATTTGA 

ATTGGCCTGTTATCATCTTGATCAC 
-1 GTTTCAGATCGGGCCGCTCCCGCCG 

GGTACCTATAGCGGAATC G AATTTC 
-1 GAAAACAGAAATGATGCTCGGCACAT 

TCTCGTCCAGCACCTCGGCAACGG 
-1 AACTGTATTCGATCACC GTGGCG CTG 

ATGGTGTCAGCAGTCGCCTTGTTC 
-1 AGTTGACATATAACCCACTTTACATAC 

ATTCCAAAATTGCGAGTAGTGAGT 
-1 ATATCGTACCGAGAAACTAGTGCGGA 

TATCTGACCAGGTATGGCGGTTGG 
-1 GTGGATGACCTGATC CAGGTCGGCC 

TGATC GGC CTG ACTG ATG AGCTGTC 
-1 ATGATGACCAGATGCTCTGGCACCGT 

GTCGAGTTCGAGGATGCCGACATT 
-1 GATCTGGGACGCATGGCCGAAGCTG 

AAAAGCTGGCTGTAGAAGACCTCGA 
-1 AACATGGCAATATTTATTGGTCCTAAT 

ACTGTCACTG GCAAGGTTGGTGT 
-1 G AGGCAGAGGTGTAGCG AGTCCAG G 

CTCTCTTCGAACGTTGCACCCGACG 
-1 GTCCCACACGTTCGGCCCTGACTCT 

GCTGTGTTCGACGAGGACAATCTCG 
-1 CATGACGTTGTGCTCGACACCCCAAC 

AGATCACGTAATCAGCCTGGTGGA 
-1 TAGGCTATAGAGATGTGAGGGATTAT 

TATTAGTCACACCTCTAGTCATGCC 
-1 GGCTGC CGGATGTGTAGGTCTTCCC 

ATGTTGTGAAGTAACGGTGCTCCAC 
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5611 


db mining 


Hs.279109 


AW063556 


5612 


db mining 


Hs.279110 


AW063561 


5613 


db mining 


Hs.279090 


AW063572 


5614 


db mining 


Hs.279111 


AW063598 


5615 


db mining 


Hs.302424 


AW063600 


5616 


db mining 


Hs.279124 


AW063609 


5617 


db mining 


Hs.279113 


AW063630 


5618 


db mining 


Hs.279114 


AW063635 


5619 


db mining 


Hs.279125 


AW063652 


5620 


db mining 


Hs.279116 


AW063678 


5621 


db mining 


Hs.279117 


AW063709 


5622 


db mining 


Hs.279118 


AW063718 


5623 


db mining 


Hs.279119 


AW063746 


5624 


db mining 


Hs.279120 


AW063778 


5625 


db mining 


Hs.279121 


AW063780 


5626 


db mining 


Hs.279123 


AW063833 


5627 


db mining 


Hs:279138 


AW063909 


5628 


db mining 


Hs.279126 


AW063951 


5629 


db mining 


Hs.279174 


AW063977 


5630 


db mining 


Hs.279128 


AW064020 


5631 


db mining 


Hs.279130 


AW064046 


5632 


db mining 


Hs.279084 


AW064052 


5633 


db mining 


HS.279825 


AW064053 


5634 


db mining 


Hs.279131 


AW064060 


5635 


db mining 


Hs.279135 


AW064084 


5636 


db mining 


Hs.279136 


AW064098 


5637 


db mining 


Hs.302426 


AW064100 


5638 


db mining 


Hs.279175 


AW064121 


5639 


db mining 


Hs.279139 


AW064129 


5640 


db mining 


Hs.279140 


AW064136 


5641 


db mining 


Hs.279106 


AW064157 


5642 


db mining 


• Hs.279141 


AW064160 


5643 


db mining 


Hs.279142 


AW064161 


5644 


db mining 


Hs.279143 


AW064166 


5645 


db mining 


Hs.279144 


AW064175 


5646- 


db mining - 


Hs.279824 


AW064185 


5647 


Table 3A 


NA 


AW064187 


5648 


db mining 


Hs:279146 


AW064189 


5649 


db mining 


Hs.279145 


AW064194 



Table 8 

8887493 TN1059 cDNA, 3' end /ctone_end=3' 

8887498 TN106B cDNA, 3' end /done_end=3' 

8887509 TN1079 cDNA, 3' end /clone_end=3* 

8887535 DP0133 cDNA, 3' end /clone_end=3* 

8887537 DP0925 cDNA, 3' end /clone_end=3 l 

8887546 DP0922 cDNA, 3' end /clone_end=3* 

8887567 DP01 54 cDNA, 3' end /done_end=3' 

8887572 DP0774 cDNA, 3' end /clone_end=3' 

8887589 DP0189 cDNA, 3' end /clone_end=3' 

888761 5 DP0229 cDNA, 3* end /cione_end=3' 

8887646 DP0336 cDNA, 3' end /clone_end=3' 

8887655 DP0314 cDNA, 3' end /done_end=3' 

8887683 DP0347 cDNA, 3' end /clone_end=3' 

888771 5 DP0954 cDNA, 3' end /cIone_end=3 , 

8887717 DP0388 cDNA, 3' end /c!one_end=3' 

8887770 DP0756 cDNA, 3' end /c)one_end=3' 

8887846 SP0953 cDNA, 3* end /clone_end=3' 

8887888 DP0986 cDNA, 3' end /c!one_end=3' 

8887914 DP 101 9 cDNA, 3' end /clone_end=3' 

8887957 DP1 073 cDNA, 3' end /clone_end=3* 

8887983 SP0153 cDNA, 3' end /c1one_end=3 l 

8887989 SP0159 cDNA, 3' end /done_end=3' 

8887990 SP0992 cDNA, 3' end /c!one„_end=3' 
8887997 SP0636 cDNA, 3' end /c!one_end=3 l 
8888021 SP061 2 cDNA, 3' end /cione_end=3' 
8888035 SP0575 cDNA, 3' end /clone_end=3' 
8888037 SP0684 cDNA, 3* end /clone_end=3' 
8888058 SP0554 cDNA, 3' end /clone_end=3' 
8888066 SP0696 cDNA, 3* end /clone_end=3' 
8888073 SP0570 cDNA, 3' end /done_end=3' 
8888094 TN1014 cDNA, 3* end /clone_end=3' 

8888097 SP0594 cDNA, 3' end /clone_end=3 , 

8888098 SP0595 cDNA, 3' end /clone_end=3' 

88881 03 SP0605 cDNA, 3' end /clone_end=3' 

88881 1 2 SP061 5 cDNA, 3' end /clone J5nd=3' 

8888122 -SP0630 cDNA, 3' end7done_end=3' 

88881 24 (One single EST, artifact ?) SP0632 
KRIBB Human CD4 intrathymic T-cell 
cDNA library cDNA 3', mRNA sequence 

88881 26 SP0634 cDNA, 3* end /clone_end=3' 

8888131 SP0633 cDNA, 3* end /clone_end=3' 



•1 TGCCCTGTATAGTGTTGTAAAAATTA 

GAATGTTTC AC CC AAAC C ATCTGG 
-1 GTCTTTCGAATCGCTCTTTAGCTCGT 

GCGGGCTGTTGTCCCACTTGTTGG 
-1 CTATGCGCTGC GCTACAAGCTGG AC 

CTG TATTCGGACTTC AGCTACTACC 
-1 TTCGAAGCGACGCTGCGTGCGCTGC 

TCGTCCAATTG C AG CATGG ATAAG G 
-1 CCTTCCGCTGTCCCTTC AGTAG CTGT 

TTCTGTTCCCTGACG C C C ACTTCT 
-1 CAATGCAGCGGCTGATGCAGATCAC 

CCACGAGATGCAGGACGAAGGCGAG 

-1 TCATTCAGTCTG AGTAG GAG G AAAGA 

G GAC AGGTTGTTGGAGAGTTG GTT 
-1 TAATTGCCGCTGAAGCACGAATCCTC 

GAAATGCGTCACCTTC GG ATTGAC 
-1 AAATGTGGTG ACAAAGTAC C AGCAAG 

AACTG GACTGTGTTTCTGGAGCCT 
-1 GTTCATCGTCTCGCGTCGCAAGAAGT 

AAGGGCTAGGCCATGACTCGTTCG 
-1 CTCTTGG CAGC CCTGCTCTCGTGGG 

TCAGCATCGTCGCGTGCTCCGGTGG 
-1 GTGCTC G CTGAGCTG GTCCAG AAAT 

CCGTCGACTGAGGCGATGGCGGCTG 
-1 CATGAACAAGGGCCGGATCATCCTG 

ATGCCCAACACACTGGACTTCGGTG 
-1 CAC CCGTTGTAGGCGACGAGCGTG A. 

ACGAAAACGTGTCGGACGGCTTGTA 
-1 CATATGCGGCTGTGCCATAGCCGGA 

TGTTCTTCGTGCGTGCCTACCC CCG 
-1 TTCTTTCC GTCGCG CATCGGAATGCG 

AAACTCGTACTTCGTGTAGAACTC 
-1 G CCAG G G GCTTTATCACTTCCATGGC 

CG CAGCGATGACCAGGTC AAG CTG 
-1 CGCCGACCAAGCTTACCGACTTCTCG 

CCG ATCTACTG CGACGAAGAAGGC 
-1 GGTAGTG ACGTGCTG AATGAC GGTG 

CCGTCCATCATCG GGTCGGAGTAAG 
-1 TTC AG GACTCGTTTC ACGTAG GCAAC 

GCTGTCTAAAGTTCCCAAGGGATT 
-1 CTCTTTACCCGGAAACAGGTTGGGGA 

GATGACACGCAGAAAATCATACGC 
-1 CTTTGGATATATCG AG AAAGGCC AG G 

GCCTGAACAAGGAAAGCTTCCAGG 
-1 AAG G CTGGTCAAG AATCTTGAGACG 

GAATTGCACAGTCTCGGCGTGATCC 
•1 GATCGATTCGGGGGTGACATCGGCG 

CTGAGCACCATCACCGGAACATAAG 
-1 CTGAGATCACCCTGAACACCGACAAG 

GACGAGATCGCAGTCTGCAACCTG 
-1 CTGAAGGCTTTGGCGACAACCAGGT 

CTATCCGTTTGAAATTGGCGAGAAC 
■1 TCTTGTG CCAGC ACGTCTTGCTGATA 

GCCGATGAATCGCGTCCCTTTGTC 
•1 GAACTCCTCAAGGAAATAGTCCACCG 

CCTGCTGCTTGGACGCTGCCAGTT 
-1 GTGACCTCGGGGTCCCCCTTGGTGA 

GGGTGCCGGTCTTGTCGAAGACGAC 
-1 GTGTTCGGG CTTCATGTCGC CAACAC 

CATCGGCACTGGCATCATCGATCC 
•1 AGGTTGATTTCCACTTCCTCGGGAGG 

TTTCGCCACCTCTTCGCCTTTGAG 
-1 GTTAGCTTCCACGCTTTATCTCCTGC 

TCTGAGTGTGTACCCG CGCTGCTC 
.1 TTAAAGTGGTAAGGGAGGTTTCTACT 

CCTGG GGAAACATTAAAGTAC CTT 
•1 CTTTCTCCGACTTCGAGATCTGCCCG 

TGGTCGAGATCGTGGTAGATGATG 
•1 AACTGGATAGAGCACGAGCCTTCTAA 

GCTTGGAGTTGCAGGTTCGAATCC 
•1 GAAGATCGGCGCAACGAAGACCGCT 

TCCACTTCATCAACTGGACCAAGAA 
•1 TGCTTCTGTGACAGATTAGCTTACAT 

CTTAC CACCTC ACC GAGAAG AGCT 



•1 AGCTCAAGAGCTTCCGCGACGTACC 
C AGC AAAGTAAC GCTCG ACGAATGC 

-1 ATC GAAG ACGTGATG CTG AACCTTTG 
GG CG AAG GC CG AG AAGG AAG GCAA 
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5650 


db mining 


Hs.279147 


AW064201 


5651 


db mining 


Hs.279132 


AW064208 


5652 


db mining 


Hs.279148 


AW084218 


5653 


db mining 


Hs.279826 


AW064223 


5654 


db mining 


Hs.279149 


AW064250 


5655 


db mining 


Hs.279150 


AW064255 


5656 


db mining 


Hs.279134 


AW064258 


5657 


db mining 


Hs.2791 51 


AW064272 


5658 


db mining 


Hs.302427 


AW064275 


5659 


db mining 


Hs.2791 53 


AW064284 


5660 


db mining 


Hs.2791 56 


AW064319 


5661 


db mining 


Hs.2791 57 


a i a me a n on 

AW064320 


5662 


db mining 


Hs.2791 64 


AW064343 


5663 


db mining 


Hs.2791 59 


AW064348 


5664 


db mining 


Hs.279161 


AW064375 


5665 


db mining 


Hs.2791 62 


AW064377 


5666 


db mining 


Hs.2791 63 


AW064378 


5667 


db mining 


Hs.2791 68 


AW064424 


5668 


db mining 


Hs.2791 65 


AW064433 


5669 


db mining 


Hs.279166 


AW064445 


5670 


db mining 


Hs.279823 


AW064450 


5671 


db mining 


Hs.2791 67 


AW064452 


5672 


db mining 


Hs.2791 69 


AW064468 


5673 


db mining 


Hs.2791 55 


AW064473 


5674 


db mining 


Hs.279170 


AW064476 


5675 


db mining 


Hs.2791 71 


AW064479 


5676 


db mining 


Hs.2791 58 


AW064487 


5677 


db mining 


Hs.330544 


AW064490 


5678 


db mining 


ns.2791 60 


AW067725 


5679 


db mining 


Hs.279129 


AW067742 


5680 


db mining 


Hs.2791 33 


AW067752 


56B1 


db mining 


Hs.2791 54 


AW067760 


5682 


Table 3A 


Hs.89433 


AW071894 


5683 


Table 3A 


Hs.299581 


AW073707 


5684 


db mining 


Hs.243286 


AW075809 


5685 


db mining 


Hs.277714 


AW075B14 


5686 


db mining 


Hs.244048 


AW075894 



Table 8 

88B81 38 SP0650 cDNA, 3' end /clone_end=3' 

8888145 SP0658 cDNA, 3' end /donejend^ 1 

88881 55 SP0732 cDNA, 3' end /clone_end=3' 

8888160 SP0676 cDNA, 3' end /clone_end=3' 

8888187 SP1013 cDNA, 3' end /clone_end=3' 

8888192 SP0105 cDNA, 3' end /clone_end=3' 

8888195 SP0717 cDNA, 3' end /clone_end=3' 

8888209 SP01 30 cDNA, 3' end /c!one_end=3' 

888821 2 SP1065 cDNA, 3' end /doneja^S* 

8888221 SP0755 cDNA, 3' end /clone_end=3' 

8888256 SP1 055 cDNA, 3' end /done_end=3' 

8888257 SP1 045 cDNA, 3' end /c1one_end=3' 
8888280 SP091 6 cDNA, 3' end /clone.end^ 

8888285 SP1 044 cDNA, 3' end /clone_end=3' 

8888312 SP0115 cDNA, 3* end /clone_end=3' 

8888314 SP1066 cDNA, 3* end /clone_end=3' 

888831 5 SP0966 cDNA, 3' end /clone_end=3' 
8888361 SP1 056 cDNA, 3' end /done_end=3' 
8888370 SP1 030 cDNA, 3' end /clonej5nd=3' 
8888382 SP1 042 cDNA, 3' end /done_end=3' 
8888387 SP1048 cDNA, 3' end /clone_end=3' 
8888389 SP1 069 cDNA, 3' end /done_end=3* 
8888405 SP1 067 cDNA, 3* end /clone_end=3' 
888841 0 SP1 072 cDNA, 3' end /clone_end=3' 

8888415 SP1080 cDNA, 3' end /done__end=3' 

888841 6 SP01 47 cDNA, 3' end /clone_end=3' 
8888424 SP1 087 cDNA, 3' end /cione_end=3' 
8888427 SP1 090 cDNA, 3' end /clone_end=3' 
8888472 SP01 10 cDNA. 3' end /c!one_end=3' 
8888489 SP01 50 cDNA, 3' end /clone_end=3' 
8888499 SP0141 cDNA, 3» end /cione - .end=3' 
8888507 SP01 22 cDNA, 3* end /clone_end=3' 

6026892 ATP-blnding cassette, sub-family C 
(CFTR/MRP), member 1 (ABCC1), 
transcript variant 1 , mRNA 
/cds=(1 96,4791) 

6028705 xb01 h03.x1 cDNA, 3' end 

/clone=IMAGE:2575061 /done__end=3' 

6030807 xa85g05.x1 cONA, 3* end 

/done=lMAGE:2573624 /ctone_end=3' 

603081 2 xa85h03.x1 cDNA, 3' end 

/clone=MMAGE:2573621 /done_end=3' 

6030892 xa81c04.x1 cDNA, 3' end 

/clone=IMAGE:25731 90 /done_end=3' 



-1 CGATACCCTCACTAGACCTCGGATCG 

AAATAAATCAGAGCGATCACATCG 
-1 GGGGATACACACCCCACAAGCCTTC 

CTGCGGCTTCATCACGGTTACCACC 
-1 G ATCTTG GTG AG AAGCTCGGTC ATGT 

AGAAG AC CTCGCCCTG GG AC ACTA 
-1 ATTTTATCG CC AGCTACGTCG G CATT 

GGTCAGGACGACCTGAAGGGGAAT 
-1 TGATGCGG AGAGCGAGGTAG ATC CC 

GGCGGAGTTTTCGTCGATGGGAAAG 
-1 GTACACTTCCTGGATCTGATCCACGA 

GGTAACGAGCGAGAGTGGTGATAC 
-1 GTGACTTC ATG CTCGG GGTTGAGCTT 

GGCGTCCACCACCTTTTCCCACTC 
-1 CCGGTGTCCTTGATCAGCTTCAGCAG 

TGGCTTGACGTAGATGCGGGTCGG 
-1 CATCAGTGTTTCTCCTGCTGGGACTG 

TTGCATGTGGTGCATCACGGTTTG 
-1 GCGAGGCGAAACATAGCTTCCATTGT 

GTCTTTTCTCCTTATGCGTCTTGC 
-1 AATGAGACCCGCCGTCCCTGGAGAT ' 

GAAGATGTCGTCCGACTCCGTCCAC 
.1 CGGATGTTGTCGTTCCAGAACGAAG 

GATCGGCCTCTTGGGCCTGGATTTC 
-1 GGCACCGACTTGGGCCTGAGAGAGG 

CGCAGGTCATCAATATAGAATCGGG 

-1 CCATGCTGAACTTGGCCAGGTCCTTG 

ACGGCGGTGTTTTCCGACAGCACC 
-1 CGCGATGATCTCGTCCTTCGGCATG 

G CG ATGCGCTATTCCTTCG ACATGG 
-1 GCCCATTGACCGTATCGCGTCATCTT 

GCTGGCATTTCTAAGAAAATACCG 
-1 TGAAACAGGGAAAAG CC AGGAAGAT 

CTCCG GTTCCACGTCCAATTTGTAC 
-1 CAAGAATGACGGAAAAATCCGTGAGC 

ACAAGGCAAAGGCTTGCCGTGTGG 
-1 GACTTGATCACAACC CGATCC GTAAC 

G ACGTATTGGAGCCACTC G AACAA 
-1 CTTCTCGCCGTAACTTTTC CGCCGAG 

CACGCTACGCACGTAG GTGTTGTG 
-1 TCGACTACGACTTCAACTTCCCCAAA 

CGGTGGGAGAAGCGAGCTTGAGGC 
-1 AAGTTGATCAGATCACGGGCCACGC 

CTGCAACCAGAGG CTTGTCATCGTC 
-1 TGATCTGATTGTGAGGAGAGTGGAGA 

AGGTGGTATAGAAGCTGAAAGGGT 
-1 CTTCATGCTCGAGAAGAAAATGCTCC 

GTGCCTCCGACGACGCCACCATCG 
-1 CAGATGGTCACGAGACGCTTGTCCG 

TGATGTCTTCCGTCAGCGTGCAGAG 
-1 TGATGGATTTGGAAAGTGTTATTCTG 

TTTG ACTTCTCCCTG CTCTGCTCA 
-1 TTGAACGGGTATAGCCACC AAG G CAT 

TGGCTGCAAAGTCGGGCAAAACTT 
-1 ACTGTGTATTGATGAGTATCTGATGC 

CTATAACATCTGTAG G AGGCTAC A 
-1 GTACGAAGGTGGCGATGATGCGTTC 

GATCACCTCGGGGATTTCCTCGGCG 
-1 CGACCTTCGGCGTTTCCGCTTCGGAA 

CCCGTGAAGGCGTTCTTCACTTTG 
-1 ATTCGCTGG CAAC ATAATTACCAGAC 

TCACATCG AACG AAGCTCGGTTC C 
-1 TGTTCGTTGCCATCCTTGTCGAGGAA 

CATCTCGCTTTCCAGTTC CGCCTG 
-1 TTTG G G GGATCCTTTTGTAATGACTT 

ACACTG G AAATGCGAACATTTG CA 



-1 GGACAAGGGGCACCCGGATTATATTT 
CCCACCAATCCTAATCCTAAACCC 

-1 TG GAG CTTATTTTGGAGAACTGTCAC 
CATTTTATCCCAGTTGGCAATTTT 

-1 ATTATGGGTAAGGCTTGGGCTTGTTC 
CCACATGTTAACCAAATGGCCTCA 

-1 GGGAGGGCCAAAGAAATCTTTTTCCC 
GTTTCAAATTATGTTCC CCAAAAA 
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5687 db mining 

5688 db mining 

5689 db mining 

5690 db mining 

5691 db mining 

5692 db mining 

5693 db mining 

5694 db mining 

5695 db mining 

5696 db mining 

5697 db mining 

5698 db mining 

5699 Table 3A 

5700 Table 3A 

5701 Table 3A 



5709 Table 3A 

5710 Table 3A 

5711 Table 3A 

5712 Table 3A 

5713 Table 3A 



Hs.329433 AW075905 



Hs.329434 AW075921 



NA 



AW075929 



Hs.265634 AW075948 

Ks.277716 AW075986 

Hs.241982 AW076004 

Hs.257711 AW076027 

Hs.277717 AW076038 

HS.241983 AW076068 

Hs.277718 AW076075 

Hs.242605 AW076083 

Hs.329436 AW076127 

Hs.244816 AW078847 

Hs.245616 AW080951 

Hs.176498 AW081098 



5702 Table 3A NA 



AW081232 



5703 Table 3A Hs.295945 AW081320 



5704 Table 3A Hs.120219 AW081455 



5705 Table 3A Hs.277738 AW082714 



5706 db mining NA 



AW088500 



5707 Table 3A Hs.243457 AW1 02836 

5708 Table 3A Hs.341908 AW117189 



Hs.3642 AW1 30007 

Hs.248367 AW131768 

Hs.203606 AW131782 

Hs.335449 AW136717 

Hs.8121 AW137104 



Table 8 

6030903 xa81d05.x1 cDNA, 3' end 

/clone=lMAGE:2573193 /done_end=3* 

6030919 xa81f04.x1 cDNA, 3' end 

/clone=IMAGE:2573215 /done_end=3' 

6030927 xa81g05.x1 NCI_CGAP_CML1 cDNA 
Clone IMAGE:2573240 3', mRNA 
sequence 

6030946 xa82b03.x1 cDNA, 3* end 

/clone=IMAGE:2573261 /done_end=3* 

6030984 xa82f05.x1 cDNA, 3' end 

/clone=IMAGE:2573313 /done_end=3* 

6031 002 xa82h04.x1 cDNA, 3* end 

/clone=IMAGE:2573335 /done_end=3' 

6031025 he31c12.x1cDNA,3'end 

/clone=IMAGE:2920630 /done_end=3* 

6031036 xa83d08.x1 cDNA, 3* end 

/clone=lMAGE:2573391 /clone_end=3' 

6031066 xa84a02.x1 cDNA, 3' end 

/clone=IMAGE:2573450 /done_end=3' 

6031073 xa84a10.x1 cDNA, 3' end 

/clone=IMAGE:2573466 /done_end=3' 

6031081 xa84b10.x1 cDNA, 3' end 

/clone=IMAGE:2573467 /c!one_end=3' 

6031 1 25 xa84g01 .x1 cDNA, 3' end 

/clone=IMAGE:2573520 /clone_end=3' 

6033999 xb1 8g07.x1 cDNA, 3" end 

/clone=IMAGE:2576700 /clone_end=3' 

6036103 XC28C10.X1 cDNA, 3' end 

/clone=IMAGE:2585586 /done_end=3' 

6036250 xc29a12jc1 cDNA, 3' end 

/clone=IMAGE:2585662 /clone_end=3' 

6036384 XC22e08.x1 NCLCGAP_Co19 cDNA 
clone IMAGE:2585030 3' similar to 
SW:RS1 A HUMAN P39027 40S 
RIBOSOMAL 

6036472 xc30f12.x1 cDNA, 3' end 

/clone=IMAGE:2585807 /clone_end=3' 

6036607 xc31c07.x1 cDNA, 3' end 

/done=lMAGE:2585868 /clone_end=3' 

6037866 Xb61f07.x1 cDNA, 3' end 

/ctone=IMAGE:2580805 /c!one_end=3' 

6044305 Xd10a04.x1 NCLCGAP_Ov23cDNA 
done IMAG&2593326 3' similar to 
SW:BAT3 HUMAN P46379 LARGE 
PROLINE- 

6073449 xd38h12.x1 cDNA, 3' end 

/clone=lMAGE:2596103 /done_end=3' 

6085773 xd83f08.x1 cDNA, 3' end 

/clone=IMAGE2604231 /clone_end=3* 

6131612 RAB1 , member RAS oncogene family 
(RAB1 ), mRNA /cds=(50,667) 

61 33375 MEGF1 1 protein (MEGF1 1), mRNA 
/cds=(1 59,3068) 

6133389 PMO-UT0103-300101-002-M2 cDNA 

6140850 UI-H-BI1-adm-a-03-0-Ul.s1 cDNA, 3* 
end /clone=*IMAGE:2717092 
/clone_end=3' 

6141237 Notch (Drosophila) homolog 2 

(NOTCH2), mRNA/cds=(12,7427) 



TTACCCCAATGCTTTTGCCCCGGTGG 
C C C AGTTTGTAAATTG GTTTG ATT 

CCC C CCTTGGC AGGTTAATTGGTGTT 
TAAGG AACCCTCC AGGGTGG G GG G 

CCCCCCAGTTTTAATGTTAGGGGGAA 
G GG ATTTAACCCCTTATTTAAAAAA 

CTATCACCCTTGATATGAAATTCCAG 
AATTTTCTGTGATACCACATGGCC 

ACTCCG G GCCTTAATGG ATTTG GCCT 
GTCCTCAAGAATGGTAATTATGAA 

ACGTGGTTTCAGTCCTTAGCACCGTG 
GTATTGACATGACATCAGTTGCAA 

CACAACTTGCTGTTCACGTCTTTGGG 
GTGTTTTCCATTCCTAATAGATGG 

AAACC CGTCCTCC ATTATAATTACCTT 
TCAAAGGGCAAGTCAAAAGTTGT 

AAACAGCACAACATGAGTGTTTCCTA 
CCACATCAATTTTAATGAAGACAC 

CGGAATCGGGTTTCCATTGGACCCCA 
AAAATTTCCCTTTGGGCTTCATGA 

TGAGGATAGAAGCAGCCTTTTATATT 
TTTGTGTGGTAAAGCAAATTGGCA 

GGGGCAAATTTCAAGGGACCTCCCC 
AAAGGGGGTGTTTTCCCTGGATGGG 

AAACAGGAAGGGGGTTTGGGCCCTT 
TGATCAACTGGAACCTTTGGATCAAG 



ACTCTTTGTCTTTTTAAGACC CCTAAT 
AGCCCTTTGTAACTTGATGGCTT 

CCG GCTGCCTCC ATCCCAGAAGAGT 
G CG C AGAGAATTAAATCTAG ATATT 

GGGATGTAATACATATTTTTCCAAATA 
AAATGCCTCATGGGCTTTGGGGC 



AGAACCCGTATTCATAAAATTTAGAC 
C AAAAAGGAAG GAATCGAACC CCC 

AGTTAGTATACAGCCAGAACAGCCAA 
GCCTCAATTCTTGTACCTTGTGTC 

CCCTGATCCTCTGTAGGGAACTTCCT 
TTTCTCTAATCCTAGATCTTTTCA 

GAG GCATCAGAGGTTCAGG AGAGTT 
ACAGGCAGCAGGTGCGGTATAATAT 



-1 TTTGTTTCTTTGGGCCTGATTTGTATC 
TCTGG AAGG CATTAATTCTTGAA 

-1 G CTTTG CCTCTCGGAGG AGTCAAAG 
G GGC AGTAACTGTATGG GGTG AGAG 

-1 GCTCCC GAATATTGTAATTTGTTGCC 

CC CTATGTAC CC AAC CC CCTGAAA 
-1 AGGAAGTATGAGAGTTCTGAAACCCT 

TGATAG AAACTG G AAGCCTGCC AT 
-1 G AC ATAGG GTTG CAGTAGTG AGTGG 

GCATCTGTTCTCAG AAG GC AGTGCC 
-1 TTCTGGCCTTGTTC AC CTAGAAACG C 

TATTTCCTGTGTTATGGTTCTGG C 

-1 G CTCTG GGAAAG AGACAG GGAAGTC 
TG G AATG GAAAAG AAC ACGATGAGA 
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5714 Table 3A 

5715 Table 3A 

5716 Table 3A 

5717 Table 3A 

5718 Table 3A 

5719 Table 3A 

5720 Table 3A 

5721 Table 3A 

5722 Table 3A 

5723 Table 3A 

5724 Table 3A 

5725 Table 3A 

5726 Table 3A 

5727 Table 3A 

5728 Table 3A 

5729 Table 3A 

5730 Table 3A 

5731 Table 3A 

5732 Table 3A 

5733 Table 3A 

5734 db mining 

5735 db mining 

5736 db mining 

5737 db mining 

5738 db mining 

5739 Table 3A 

5740 Table 3A 



Hs.12035 AW137149 

Hs.342003 AW1 38461 

Hs.245138 AW139918 

Hs.276718 AW148618 

Hs.89104 AW148765 

Hs.248657 AW1 50084 

NA AW1 50085 

Hs.265838 AW1 50944 

Hs.301104 AW151854 

Hs.337727 AW161820 

Hs.299967 AW1 66001 

Hs.81248 AW166442 

Hs.169738 AW172306 

Hs.8991 AW172850 

Hs.143525 AW173163 

Hs.38664 AW188135 

NA AW1 88398 

Hs.252989 AW191929 

Hs.203755 AW1 94379 

Hs.253151 AW195119 

Hs.253154 AW195169 

Hs.330019 AW195270 

Hs.253167 AW195284 

Hs.253168 AW195300 

Hs.253169 AW195313 

Hs.253384 AW204029 

Hs.253502 AW205624 



Table 8 

6141282 602122419F1 cDNA, 5* end 

/clone=IMAGE:4279300 /clone_end=5* 

6142779 UI-H-BH-adg-e-06-0-ULs1 cDNA, 3' 

end /clone=IMAGE:2716882 

/clone_end=3' 
6144636 UI-H-BI1-aee-d-05-0-Ul.s1 cDNA, 3' 

end /clone=!MAGE:2719136 

/clone^endsS* 
6196514 601473284T1 cDNA> 3* end 

/clone=IMAGE:3876165 /ctone_end=3' 

6196661 60259091 7F1 cDNA, 5' end 

/clone=IMAGE:4717348 /done_end=5' 

6198076 xg36f03.x1 cDNA, 3' end 
/clone=tMAGE:2629661 /clone_end=3' 

6198077 xg36f04.x1 NCI_CGAPJJt1 cDNA 
clone IMAGE:2629663 3* similar to 
gb:X65018 PULMONARY 
SURFACTANT-ASSOC 

61 98842 xg42e09.x1 cDNA, 3' end 

/clone=IMAGE:2630248 /done_end=3' 

6199839 60231 3002F1 cDNA, 5' end 

' /done=IMAGE:4422480 /clone_end=5' 

6300853 au70h03.x1 cDNA,3'end 

/clone~1MAGE:2781653/c!one_end=3' 

6397526 xf43el1.x1 cDNA, 3' end 

/clone=IMAGE:2620844 /done_end=3' 

6397967 CUG triplet repeat, RNA-binding 
protein 1 (CUGBP1), mRNA 
/cds=(137,1585) 

6438254 xj37a08.x1 cDNA, 3' end 

/clone=IMAGE:2659382 /done_end=3' 

6438798 adaptor-related protein complex 1 , 
gamma 2 subunit (AP1G2), mRNA 
/cds=(45,2402) 

64391 1 1 xj84b08.x1 cDNA, 3' end 

/clone=IMAGE:2663895 /done_end=3' 

6462571 1L0-MT01 52-061 1OO-5O1-e04 cDNA 

6462834 xj98c03.x1 NCLCGAP_Co1 8 cDNA 
done tMAGB2665252 3\ mRNA 
sequence 

6470628 Xl77c10.x1 cDNA, 3* end 

/done=IMAGE:2680722 /clone^end=3* 

6473179 xm08h07.x1 cDNA, 3' end 

/clone=lMAGE:2683645 /clone_end=3' 

6474139 xn66b07.x1 cDNA, 3' end 

/clone=IMAGE:2699413 /done_end=3' 

647421 1 xn66h03.x1 cDNA, 3' end 

/clone=IMAGE:2699477 /done_end=3' 

6474330 xn67c04.x1 cONA, 3* end 

/clone=IMAGE:2699526 /clone_end=3' 

6474352 xn67d09 J(1 cDNA, 3' end 

/clone=IMAGE:2699537 /done_end=3* 

6474368 xn67f12.x1 cDNA, 3' end 

/done=lMAGE:2699567 /clone_end=3' 

6474381 xn67h05j<1 cDNA, 3' end 

/ctone=IMAGE:2699577 /clone_end=3' 

6503501 UI-H-BI1-aen-d-02-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:271 9899 
/done_end=3' 

6505098 UI-H-BI1-afr-e-01-0-Ul.s1 cDNA, 3' end 
/done=IMAGE:2722657 /clone_end=3' 
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GGGTTACATTTGAGTCTCTGTACCTG 
CTTGGAAGAAATAAAAATACGTGT 

CTGGGAATATGAAGCGAACGCCACA 
CACTAGAACGCGCCCTGGGAGCTGG 

G CTGCTTTTGCCCATC CAGGTTTCCA 
CATC CTAATCTTTGCTTTTCTTGT 

TGTAAATGTGGTTTGACTATTTCTGTA 
TGTCC CC ATCTATTGATG AGGGT 

TTGTTTTAACAACTCTTCTCAACATTT 
TGTC CAGGTTATTC ACTGTAACCA 

ACATAAACTGTCCCTTTAGGAAGAAG 
CCCAATGCCCGATTTTGCCCTTTA 

GGACAAGTGGCATCGGTACTATATTT 
CCCACCAATCCTAATCCTAATCCC 



TATGTCCCTTTTTCTC CTCCCTTCCCC 
ATTCCCTGGCATCATATTGGGAC 

CGCT GTCGCCTTAATCCAAGCCTACG 
TTTTCACACTTCTAGTAAGCCTCT 

TGTGGGCTTGGTATAAAC CCTACTTT 
GTGATTTG CTAAAGCACAGG ATGT 

CCGC CTGAAACGGGC ATTTTGTAAAT 
GGGGTTTGACTA I I I I I GTATGTC 

ACTG GCAAATGAAGCATACTGGCTTG 
CAGGGACCTTCTGATTCAAGTACA 

GAATTCGATTTGAGATCTGAGGGCAG 
ACC CGAACCAG GAAAGCAACTCAG 

AATGCACCAGGCTGCCACCTGCACC 
AGTGGTTGCTACATG GGATAAGAAA 

TATGATAGGATTCTCCACAGTGGCTT 
CCGACTCAGGCTCCAATGGACCAA 

TGCTGTATGGGCAGGTTGTCTTATTA 
TGTGATCAACAGATGTCCAGGAAC 
ACCTCCAAGAACATCTGCCTTTGTTG 
AACGTGTTTATTACCTGTCCACTC 

CCTTTTGCC CCTTAGCCCTTGGATAA 
TCCGGCTGGGAATGGGGGTGAGGG 

CCCAAATAAGCTCTGTACTTCGGTTA 
CCTATGTACCTGTTACCACTTTCA 

GCCACATGTCCTATTCTCACACAGGT 
GCTTTAATTTCAGCCCAGTCTCTA 

CTTGAAGGGGCTTTGTTGGGTTTTTG 
GGGTTTTGGGTGGGACTCCCAAAG 

GGGGTT TTAAA AATTTTCCCGATTTCA 
AAATTAATTTTCCGTTGCCCCCCGG 

CCCCCTGGGGTTTTTGGGAATGAGG 
TAAGGCTTTGAATTTGGTTTGATAT 

ACATGCTTAGAGCTGGAGGCTTGAAA 
CCATAATCCCAATTAAGTGCTGTC 

TGTTTGTCCAGGAAAAGGAAGAGGG 
GGAAATTAAAACCTTTCCGGTTAGT 

GCACTGCTCCGTCTAGCTGTATGACC 
TTTGTTATGTTTCTTTTCTTCCGT 

CTTC AATCTGGG CTGGGC ACTCCAC 
GC ACATAATCGTC ACTCTCGGAG GA 
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5741 Table 3A Hs.330058 AW206977 



5742 Table 3A 

5743 db mining 

5744 db mining 

5745 db mining 

5746 db mining 

5747 db mining 

5748 db mining 

5749 Table 3A 

5750 Table 3A 

5751 Table 3A 

5752 db mining 

5753 Tabte3A 

5754 db mining 

5755 Table 3A 

5756 Table 3A 

5757 Table 3A 

5758 Table 3A ' 

5759 Table 3A 

5760 db mining 

5761 Table 3A 

5762 db mining 

5763 db mining 

5764 db mining 

5765 db mining 

5766 db mining 

5767 db mining 

5768 db mining 



Hs. 15731 5 AW207701 



NA 



NA 



AW236186 



AW236203 



Hs.330063 AW236208 



Hs.253747 AW236252 



Hs.253748 AW236271 



NA 



AW236345 



Hs.253820 AW237483 

Hs.342342 AW243795 

Hs.250591 AW262077 

Hs.250591 AW262272 

Hs.277994 AW262728 

Hs.61345 AW262891 

Hs.5662 AW264291 

Hs.1 22655 AW274156 

Hs.250600" AW291304 

Hs.47325 AW291458 

Hs.170381 AW291507 

Hs.255118 AW292757 

Hs.255119 AW292772 6699408 

Hs.255123 AW292814 6699450 

Hs.255129 AW292855 6699491 

Hs.255544 AW292873 6699509 

Hs.255134 AW292900 6699536 

Hs.255135 AW292902 6699538 

Hs.255139 AW292928 6699564 

Hs.255140 AW292941 6699577 



Table 8 

6506473 UI-H-BI1-afs-h-11-0-ULs1 cDNA, 3' 

end /clone=IMAGE:2723180 

/clone_end=3* 
6507197 UI-H-BI2-age-e-03-0-Ul.s1 cDNA,3' 

end /clone=IMAGE:2724172 

/clone_end=3' 
6568575 xn70e07.x1 NCl_CGAP_CMI_1 cDNA 

ctone 1MAGE:2699844 3', mRNA 

sequence 

6568592 xn70h07.x1 NCI_CGAP_CML1 cDNA 
clone IMAGE:2699869 3'. mRNA 
sequence 

6568597 xn71a06.x1 cDNA, 3' end 

/clone=IMAGE:2699890 /done_end=3* 

6568641 xn71g08.x1 cDNA,3'end 

/done=IMAGE:2699966 /done_end=3' 

6568660 xn72b03.x1 cDNA, 3' end 

/clone=IMAGE:2699981 /done_end=3' 

6568734 xn73c12.x1 NCI_CGAP_CML1 cDNA 
clone IMAGE:2700118 3' similar to 
contains element MER21 repetitive e 
6569872 xm72e01 .x1 cDNA, 3* end 

/clone=IMAGE:2689752 /done_end=3* 

6577635 xo56f02.x1 cDNA, 3* end 

/clone=IMAGE:2707995 /done_end=3' 

6638893 xp1 9e09.x1 cDNA. 3' end 

/clone=IMAGE:2740840 /done_end=3' 

6639088 xp19e09.x1 cDNA, 3' end 

/clone=IMAGE:2740840 /done_end=3' 

6639544 xq94a1 2.x1 cDNA, 3' end 

/done=IMAGE:2758270 /done end=3' 



6639707 
6641033 

6661186 
6697940 

6698021 

6698143 



mRNA for KIAA1154 protein, partial 
cds/cds=(0,676) 

guanine nudeotide binding protein (G 
protein), beta polypeptide 2-like 1 
(GNB2L1), mRNA /cds=(95,1 048) 
hypothetical protein MGC14425 
(MGC14425), mRNA /cds={31 8,686) 
UI-H-BI2-agk-a-02-0-Ul.s1 cDNA. 3* 
end /clone=IMAGE:2724386 
/done_end=3' 

UI-H-BI2-agh-c-02-0-ULs1 cDNA, 3' 
end /done=lMAGE:2724099 
/clone_end=3' 

Ul-H-BI2-aga«g-11-0-ULs1 cDNA, 3' 
end /clone=IMAGE:2723900 
/cfone_end=3' 

UI-H-BW0-aij-b-12-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2729423 
/clone end=3' 

UI-H-BWO-aij-d-03-O-UI.Sl cDNA, 3' 
end /clone=IMAGE:2729501 
/clone_end=3' 

U!-H-BWO-aij-h-02-0-UI.Sl CDNA, 3' 
end /done=IMAGE:2729691 
/done_end=3' 

UI-H-BWO-aif-d-03-0-Ul.s1 cDNA; 3' 
end /clone=lMAGE:27291 17 
/clone_end=3' 

UI-H-BW1-ame-e-09-0-ULs1 cDNA, 3' 
end /done=IMAGE:3069784 
/clone_end=3' 

UI-H-BW0-aig-a-05-0-UU1 cDNA, 3' 
end /done=IMAGE:2729000 
/clone_end=3" 

UW-BW0-aig-a-07-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2729004 
/ctone_end=3' 

UI-H-BW0-aig-d-11-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:27291 56 
/clone_end=3' 

UI-H-BW0-aig-M0-0-Ul.s1 cDNA, 3' 
end /c!one=lMAGE:2729250 
/done_end=3' 



-1 
-1 

-1 
-1 
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GCGGGAAGTGAAAGCGGAGGCTGGG 
ACAAGGGGAACTTACTGCTCAAAAA 

AGTGGTGTGGTGGCAATAGGAAAAG 
AAAAGATCAGGATGAGAAATTGCTT 

CCAAGGGCCTTTTGGGGTTGTTTCCT 
ATAACTTCAGTATTGTAAATTAGT 

CATAAAGGGGCATTGCCCTAGCCGG 
TCCGGCC 1 1 1 I I CCAGTCCATCCTG 

AGGTTTAAGAAATTTCCCCTAAATCTT 
GTTTGGTTGGTTGGGATGAAAAGT 

AATTGATCCCATTCTTGCTGAAGTAG 
ACAGTGCCCTCAAGTGGAATTAAA 

CTCCAATG CTGTTATCCCG GCTGGGT 
CCTCACACTCCCCCAACAATCCCA 

AGAATGCGCTATTTCCCTCAAAGCCC 
TGGCTGTAATAAAGAAGCCGATTT 

CTG AGGTCAGTGTGGTTTG GTG GAA 
G GATTATGATATTTAC AAG CTGAGT 

GGTCAATGTTTTGAAATTTGTGGAGC 
AAACCCCAGTTTTATGCCCTTGGT 

AGTTGGAAAATTTAGAAATGTCCACT 
GTAGGACGTGGAATATGGCGTCGA 

TTCACGTCCTAAAGTGTGGTAGACGC 
GCCCGCGAATTTAGTAGTAGTAGG 

GG ACAAGTGGC ATCC GTATTATATTT 
CCCACCATTCCTATTCTTAATCCC 

G GTCTGCCTC AGTCTTCTACTCATCA 
GCACCACACTGTCAAAATGTTGGA 
AGATG AATTG AAG CAAAAAGTTTTCA 
GTACCAGCAGCAAGGCAGACCCCC 

TCACCTCCACCTCTGAGGGAGCAAC 
GAATAC AAAGGTAG AC CCCCAAAAG 
CCCCAGCCAGCACTTCCCTTTTCTGC 
GAGGGTTTTCTGTTTCTTTGATTA 

AGAAAATTTGAACCCTACGCTTCTCC 
CATCCCACTTCTTACTCCATCCCG 

CTGTGGCATCATTCACACCACCAGCA 
GAGTCCCTTCCAAGAGGGGTCTGG 

CCGTGTTAAAACCAAAGTTTGGGATT 
TTTCGGGTATTCATTGGAAGTCAC 

C GAGAGCCTGG AAGCTTTGGACACTA 
CTG CCTGGAAG ATCTGATTCTTTG 

TGTTTTAAAAGTG G GTTTATTTCAAC C 
CCTTCACTCCCG GTTGGTG ACC G 

TCTTCTCTCAGTCTTCAGCAAGTAGC 
TTCTTTCAGAACTG CCTCCTCCCG 

GTTTTCTG CATCCCAAATGTCCTGG G 
GCATGTGTCCCTTCCTTGCTGACC 

TGTTATGATTCTCTCAATTTCATAAAG 
CTCTTCTG GC AG AGGAG AC AGAT 

AAATGGATTACAATTTCCCTGACATTT 
GG GC ATAAAAC ATCTG C CATCCT 

TCCTCCTTCCAGAGACCTTTGCTTTA 
CTGCCAI 1 1 1 I I CTGTGGGCTTTT 

AGG C ATAGC AGTAG AATCTGTC AAAA 
AG GAG G CATG G AATG AAATG AAC C 
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5769 db mining 

5770 db mining 

5771 db mining 

5772 db mining 

5773 db mining 

5774 db mining 

5775 Table 3A 

5776 db mining 

5777 Table 3A 

5778 Table 3A 

5779 Table 3A 

5780 Table 3A 

5781 db mining 

5782 Table 3A 

5783 db mining 

5784 db mining 

5785 db mining 
5766 Table 3A 

5787 Table 3A 

5788 db mining 

5789 db mining 

5790 Table 3A 

5791 Table 3A 

5792 db mining 

5793 Table 3A 

5794 db mining 

5795 db mining 

5796 db mining 



Hs.255142 AW292960 

HS.147728 AW292989 
Hs.255152 AW293001 



NA 



AW293017 



NA AW293143 
Hs.255172 AW293158 



Hs. 166975 
Hs.255174 



AW293159 
AW293172 



Hs.75354 
Hs.255200 

Hs.10041 

Hs.291317 

Hs.255249 



AW293424 
AW293426 

AW293461 

AW293859 

AW293895 



Hs.255251 AW293922 

Hs.255253 AW293949 

Hs.255254 AW293950 

Hs.255255 AW293955 



Hs. 190904 
Hs.255330 
Hs.255333 
HS.2556B7 
Hs.255336 
Hs.255337 
Hs.255339 
Hs.255341 
HS.342539 
Hs.255347 



AW294083 
AW294618 
AW294644 
AW294654 
AW294681 
AW294692 
AW294695 
AW294697 
AW294717 
AW294739 



Hs.255178 AW293267 6699829 



Table 8 

6699596 UI-H-BWO-aih-a-02-O-ULsl cDNA, 3» 
end /done=IMAGE:2726995 
/clone_end=3' 

6699625 RST12623cDNA 

6699637 UMH-BW0-aih-d-12-0-UI.S1 cDNA, 3' 
end /clone=IMAGE:27291 59 
/done_end=3' 

6699653 Ul-H-BWO-aih-f-06-0-Ul.s1 

NCI_CGAP_Sub6 cDNA clone 
IMAGE:2729243 3\ mRNA sequence 

6699779 UI-H-BWO-aii-a-03-0-Ul.s1 

NCI_CGAP_Sub6 cDNA clone 
IMAGE:2729356 3\ mRNA sequence 

6699794 UI-H-BW0-aii-b-O7-0-Ul.s1 cDNA, 3' 
end /clone=!MAGE:2729412 
/clone_end=3 l 

6699795 splicing factor, arginine/serine-rich 5 
(SFRS5), mRNA /cds=(21 8,541) 
Ut-H-BW0-aii-c-10-0-Ul.s1 cDNA, 3* 
end /clone=!MAGE:2729466 
/clone_end=3' 

UI-H.BWO-aii-e-10-0-UI.s1 cDNA, 3' 
end /clone=iMAGE:2729562 
/clone_end=3* 
6700060 mRNA for KIAA021 9 gene, partial cds 

/cds=(0,7239) 
6700062 UI-H-Bl2-ahm-b-02-0-ULs1 cDNA, 3' 
end /c!one=IMAGE:2727122 
/clone_end=3' 
6700097 60271 3308F1 cDNA, 5' end 

/ctone=IMAGE:485361 6 /clone_end=5' 

6700495 nx40e10.s1 cDNA, 3' end 

/done=IMAGE:1 258602 /clone_end=3 l 

6700531 UI-H-BWO-ain-f-10-0-Ul.s1 cDNA, 3* 

end /clone=IMAGE:2729995 

/clone_end=3' 
6700558 UI-H-BW0-aik-a-04-0-Ul.s1 cDNA, 3' 

end /clone=lMAGE:2729382 

/cione_end=3' 

6700585 UI-H-BWO-aik-c-10-O-ULsl cDNA, 3* 
end /clone=lMAGE:2729490 

/clone end=3* 

6700586 UI-H-BW0-aik-c-1 1 -0-UU1 cDNA, 3* 
end /clone=IMAGE:2729492 
/cJone_end=3* 

6700591 Uf-H-BW0-aik-d-05-0-Ul.s1 cDNA, 3* 

end /clone=IMAGE:2729528 

/done_end=3' 
6700729 UI-H-Bl2-ahg-b-05-0-Ul.s1 CDNA, 3' 

end /clone=IMAGE:2726720 

/done_end=3' 
6701254 UI-H-BW0-ail-a-05-0-Ul.sl cDNA, 3' 

end /ctone=lMAGE:2729385 

/done_end=3' 
6701280 UJ-H4JWQ-ai!-C-11-0-U!.Sl cDNA, 3* 

end /ctone=IMAGE:2729493 

/done_end=3' 
6701290 Ul-H-BW0-ai!-d-10-0-UI.S1 cDNA, 3* 

end /clone=IMAGE:2729539 

/clone_end=3' 
6701317 UI-H-BWO-aII-g-10-0-Ul.s1 cDNA.3' 

end /clone=IMAGE:2729683 

/clone_end=3* 
6701328 UI-H-BW0-ail-h-1 1-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:2729733 

/clone_end=3* 
6701331 UI-H-BW0-aim-a-02-0-UI.s1 cDNA, 3' 

end /clone=IMAGE:2729738 

/clone_end=3' 
6701333 UI-H-BW0-aim-a-04-0-UI.S1 cDNA, 3' 

end /ctone=IMAGE:2729742 

/ctone_end=3 , 
6701353 Ui-H-BWO-ajl-g-03-0-Uls1 cDNA, 3* 

end /done=IMAGE:2732333 

/ctone_end=3' 
6701375 Ui-H-BW0-aim-f-07-0-UI.Sl cDNA, 3' 

end /c!one=lMAGE:2729988 

/clone end=3' 
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CTGACCCTCTCGCCCCTCCACCTGTG 
CTTCTGCCCTAGGATAACGCTGGG 

GACCCAAAGAAAAGATCAAGACCGCA 
TGTAGCAAATGTAGCAAGGAGGCA 
CTAATTTCCCACTAAAAGGTCGAGAA 
AAATTGATGCCACCTGTAGTTTGG 

GTAAAGTTCCAAGCGAGTGGAAGGTA 
AATCACGACTGTGGCACCGGAGCC 

GAAACTGAATGACCATGGAATGCTGA 
AATTCCAAAAGAAAAACGTCGCGC 

TCTCTCAGGTCGTCTTCAGAGTCCAT 
TCCCTTTGTCTTGATCTTTTCTCT 

CTCCCATCATTCCCTCCCGAAAGCCA 
TTTTGTTCAGTTGCTCATCCACGC 
GCCCTGCCCCCTACCCTTGCCCTTTA 
AAl I I I I G G GACTG AATAAAG AAT 

TGCAGGATAACTTG CTCATGAAAGG A 
AATG C CAGATTAAACCCCTTGCC A 

GCCTTCCCTTCGTTCCTTTCCAGGCA 
ATAATGACATC ATTAGTGATG CAA 
CGCCACGGCTCCAATCCCTATATGAG 
TG AGCAGTAG AATCACATAG GAAT 

CCTAGAATCAGACTTTAAGCACAAGC 
AGGG AG GGAAAGCACTTGAGCAGT 

GCACATGCAAAAACTCAGATGTGCAA 
ATAACTGTTCCCTATTAACTACAA 

GGTGCTCAAACTGTATTTTCTCCCTC 
CCTCCCTCCTTCTTTCTTTCCAGA 

TTCTTC C AC G G G ATTTCTAATTC ATTA 
AATAGGACCTCCACACCAGACCT 

TATCCAGCCTGACTTCTTCATGCTGT 
ACTAGCCTTCCAATCCTTAACTAA 

TGGACATTGG GGGTC AAACCCTTTTG 
TTTAAATTTTCC CTTTCCCAGGGC 

GCTGTGC CACGGTCAGGTGGCTTCC 
AATCTGTACTCAATTGTTACTGTAC 

TCAGAGATGCTGATGTCATATAAGTA 
GTTTCCCTGTCTGGCCTTGGATGT 

GTATGACTG ATGATAG CTGCGAATGA 
GGAGGAGGGAAGGGAAGGCTGGAG 

CCATTGCCCCGGTGTTTTGGTTTAAT 
TTTCCCAGGCTTATTTTAAAGGCC 

AGGAAATTAAACATGAG CATGAC ATG 
ACCCCAACTCTCAAGAAATCCCCA 

ATC AG GTCCCCTACAAAATTAGCTAC 
TTTGGCCTTTCCTACAAAATTAGC 

TCATTCGTTTGCTTTCTCTGACTGACA 
GGCAGTAATGACTTCAATAAGCT 

AGGGCCTGCTTCAGAGTTTGTTTCCT 
AAATAAAACAATGGCTCTCCCCGT 

CCCCCAACTTACATGGAAAAGGGATG 
GTTGCATTTCTGTGTCATATGCAT 

GC AGAGGGAAGAG G AAATGCTTTG A 
AGCCTTGCTAGTTATTTAATTAGTT 

GAC ATAGTT GCAAAACACAATACTTA 
ATACTTTTTCTGGAGGAGGGGGCC 
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5797 db mining 

5798 db mining 

5799 db mining 

5800 Table 3A 



Hs.255354 AW294769 



NA 



AW294812 



5807 db mining 

5808 db mining 

5809 db mining 

5810 db mining 

5811 db mining 



5814 db mining 

5815 db mining 

5816 db mining 

5817 db mining 

5818 Table 3A 

5819 db mining 

5820 db mining 

5821 db mining 

5822 db mining 

5823 db mining 

5824 db mining 



Hs.255388 AW295071 



Hs.255389 AW295088 



5801 db mining Hs.255157 AW295376 6702012 

5802 db mining Hs.330175 AW295597 

5803 Table 3A Hs.255446 AW295610 

5804 db mining Hs.255448 AW295616 

5805 db mining Hs.255449 AW295629 

5806 Table 3A Hs.255454 AW295664 



Hs.255455 AW295669 



Hs.255457 AW295688 



Hs.255459 AW295711 



Hs.255462 AW295724 



Hs.255464 AW295731 



5812 Table 3A Hs.156814 AW295965 

5813 Table 3A Hs.255492 AW296005 



HS.255495 AW296020 

Hs.255497 AW296044 

Hs.255498 AW296054 

Hs.255499 AW296058 

Hs.255501 AW296063 

Hs.255502 AW296066 

Hs.34871 AW296352 

Hs.255543 AW296373 

Hs.255546 'AW296398 

Hs.255549 AW296404 6703040 

HS.255552 AW296446 



Table 8 

6701405 UI-H-BWO-ail-g-02-0-Ul.s2 cDNA, 3' 

end /ctone=IMAGE:2729667 

/cione_end=3* 
6701448 UI-H-BI2-ahi-d-06-0-Ul.s1 

NCI_CGAP_Sub4 cDNA clone 

IMAGE:2726842 3', mRNA sequence 
6701707 UI-H-BW0-ait-c-03-O-UI.$1 cDNA, 3' 

end /clone=IMAGE:2730245 

/clone_end=3' 
6701724 UI-H-BWO-ait-d-09-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:2730305 

/ctone_end=3' 

Ul-H-BI2-ahv-f-03-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2728085 
/cione end=3' 
6702233 UI-H-BW0-aip-a-10-0-Ul.s1 cDNA, 3' 
end /clone=)MAGE:2729779 
/clone end=3' 
6702246 UI-H-BWO-aip-c-03-O-Ul.sl cDNA, 3' 
end /ctone=IMAGE:2729861 
/clone_end=3* 
6702252 UI-H-BWO-aip-c-09-0-Ui.s1 cDNA, 3' 
end /c!one=lMAGE:2729873 
/clone_end=3 > 
6702265 Ul-H-BWl-amu-a-09-0-Ul.s1 cDNA, 3' 
end /ctone=IMAGE:3071128 
/clone end=3" 
6702300 UI-H-BW0-aif>g-12-0-ULs1 CDNA, 3' 
end /done=IMAGE:2730071 
/clone_end=3' 
6702305 Ul-H-BW0-aip-h-06-0-U!.s1 cDNA, 3' 
end /clone=IMAGE:2730107 
/clone_end=3' 
6702324 Ul-H-BW0-aiw-b-O2-0-UI.Sl cDNA, 3' 
end /clone=IMAGE:2730578 
/clone_end=3' 
6702347 UI-H-BW0-aiw-d-O3-0-Ul.s1 cDNA, 3* 
end /clone=!MAGE:2730676 
/done end=3' 
6702360 UI-H-BW0-aiw-e-08-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730734 
/done^er^y 
6702367 UI.H-BW0-aiw-f-05-O-UI.s1 cDNA, 3' 
end /clone=IMAGE:2730776 
/cione_end=3' 
6702531 KIAA0377 gene product (KIAA0377), 

mRNA /cds={1 26,4346) 
6702641 UI-H-BW0-aiU-b-01-0-UI.Sl cDNA, 3* 
end /clone=IMAGE:2730552 
/clone_end=3' 
6702656 UI-H-BW0-aiu-c-07-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2730612 
/clone_end=3' 
6702680 UI-H-BW0-aiu-e-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730714 
/clone end=3' 
6702690 UI-H-BWO-aiu-f-10-O-UI.Sl cDNA, 3* 
end /clone=IMAGE:2730762 
/clone_end=3' 
8702694 UI-H-BW0-aiu-g-02-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730794 
/clone_end=3' 
6702699 UI-H-BW0-aiu-g-08-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730806 
/clone_end=3' 
6702702 UI-H.BW0-aiu.g-11-0-UI.s1 cDNA,3* 
end /clone=lMAGE:2730812 
/clone_end=3' 
6702988 zinc finger homeobox 1 B (2FHX1 B), 

mRNA /cds={444,4088) 
6703009 UI-H-BW0-aio-c-1 0-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2729874 
/clone_end=3' 
6703034 UI-H-BW0-aio-f-01-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2730000 
/clone_end=3* 

UI-H-BW0-aio-f-08-0-Ul.s1 cDNA, 3' 
end /c!one=IMAGE:273D014 
/clone_end=3' 
6703082 UI-H-BWO-aiq-b-07-0-UI.Sl cDNA, 3' 
end /clone=IMAGE:2730180 
/clone_enrt=^' 
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ACCCCTTTTCTTAATTTCTC AG GAAAA 
TGGCAGCTCCTTCTTTTGTCGTC 

CCTCCGGTGTCTTCGGAAGCACTGAA 
GGGACATCTGGGGACCCTCACCTG 

ACTCTTTGACCAATAAATCACTGGAA 
TAGAG GTTCCAGC ATATTCTG AGA 

ATGCTTACACCCTGGATGAATAAAGT 
CTTTATTTACACCTCCACCTCCCC 

CTCTTCACAGGTCATAAGCCCCTCTG 
AGC GGCGACAGTCCTC GCATCC AG 

CAGCTCGACCTCAGTCCCCTTCAGAA 
ATAAG ATGGC GG CTGCGCTGACAG 

TTTCAACGTGTACCTTTCCTGGGAAA 
CCATCTCAATAAACACATTTTGGT 

GCTGGAC ACATG GGTTAAGAGGAG G 
AAAAGTAGGAAAGGAGGAGGGGAAA 

GGCTGGGACCAGGGTTTTTCAAGCC 
AC CTTTTCCTGTCTCAGTTCAGAG A 

CCCACTTTCACACATGACTCACACGA 
CTGAAG G AAAGAAAGGGCATCCTT 

AAGAAATTAAGGAAGGCAAGAGGGTA 
GGTGTTGGCCCATGGAAGTTTCCC 

CTGGCAAATATTGCGGAAGATGTACT 
GAAATGTAATTGAAATGTAGCTGC 

AGCATAAGAGATACGAAGCTGATGGT 
AATTAACTTGTACCCCTTGAAGTG 

AGTGTCAGACAATTAGATACTCTTTC 
CTGTCTTCAGGAGCCCATCTGGAA 

GAAGTGTAAACATGCCAACAGGGTTT 
ATATTTAGGTTCCAAGAGTTGCCA 

CTTCCCAAACTCCATTGTCTCATTCTC 
ACTGCTTATGTTATTGCTCTTAT 
CCCACACAGCAGAGAAGTATCAGAAA 
ACATAGAAACATGTGAAAATGCGC 

AGGTTC AATTC ATTTTC CTG A G ATGTT 
TGGTTTATAAGATTTGAGGATGGT 

ATACTTAGATGTGCTTGGATCCTGGG 
TGGGAGGCTTGGTTAGAAGTCACG 

TGGGTCAGCGTGTTCAATTTTAAATA 
GGAATACACTAGCCTTACAACGGA 

TGTTC ATCTTG ATGTAATAGAGAAG G 
AAAGAGAGAGCATCCCTTTTCAGT 

ACCAGTAACACAATGACGGCAAGCAC 
AGAGAAGGAAAAAGTCAGATCCCC 

ACTTGGAGCTAGAGAGCCACCCATCA 
TATGGAGGAGAAGTGGTCACTCTA 

TGCATGTGTGTTGTGTACTTGTCTGT 
TCTGTAAGATTGTCGGTGTTACAC 
TTC CTGGCAGTAAAGAAAAG AAAGAA 
GATGTGAGTTATGAAGCATTGACT 

AAATAGG AATATAATCTGTC CAC ATC 
AAAGAATGGGAAGTCGAAGTGTACA 

GTTCCAAATGTTTTC CGCTAATAGTTT 
GTC CTAAAGCCTTTG CC ATTCCT 

ACAGAGAAGGCTTATTTACGTTGGGA 
ATTACATTAAG GAAAAGTG GTGAC 



WO 02/057414 



5825 Table 3A 

5826 db mining 

5827 db mining 

5828 Table 3A 

5829 Table 3A 

5830 db mining ' 

5831 db mining 

5832 db mining 

5833 Table 3A 

5834 db mining 

5835 db mining 

5836 Table 3A 

5837 db mining 

5838 db mining 

5839 db mining 

5840 db mining 

5841 db mining 

5842 db mining 

5843 db mining 

5844 db mining 

5845 db mining 

5846 db mining 

5847 db mining 

5848 db mining 

5849 db mining 

5850 db mining 

5851 db mining 

5852 db mining 



Hs.255554 AW296490 

Hs.255556 AW296504 

Hs.255558 AW296511 

Hs.255559 AW296532 

Hs.255560 AW296545 

Hs.255561 AW296567 

Hs.255569 AW296695 

Hs.255572 AW296727 

Hs.255573 AW296730 

Hs.255575 AW296758 

Hs.255577 AW296773 

Hs.255579 AW296797 

Hs.255580 AW296802 

Hs.255590 AW296914 

Hs.255591 AW296947 

Hs.255598 AW297024 

Hs.255600 AW297026 

Hs.255601 AW297030 

Hs.288403 AW297036 
Hs.255614 AW297162 
Hs.255615 AW297175 

Hs.255618 AW297199 

Hs.255617 AW297201 

Hs.255621 AW297220 

Hs.255622 AW297233 

NA AW297255 

Hs.48820 AW297262 
Hs.255626 AW297265 



Table 8 

6703126 UI-H-BW0-aiq-f-08-0-UI.S1 cDNA, 3' 
end /clone=IMAGE:2730374 
/done_end=3' 
6703140 UI-H-BW0-aiq-g-12-0-Ul.s1 cONA, 3' 
end /done=IMAGE:2730430 
/done_end=3' 
6703147 UI-H-BW0.aiq-h-08-0-UI.s1 cDNA, 3' 
end /clone=IMAGE:2730470 
/done_end=3' 
6703168 UI-H-BWO.aiv-b-07-0-UI.s1 cDNA, 3» 
end /clone=IMAGE:2730565 
/done_end=3' 
67031 81 UI-H-BWO-aiv-c-1 1-0-UU1 cDNA, 3' 
end /clone=IMAGE:2730621 
/done_end=3' 
6703203 UI-H-BW0-aiv-f-04-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:273075 1 
/clone_end=3* 
6703331 UI-H-BWO-aix-c-06-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730635 
/done_end=3' 
6703363 UJ-H-BW0-alx-f-09-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730785 
/done_end=3' 
6703366 Ul-H-BW0-aix-f-12-0-UI.S1 cDNA, 3' 
end /clone=HWAGE:2730791 
/clone_end=3 l 
6703394 UI-H-BW0-ajb-a.10-0-UI.Sl cDNA, 3* 
end /clone=IMAGE:2730931 
/clone_end=3* 
6703409 UI-H-BW0-ajb-c-04-0-UI.S1 cDNA, 3» 
end /clone=IMAGE:2731015 
/done_end=3' 
6703433 UI-H-BW0-ajb-e-07-0-Ul.s1 cDNA, 3* 
end /done=IMAGE:2731 1 17 
/clone_end=3' 
6703438 UI-H-BW0-ajb-f-02-0-U!.s1 cDNA, 3' 
end /clone=IMAGE:2731 155 
/done_end=3' 
6703550 UI-H-BW0-ajc-a-12-0-UI.S1 cDNA, 3' 
end /c!one=IMAGE:2731294 
/ctone_end=3 , 
6703583 UI-H-BW0-ajc-e-05-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731472 
/ctone_end=3' 
6703660 UI-H-BW0-ajf-e-04-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731495 
/done_end=3' 
6703662 UI-H-BWO-ajf-e-06-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731499 
/done_end=3' 
6703666 UI-H-BW0-ajf-e-10-0-U!.s1 cDNA, 3* 
end /clone=IMAGE:2731507 
/done end=3* 
6703672 AV757131 cDNA, 5' end 

/clone=BMFAKG04 /clone_end=5' 
6703808 HNC68-1-F10.R cDNA 



670381 1 UI-H-BW0-ajd-o04-0-Ul.s1 cDNA, 3* 

end /clone=IMAGE:2731375 

/done_end=3' 
6703835 UI-H-BWO-ajd-e-07-0-ULs1 cDNA, 3' 

end /done=IMAGE:2731477 

/done_end=3' 
6703837 7k38c02j<1 cDNA, 3' end 

/done=lMAGE:3477507 /done_end=3» 

6703856 U!-H-BW0-ajd-g-09-O-UJ.Sl cDNA, 3' 
end /done=IMAGE:2731577 
/done__end=3' 

6703869 UI-H-BW0-aji-a-O3.0-UI.Sl cDNA, 3' 
end /done=IMAGE:2731684 
/done_end=3' 

6703891 UI-H-BW0-aji-C-04-O-UI.Sl 

NCI_CGAP_Sub6 cDNA done 
IMAGE:2731782 3', mRNA sequence 

6703898 TAFII1 05 mRNA, partial /cds=<0,2405) 

6703901 UI-H-BWO-aji-d-02-O-Ul.sl cDNA, 3* 
end /clone=IMAGE:2731 826 
/done end=3' 
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CCTTCCTCCTATATCCTGCCTTGAAT 
AGGGATGTGATACCTTGAGCCATG 

ATATTTGGGTCTCTGTTTAAGATTTCA 
TTGCCGTGGTAGGGAGAGTTCCA 

TGGATGCCATGATGACACCAATAAGC 
AACCCACAGATTAGGGGAAATACT 

GGGGCTGGGAGCCACCAAAAGGGCC 
TGCTCTTCGGAGAAATGCTGAATTC 

AGGCATCTTGAAAGTTCCATAAAGAC 
AGAAGTAAGGGTCATTCAGTCATT 

AGCTAAAGCCACGGAACTCAATGAGA 
TTTATGCATGGAAG GAAACAGGTT 

TGTTCTCTCTC GAACTCTGGAGCACA 
TCAGCTCTCTCTGCATAAACTGTT 

ATCTGGAG GATG G CAGTTTG AGAATT 
AGGACTAAGCCCGTCTCCCCTTTG 

CATTAGCTCTCTAAACATTTGGCCTA 
AGGGATTCATAGGTGAAGCCTTTA 

G GTAGGATTTATCCTTTTCTTC ATGTG 
CAACTGTATAAACTGGCAAAGCA 

AGTCTTATGGGACAGAGCAGCTCTCC 
AGTCTAGGATGGTAGAAGATTCTT 

GAGTCTGTACCCCTTTCTAATAAACT 
GCTCTGGACACAATGAACCCTGAA 

CCATCGGCMGCCTTGGTGGGTTCAT 
ATTC AGTGGCATTAG GGATTAAGG 

CCATTTCTTCTGGATCCTCTCCTAGTT 
GTCTTTGTGTGGACGCACAAGCG 

G AT C CTTT GCTGACACTGGTTTCTCT 
CTTATTTTGCCCCG CC AATAAAAA 

TCTGTCTGAAACTTCTTTTCTCTCTGA 
GAATTAAATTTTCCAATGGACCGT 

GATCTGTGTTTTCCTCCCAAAAGAAG 
ATCATCTTTCCAGAAAAAGAGGAT 

TTCCATATGTCACTGTATCTGCCTGG 
CATTACCCCTTCTTAAAACACACA 

GCTCACTACCACTTCTTCAAATCCAG 

CTAAAAG CATC ACG GC CTC AATGA 

GTCTGGTTGTTAGCTTTCCCGATCCT 

CCACACATTGGAAACCTAAGCATA 

GGGCAATGGAGCCACAGACTCTCTA 

ACTTCAAGAGGTGTTTCATAGGTGT 

AGCTGAGGTCAGACAAACCACAACAT 
ATATGCAGATTTATCAGCAATAAA 

CCTGCCAGGGTTGTTCGGAAGTCGC 
AG GTCCGAAAATCTCCTCCGCATAC 

CTTCTCTGAAATGGTACGCCTATACT 
TGCATTTCTG AGAAG CCAAAC AAA 

AGTTTTCTGG CTAAGTC ACCTCTTAA 
G G AG ATCCCTGTAAAATTCACCCT 

CAGATTAAAAACCCCATCCCGGCCCT 
CACCGAGGTGTTACAACTCTGTCC 

AGCAAATTACTCTG CCTGGAAATAAA 
ATTCTGTCACTTCMGCATCTCCT 
TCCAGGCACTGTATAGGTGGCGAGG 
ACACAATGATAGGCAAAGTAGTACA 
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Table 8 



5853 db mining 

5854 db mining 

5855 db mining 

5856 db mining 

5857 db mining 

5858 Table 3A 

5859 db mining 

5860 db mining 

5861 db mining 

5862 db mining 

5863 db mining 

5864 Table 3A 

5865 db mining 

5866 db mining 

5867 db mining 

5868 db mining 

5869 db mining 

5870 Table 3A 

5871 db mining 

5872 db mining 

5873 db mining 

5874 db mining 

5875 db mining 

5876 db mining 

5877 db mining 

5878 db mining 

5879 db mining 



Hs.255630 AW297294 



6703930 UI-H-BW0-ajt-f-09-0-UI.S1 cDNA, 3' 
end /done=iMAGE:2731936 
/clone end=3' 

Hs.255632 AW297313 6703949 7k46h07.x1 cDNA, 3' end 

/cione=IMAGE:3478525 /clone_end=3' 



Hs.255633 AW297317 



Hs.255634 AW297318 



Hs.255635 AW297328 



Hs.255637 AW297339 



NA 



AW297356 



Hs.330185 AW297367 

Hs.265644 AW297374 

Hs.255645 AW297384 

Hs.255646 AW297390 

Hs.255647 AW297400 

Hs.255648 AW297401 

Hs.255649 AW297407 

Hs.255650 AW297411 

Hs.255653 AW297426 

Hs.255657 AW297443 

Hs.255661 AW297522 

Hs.255665 AW297581 

Hs.255666 AW297590 

Hs.255672 AW297626 

Hs.255673 AW297636 6704272 

Hs.255674 AW297649 

Hs.255675 AW297651 

Hs.255677 AW297664 

Hs.255679 AW297692 

Hs.255681 AW297694 



6703953 UI-H-BW0-aji-b-12-0.UI.s1 cDNA, 3' 
end /clone=lMAGE:2732038 
/clone end=3' 

6703954 UI-H-BWO-air-a-01-0-Ul.s1 cDNA, 3* 
end /done=lMAGE:2730121 
/clor>e_end=3' 

6703964 UI-H-BW0-air-a-1 1 -0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2730141 
/done_end=3* 
6703975 UI-H-BW0-air-c-03-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730221 
/clone end=3* 
6703992 UKH-BWO-air-d-08-O-UI.sl 

NCI_CGAP Sub6cDNA clone 
IMAGE:2730279 3\ mRNA sequence 
6704003 UI-H-BWO-air-f-01-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730361 
/done_end=3' 
6704010 Ul-H-BW0-air-f-08-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730375 
/done_end=3' 
6704020 UI-H-BW0-air-g-08-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730423 
/done end=3' 
6704026 UI-H-BW0-air-h-05-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730465 
/done_end=3* 

6704036 UI-H-BWO-ais-a-05-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2730152 
/done_end=3* 

6704037 Ul-H-BW0-ais-a-06-O-UI.Sl cDNA, 3* 
end /clone=IMAGE:2730154 
/done_end=3' 

6704043 UI-H-BWO-ais-b-02-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:27301 94 
/done end=3* 
6704047 UW-BW0-ais-b-O7-0-Ul.s1 cDNA, 3* 
end /done=IMAGE:2730204 
/done end=3' 
6704062 UI-H-BW0-ais-c-12-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730262 
/clone_end=3' 
6704079 UI-H-BWO-ais-e-09-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730352 
/done_end=3' • 
6704158 UI-H-BW0-aja-e-02-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2731106 
/done_end=3' 
6704217 UI-H-BW0-ajg-b-08-0-Ul.s1 cDNA, 3* 
end /c!one=IMAGE:2731718 
/done_end=3' 
6704226 RST6*539cDNA 

6704262 U!-H-BW0-ajg-f-12-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731 91 8 
/clone_end=3' • 

UI-H-BWO-ajg-h-03-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731996 
/done end=3' 
6704285 UI-H-BW0-ajh-a-05-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731665 
/done end=3' 
6704287 UI-H-BW0-ajh-a-07-0-Ul.s1 cDNA, 3» 
end /clone=IMAGE:2731669 
/done ends3' 
6704300 Ui-H-BWO-ajh-b-1 1 -0-UI.S1 cDNA, 3* 
end /clone=lMAGE:2731725 
/done_end=3 t 
6704328 UI-H-BWO-ajh-e-05-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2731857 
/clone_end=3' 
6704330 UI-H-BWO-ajh-e-07-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731861 
/clone_end=3' 



ACAGACCCAAACCTCACAGAGTGAAA 
GGGGACTTTCCTCACAGAGTGAAA 

TTGCTTCAGACTTTTAACAACAATCCT 
AGAAGCCAGAAAACAATGAAGAAA 

TTCTGTCAGGGCTTCAAAAGAGACTT 
CCATAGTTTTG GGAACTG G AGTC A 

GATATATTGAAGGTCAGAGGCAGAGC 
TAAAC AGGTG ATGCCACTG GGTCT 

AG GCTCTTGTTGAGTATTCCTTTG ATT 
CCTGCTTCTGTCTTTTTAAATCA 

ACACACCAAAAGAAATAGAAGAGTCT 
TTTTCTGCCCTTGGGGAATCTGCA 

AC AC CC AGCAC CCACAGGG AAG AAA 
TAATTCCACAGAGCTAAGTATTCCA 

TGTGCCTGTGTGCTCCAG CCTCTTCC 
TATGTGTGTAACTTCAATAAAACC 

ACCGAGTGTTACCGCAAGAGGTGTAA 
AAATCCAGGTTCATGTTTGCACAC 

TCCTGATTCTCAAAGTACCCCCTTCC 
CTACAACTCTAACATGCTTTGTCT 



-1 CCATGATTTTTCCAATGGACAAGCAC 
TATTAACATGGGACTGTATTTCCT 

-1 AATAGAACTGATAGCCCATGATGATT 
GGCTGGCAGGGTTAAGGAAGTGGG 

-1 TCCCAG GAG AGTC ACATTTCTTTTTC 
ACTAAATAAGGAG GGGAAG AAAAA 

-1 GGGTTACCTCACTTTCTAGGTTCCCA 
AGATTCCCAAGTTAAGGAAGCTTT 

-1 AAAGCGTCCAGTCCCCCTAACTCAAA 
CACAGAAACATAACAATTTTACAA 

-1 CC CAGGG CTCCTCCACCTGAAAGAAT . 
TGTCAGGGTTTCAGATCAGCTAAA 

-1 TGGCCTCCACCCATTAAACTGTCTTT 
GCCTAAGACAAATAATTCCCAGGA 

-1 TGTACTCCTGATGCCTGAAAATCGTT 
AAGTGAAGACTTATCACATTACCG 

-1 ATCCTTCAGATTG AGCTGG GTGTCAG 
CATTCAATTCCACAAG GCTACCTG 

-1 TGGATAAGCAATATGTTGGACTAGTA 
TG AAAATGG CATTCCCAGCAGTG A 

-1 TCACTAGCAGAATATAGTG GG C ATGA 
CCAGTATCCTAGTAGAGCTGACCC 

-1 AGTTTCTTTCTTAC AATGG GGGTCTG 
AAATCCAGGGTTTCCACACCAGGG 

-1 CCAAATACTTAGTGTAGTTGACTTGT 
CTTGGGTTG CACTGTAAGGCAG AG 

-1 C AAGAGTTTCC ATG CGTCC AGTG ATG 
ACCGGAATTAATCATGTATGGTGT 

-1 GTTTCTAACCCATAAGTGCCTCATAC 
ATACATTGCTAGTCTAAAGAGCTTT 

-1 ACCGGCTAATTTTGTAACTG GCTTGT 
TTGTAAAATAAATCCTTCCTGTGT 

-1 TGGTGGGACTATGTGTTATTCTTGTA 
TACTTGC AGTG GGTAGATGTC ACT 
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5880 db mining 

5881 db mining 

5882 db mining 

5883 db mining 

5884 db mining 

5885 db mining 

5886 db mining 

5887 Table 3A 

5888 Table 3A 
58B9 db mining 

5890 db mining 

5891 db mining 

5892 db mining 

5893 db mining 

5894 db mining 

5895 db mining 

5896 db mining 

5897 db mining 

5898 db mining 

5899 db mining 

5900 db mining 

5901 db mining 

5902 db mining 

5903 db mining 

5904 db mining 

5905 db mining 

5906 db mining 



Hs.255682 AW297698 6704334 

Hs.255686 AW297728 6704364 

Hs.255688 AW297749 6704385 

Hs.342530 AW297756 6704392 

Hs.255691 AW297780 6704416 

Hs.255692 AW297781 6704417 

Hs.255693 AW297785 6704421 

Hs.255695 AW297613 6704438 

Hs.255697 AW297827 6704452 

Hs.255698 AW297843 6704468 

Hs.328317 AW297929 6704565 

Hs.255705 AW297949 6704585 

Hs.255706 AW297951 6704587 

Hs.255708 AW297970 6704606 

Hs.255710 AW297974 6704610 

Hs.255713 AW297994 6704630 

Hs.255717 AW298042 6704678 

Hs.330189 AW298048 6704684 

Hs.255721 AW298073 6704709 

Hs.342533 AW298095 6704731 

Hs.255725 AW298106 6704742 

Hs.255726 AW298110 6704746 

Hs.255727 AW298123 6704759 

Hs.255736 AW298201 6704837 

NA AW298208 6704844 

Hs.255740 AW298234 6704870 

Hs.330191 AW298238 6704874 



UI-H-BW0-ajh-e-11-O-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731869 
/done_end=3' 

UJ-H-BW0-aiy-a-01-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730888 
/done_end=3' 

UI-H-BW0-aiy-c-03-0.UI.s1 cDNA, 3' 
end /c!one=IMAGE:2730988 
/done^ends^ 

UI-H-BW0-aiy-d-01-0-U!.s1 cDNA, 3' 
end /clone=lMAGE:2731032 
/clone_end=3' 

UI-H-BWO-aiy-e-11-O-Ul.sl cDNA, 3' 
end /clone=IMAGE:2731 100 
/clone_end=3* 

UI-H-BWO-aiy-e-12-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731 102 
/clone_end=3' 

UI-H-BW0-aiy-f-O4-0-Ul.s1 cDNA, 3' 
end /clone=fMAGE:2731 134 
/done_end=3* 

UI-H-BWO-aiy-g-09-0«ULs1 cDNA, 3' 
end /clone=!MAGE:2731 192 
/done_end=3' 

UI-H-BW0-aiy-h-11-0-Ul.s1 cDNA, 3' 
end /c!one=IMAGE:2731244 
/done_end=3* 

UI-H-BWl-aoa-c-05-0-Ul.s1 cDNA, 3' 
end /clone=!MAGE:3083913 
/done_end=3 r 
ygl8e06.sl cDNA, 3' end 
/done=IMAGE:32551 /done_end=3 < 
UI-H-BWO-a]n-d-11-0-ULs1 cDNA, 3' 
end /clone=IMAGE:2732229 
/done_end=3' 

UI-H-BW0-ajn-e-O1-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2732257 
/done__end=3' 

UI-H-BWO-ajn-f-10-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2732323 
/done_end=3' 

UI-H-BW0-ajn-g-02-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2732355 
/done_end=3* 

UI-H-IW0-ajivh-11-0.UI.s1 cDNA, 3' 
end /clone=JMAGE:2732421 
/done_end=3' 

UI-H-BWO-ajp-e-07-0-U!.s1 cDNA, 3' 
end /done=IMAGE:2732629 
/done_end=3' 

UI-H-BWO-a]p-f-01-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732665 
/done_end^3* 

U!-H-BW0-ajp-h-05-0-UUl cDNA, 3' 
end /done=IMAGE:2732769 
/done_end=3* 

UI-H-BW0-ajs-b-12-0-Ul.s1 cDNA. 3' 
end /done=IMAGE:2732878 
/cione_end=3' 

UI-H-BW0-ajs-c-07-0-UU1 cDNA, 3' 
end /done=IMAGE:2732916 
/done_end=3' 

UI-H-BWO-a]s-cM1-0-Ul.s1 cDNA, 3 1 
end /done=lMAGE:2732924 
/done_end=3' 

UI-H-BW0-ajs-e-Qi-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2733O00 
/done_end=3' 

UI-H-BW0-aJt-d-08-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2732967 
/done_end=3' 
UI-H-BW0-ajt-e-05-0-Ul.s1 
NCLCGAP_Sub6 cDNA done 
IMAGE:2733009 3', mRNA sequence 
Ui-H-BW0-ajt-g-09-0-Ul.s1 cDNA, 3' 
end /done=iMAGE:2733l 1 3 
/clone_end=3* 

UI-H-BW0-ajt-h-04-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2733l5l 
/done_end=3' 
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-1 ACTTCCCTACCTCACAGGTTAGGATT 
CAAAGTGTGTATTCCCCCATTGTG 

-1 GGGTGCTTTACAGGATTCTTGGAAAT 
GTGTAGTGGATG CTGG CTCTAGG G 

-1 ACAGAAGCAGGGGGTCAGAAAGTTT 
CATAAAGG AGGTGTCTTG GAACAAA 

-1 CTATTGTGTGGGTTGC CTTGTCCTAC 
TCAACTTCAAATATTCACCACCCC 

-1 CAGGTGTG CTTACTGGC AG GAACCG 
AGGGAATAAATAAAGATCACTGGAA 

-1 ACCAGCCTTATGTGTGTGGGTATTCA 
ATACTCTG C ACATTATATACTGTA 

-1 GGGCATTTGTTACCCCCTCCTCACCA 
CCATCCCCATTAAAGGCTTCGGGG 

' 1 CTGTA TCTACAACTCCTGACTTCAGA 
TTTTTGCTTTCTTCAAAACAGCCT 

-1 AGCAAGACTTAACCACTAATTACTATT 
ATCTGACCCAGGAAAACTCCGCC 

-1 TGGATAGTTGCTCAATGTAGCAGTGA 
TGTTCTTGGAATTGCCAGCAGAGC 

-1 CCAACAGATTCGTGCTTACCCTGAGG 
TGAAGC CTCGTTTGAG AACCAAAT 

-1 CAAC CTTCTTGTTGAATTGATTTACTA 
CTCATCAGGGTCATGCACAAGCA 

-1 ACATTCAAACTGCCAGAATATGACTG 
TAAAACAGCGAAGTGTTCTCTTGC 

-1 TCTTCCTG GGAATGTGATGTGTTTTT 
CACTGGTTCTAATTCTGTCTTCCT 

-1 ACTTATTAATTCTCACCTCAGCCTCA 
GGGATGTATGTAGGGAAGGAGCAT 

-1 ACATTCCTGTCATTAGTGAATAAGAA 
GCTGAGGTGTGACTAAGAAGACAA 

-1 CCTC CTTG ATAAAATC AAG AAC AG GT 
TAGATTAAAGCAGTAAATCCTAGACT 

-1 TCCTGGCCTTTGTG GGTTTTTAATTC 
CCTTTACCTTTTCCCTTTTrGGAT 

-1 ACTG CTGC AACTAC AATTCTC AG ATA 
GTCCCATTTGTTTAAATCACGCAT 

-1 GGTTC CCTCTTGCCTGTAGGTTCTGT 
GGCTATAAACAAATCATAACTTTT 

-1 TTAAATGCTTCCCTGGCTCTCCCTGG 
GTTTCAGTTTCTATCCATGCCCTG 

•1 TTGTTCTC CTCCC AAGTCTCTGGTTC 
TATTTGGCI 1 1 I ICAGCTCTGTGC 

1 GCATTTCAGGGACACAAATGGTCCAT 
GGCAGAGACCAGTAATGCCAGATA 

1 TTTTATC CCCG CTTTAACTTTGTTTG C 
TTGGTACTTTTCTTGTGGTTACA 

1 CACGCACCCAACTCCCCACTGCTCCT 
CTCCATCCAGATGTTCGTCCAGAG 

1 TTTGAGGGCAATTTAATGGTTAAGTG 
TAGGAAAATCCACTCTTACAGTGT 

1 GGCCTTTTGA7TTTCCATTGGGGTCC 
CCCGCTTTCCCATTTTTGGTTTTT 
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NA 



AW298271 



Table 8 

Hs.255743 AW298239 6704875 UI-H-BW0-ajt-h-05-0-Ul.s1 cDNA, 3' 

end /c!one=IMAGE:27331 53 
/done__end=3' 
6704994 UI-H-BWO-ajk-d-01-O-UI.Sl cDNA, 3' 
end /clone=IMAGE:2732184 
/clone_end=3' 
6705035 mRNA for K1AA1 271 protein, partial 

cds/cds=(72,1700) 
6704908 7j80e10.x1 cDNA, 3' end 

/done=IMAGE:3392778 /clone_end=3' 



Hs.1 83669 AW298312 
Hs.302681 AW298348 



Hs.255746 AW298349 6704909 UI-H-BW0-ai]-C-10-0-UU1 cDNA, 3' 

end /clone=IMAGE:2731795 
/clone end=3* 

Hs.255747 AW298355 6704915 UI-H-BWO-a]j-d-06-0-Ul.s1 cDNA, 3' 

end /ctone=IMAGE:2731835 
/clone end=3' 

Hs.255749 AW298388 6704948 UI-H-8W0-ajj-g-08-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:2731983 
/done_end=3' 
6705066 602721 745 F1 cDNA, 5' end 

/cione=IMAGE:4838506 /clone_end=5* 



Hs.313413 AW298430 



Hs.255762 AW298437 6705073 

Hs.255763 AW298445 

Hs.255764 AW298447 

Hs.255766 AW298482 

Hs.255767 AW298489 

Hs.255768 AW298490 

Hs.255769 AW298494 

Hs. 132781 AW298502 

Hs.255770 AW298503 

Hs.255772 AW298510 

Hs.255777 AW298559 

Hs.255779 AW298607 

Hs.255782 AW29B616 

Hs.255783 AW298627 

Hs.255784 AW29B632 

Hs,255785 AW298647 

Hs.255788 AW298675 

Hs.255794 AW298720 

Hs.255797 AW29B752 

Hs.255799 AW29B806 



UI-H-BWO-ajl-d-08-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732199 
/clone end=3' 
6705061 Ul-H-BWO-ajl-e-07-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732245 
/clone_end=3' 
6705083 UI-H-BWO-aji-e-09-0-U).s1 cDNA, 3' 
end /clone=lMAGE:2732249 
/clone end=3* 
6705118 UI-H-BWMLh-11-0-Ul.s1 cDNA, 3' 
end /c!one=IMAGE:2732397 
/clone end=3' 

6705125 UI-H-BW0-ajm-a-08-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732078 
/clone_end=3' 

6705126 UI-H-BW0-ajrn-a-O9-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2732080 
/clone_end=3' 

6705130 UI-H'BW0-ajm-b-01-0-Ul.s1 cONA, 3' 
end /clone=IMAGE:27321 1 2 
/clone_end=3' 

67051 38 class I cytokine receptor (WSX-1), 
mRNA /cds=(1 38,2048) 

6705139 UI.H-BW0-ajm-b-12-0-UI.s1 cDNA, 3' 
end /clone=IMAGE:2732134 
/clone end=3' 

6705146 UI-H-BW0-ajm-c-11-0-Ul.s1 cDNA, 3* 
end /clone=lMAGE:2732180 
/done_end=3' 
6705195 UI-H-BW0-ajm-h-04-0-UI.Sl cDNA, 3' 
end /done=IMAGE:2732406 
/done_end=3' 
6705243 UI-H-BWO-ajr-d-12-O-UI.Sl cDNA, 3' 
end /done=IMAGE:273261 5 
/done_end=3' 
6705252 UI«H-BW0-ajr-e-10-0-Ul.s1 cDNA, 3' 
end /cfone=IMAGE:2732659 
/clor>e_end=3' 
6705263 UI-H-BWO-ajr-f-10-0-Ul.s1 cDNA,3 ( 
end /ctone=IMAGE:2732707 
/clone_end=3* 
6705268 UI-H-BW0-ajr-g-04-0-Ul.sl cDNA, 3' 
end /clone=IMAGE:2732743 
/clone end=3' 
6705283 Ul-H-BWO-ajr-h-09-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2732801 
/clone_end=3' 
670531 1 UI-H-BW0-aJo-C-03-0-ULs1 cDNA, 3* 
end /c!one=IMAGE:2732524 
/clone end=3' 
6705356 UI-H-BW0-aJo-g-07-0-UU1 cDNA, 3' 
end /clone=IMAGE:2732724 
/clone_end=3' 
6705388 UI-H-BWO-ajq-b-06-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732506 
/clone_end=3 ( 
6705442 RC4-MT0235-061 200-01 1 -e1 1 cDNA 



-1 GACAGTTTG GG G AAGGGATTG AAGG 
TCTGCGTCAAAGAGAACAGAAAACC 

-1 AGGGGCCrnTACCGGTTTGTTTTCC 
CTTAAATTTTTAAA G GAATTG AATT 

-1 TCCTCTTTCTTGTCACTGTG AAG CG A 
TGAATAAACCTGGGTGTAGATCCA 

-1 C CTAG AAATTATTATAC AGGG ATAAAT 
GAGGCACTGAAGGTGGGAGAACC 

-1 ACGACAAACTGCACAGTAAATATCAC 
AAACACG GAAATACC ACAGTGTCT 

-1 ACCATGACTTGGCAAAGAGTTTCAAG 
AGAGGGCATAATCAAAAGTAACCA 

-1 GATTAATCAAG GGAAGAGCTTCAAGC 
AGAGCTCCTTAGGTTTTTCAAAAA 

-1 GCTCAGGGGACAGCTATTCTTTTTCA 
AAGCGTTTACCGACTGGATCACCT 

-1 TGAGAGCTTTCCTTCCTCCTACGATC 
CAAC CATGTCAAACATTTCCTAC A 

-1 TGTG CC AACGC ATGATTTCTTTGAGT 
AAATTTCTAAACGTCACAGAAGTT 

-1 AGTCAACATGGAGCAAGTGAGCTAAG 
GAAGTAATGGAAACTGTTTGGAGA 

-1 AGCTCAGGTCTTCCCTCATCTGTTAG 
TTTCCTGGAGTCTGTTCTCATACT 

-1 AAACATACTCCTCTTCACCAG C ACTC 
AGACATTTGTATCCAGAGAAAGCT 

-1 AGTCTGTCAATTGTTTAAGC CTGTGA 
TCTTTCTTTTCCCAGTTAAGAGTT 

-1 TGTCCTCTCAACCCTACTTGTGGTTT 
TACACTGTTAATTACACTATTTGC 

-1 GTGTGTGTATGGTTGTTGGGCGTAG 
GACAGGTTTCGGGGATGCGCGGTAC 

-1 CTGTGCTTGACTATTGAAAACTTAGA 
ATTGGGATGCCAAAGTTACTTCCT 

-1 GGTTGTATCAAAAGAACTCCACATCC 
ATATTG AATAAACTCCCACTAG CC 

-1 GGCTGCCCAGATCTCGTGGGAAGAA 
GACCACAGGAGGACTCGGCTCAATG 

-1 TGGAAAAATGATAGCAGCCAACTTGA 
CAGAAGAACCCAGCATACACATTC 

-1 TTGGTTTTGGGGATTGG GAAGTCTTA 
AG CC AAATTGTCCCCGGTCTCCCC 

-1 GCCCTATATCTAGTGAGCAGGTTGTG 
GCAATCAGGAAGGGATTGATATTT 

-1 TG CAC GCAATGCTTGAAGTGTTCC CA 
GGTATTTAGTTTCAGGTAAATTTT 

•1 CTGTAGGTATGAGCTGCCAGGATCCA 
GGTGTGACTCGG GTATTTCTAGG G 

-1 T CCCA TTTGGGGGGTGGGCTGTTTAA 
ATTTTGACTCCCTGTTTTAAACCC 

-1 CC ACTTGCATCTCTTCTG G GGGTTCT 
TTCCTTTCTTTCCTGTTCTAAGGC 

-1 TG GGTAATCAAC ACTC AACCATCAAC 
AAAC ACTCTCTATTCCAGG CACTG 

-1 AG G AG AAATAATTAGAGTGGCAC ACT 
AG CATGATGGTAAACATTCTGTC A 
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Hs. 157396 AW30O5O0 

Hs.262789 AW300868 

Hs.255880 AW337887 

Hs.328348 AW338115 

Hs.255920 AW339530 

Hs.255927 AW339651 

Hs.207995 AW340421 

Hs.256031 AW341086 

Hs.283667 AW341449 

Hs.337986 AW440517 

Hs.256956 AW440813 

Hs.313573 AW440817 

Hs.256961 AW440866 

Hs.173730 AW440869 

Hs.1 18446 AW440965 

Hs. 118446 AW440965 

Hs.256971 AW440974 



5952 Table 3A Hs.342632 AW444482 



5953 Table 3A 
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Hs.250 AW444632 
Hs.335815 AW444812 

Hs.99665 AW444899 

Hs.257283 AW450350 

Hs.313715 AW450835 

Hs.199014 AW450874 

Hs.342873 AW451293 

Hs.101370 AW452023 

Hs.342735 AW452096 

NA AW452467 

Hs.257579 AW452513 



Table 8 

671 01 77 xs66c06.x1 cDNA, 3* end 

/clone=IMAGE:2774602 /ctone_end=3' 

6710545 xk07d09.x1 cDNA, 3' end 

/clone=IMAGE:2666033 /clone_end=3' 

6834513 he12d07.x1 cDNA, 3' end 

/clone=lMAGE:2918797 /cIone_end=3 , 

6834741 tp39g05.x1 cDNA, 3' end 

/clone=IMAGE:21 90200 /done_end=3' 

6836156 he13d09.x1 cDNA, 3' end 

/clone=IMAGE:2918897 /cfone_end=3' 

6836277 he15g04.x1 cDNA, 3' end 

/clone=IMAGE2919126 /clone_end=3' 

6837047 hc96h02.x1 cDNA, 3' end 

/clone=)MAGE:2907891 /clone_end=3' 

6837631 xz92h04.x1 cDNA, 3' end 

/ctone=lMAGE:2871703 /clone_end=3* 

6838075 arginyl aminopeptidase 

(aminopeptidase B) (RNPEP), mRNA 

/cds=(9,1982) 
6975823 Homo sapiens, clone MGC:17431 

IMAG&2984883, mRNA, complete cds 

/cds=(1 336, 1494) 
6976044 he03b05.x1 cDNA, 3' end 

/clone=IMAGE:2917905 /clone_end=3' 

6976048 he03c02.x1 cDNA, 3' end 

/clone=IMAGE:2917922 /clone_end=3' 

6976172 he05f02.x1 cDNA, 3' end 

/clone=lMAGE:2918139 /clone_end=3' 

Mediterranean fever (MEFV), mRNA 
/cds=(41,2386) 
HNC35-1-D12.R cDNA 



6976175 
6976271 



6976271 HNC35-1-D12.R cDNA 

6976280 he06e12.x1 cDNA, 3' end 

/cione=IMAGE:2918254yclone_end=3' 

6986244 UI-H-BI3-akb-e-05-0-UI.Sl cDNA, 3' 

end /clone=IMAG E:2733777 

/clone_end=3' 
6986394 xanthene dehydrogenase (XDH), 

mRNA /cds=(81, 4082) 
6986574 UI-H-BI3-ajy-d-11-0-UI.$1 cDNA, 3' end 

/clone=lMAGE:2733380 /cfone_end=3' 

6986661 UI-H-BI3-aj 2 -d-07-0-UI.Sl cDNA, 3» end 
/cione=iiviAGt:2733373 /ctone_end=3' 

6991 126 UI-H-BI3.akn-c-01-0-UI.s1 cDNA, 3* 
end /done=IMAGE:2734825 
/clone_end=3* 

699161 1 UI-H-Il3-aIf-f-06-0-Ul.s1 cDNA. 3' end 
/clone=IMAGE:2736539 /clone_end=3' 

6991650 601499703F1 C DNA,5'end 

/done=IMAGE:3901440 /ctone_end=5' 

6992069 RC3-HT0230-130100-Ol4-g06 cDNA 

6992799 AL583391 cDNA 

/clone=CS0DL01 2YA1 2-(3-prime) 
6992953 Ui-H-Br3.alo-d-02-0-Ul.sl cDNA, 3' 

end A*>ne=lMAGE:3068186 

/done_end=3' 
6993243 UI-H-Bl3-als.e-09-0-UI.s1 

NCLCGAP_Sub5 cDNA clone 

BWAGE:306fi632 3', mRNA sequence 
6993289 Ul-H-BWl. ame - b -03-0-Ul.s1 cDNA, 3' 

end /clone=iMAGE:3069628 

/cione_end=3' 



-1 



-1 

-1 

-1 
-1 
-1 
-1 



PCT/US01/47856 



AGGAGTTCAAGAAGCAGAGATTTCCA 
GGTC C ATGCACCAAAGCTCATGTG 

CTTGTCCTCTCCTGATCCAGGGCTCC 
AGTGCCCATGTCCAGTGCCTTGGT 

GCATCTCCCCGCTGTCAGCCTCAGC 
CCTCTCCTACCAAAATCTCTTTCGA 

GGC GTTTCCCATTGAC CAGTTTGACC 
CTGGTTTGAATAAAGAGAAGTGCG 

AGCCCATTGAAAACCTTGGCAAAATG 
TCAGACCTTAAGACTTTCCACTAT 

TCAGAGACAACGGAAGCTGAAAAATA 
A GAG CTGAGAAAGGAAGAA CTTTT 

ATATACATACAAATCTAAGCTCCAAG 
AAGCCTAAGAAAACCCCTTAGGGG 

G G GCAATTTACATC GG G ACTCGTTTC 
ATCTCTAGACCTTCACTTACCTGA 

AGCTCTGGAGTG CCCCTC CCTCCAAA 
TAAAGTATTTTAAGCGAACACTGA 

GCCAGTCTCTATGTGTCTTAATCCCT 
TGTCCTTCATTAAAAGCAAAACTA 

CCCTCAGGCATAGAAATTGAATCTGA 
AATG GCTGATGAATAAGCAAAGGC 

CAGCCCTGCCTGAGTTTTTGACACCT 
GCATCCCTCCCTGCCTCACCTCAC 

AGAGCAG GAGAAATCCTACTGCATTA 
TTAATCTGAAAGCACAAGGACAGC 

CTGTCTTGGTTTGTATGGGAAAATCT 

GCGGGTTGTGGAATATTAGGTTCT 

TGGGATTATAGGGGGAGACAGGAGT 

TGTGGAATTACAGGAGAGGTTCACT 

TGGGATTATAGGGGGAGACAGGAGT 

TGTGGAATTACAGGAGAGGTTCACT 

CTGAGAAAAGGAGTGTCTCTCTTCTG 

CTCCCAAACTTCCAGTAGCTTCCA 

TCGAGGTTCTTCCCAAGAAAAGCCCA 
ATCTTATAAACTGTTACTTCCCCT 

TG CAATGAGGCAGTG GGGTAAGGTT 
AAATC CTCTAACCGTCTTTGAATC A 
TGGCAACTTC AACTC CTTGATGGCGA 
TAATCTCTGGTATGAATATGAGCC 

TTGTGCTCCTGATACGACGTTGC^Ar 
AGTTAATCCGTTCTGATCTCTGCT 

CAAGC CTAACTTTCCAACACTCCCGC 
GACGCAACCCCTTCCCCTTTCCTC 

CACGGTTAGAGTCACCAAACCTGTAT 
TTCAGGGGACATCTTTCCAGCTCC 

CCAAAGGCTCACTACCCCTGTGCGTT 
GTCC AGCACAC AG AC ACTATGTG C 

TGCTTGGGAAATTTGGTTTGTAAACC 
TAAAATAGCCCTTATTTCTGGGGA 
CATCTGCTGAGCAGTGTGCTGTGTCA 
ACCTC CTCCTAGGTCTCCTCTATG 
CTTTCTGCCTGAAGCTG C CCCCATGA 
CTCCCTTCTTTGTG C AAAAGCATG 

GAAATGAGTTGGTGTCTTCACAGAAT 
GAGGATCCCCAGAG CCATCTTG CC 

GTCTCCCTCCCACTCTCTGCCTTACC 
TGGTATCTATGACTCGACTGAAAT 
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Hs.257581 AW452528 6993304 

Hs.257582 AW452545 6993321 

Hs.257630 AW452932 6993708 

Hs.257632 AW452953 6993729 

Hs.257633 AW452960 6993736 

Hs.257636 AW452985 6993761 

Hs.257640 AW453021 6993797 

Hs.257644 AW453034 6993810 

Hs.257645 AW453039 6993815 

Hs.257646 AW453044 6993820 

Hs.257647 AW453055 6993831 

Hs.257667 AW467193 7037299 

Hs.257668 AW467208 



Hs.255877 AW467312 



Hs.257677 AW467338 



Hs.257679 AW467385 



HS.257680 AW467400 



NA 



NA 



NA 



AW467421 



AW467437 



AW467445 



NA AW467448 

Hs.257687 AW467501 

Hs.257688 AW467571 

Hs.257690 AW467582 

Hs.266387 AW467607 

Hs.257695 AW467746 

Hs.257705 AW467863 



Table 8 

UU+BW1-ame-c-07-0-UI.s1 cDNA, 3' 
end /clone=IMAGE:3069684 
/ctone_end=3' 

Ul-H-BW1-ame-d-12-0-Ul.s1 cDNA, 3' 
end /cione=lMAGE:3069742 
/clone_end=3' 

UI-H-BW1-amd-o07-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:3069325 
/c1one_end=3' 

Ul-H-BW1-amd-e-04-0-UU1 cDNA, 3' 
end/clone=IMAGE:3069415 
/clone_end=3' 

UI-H-BW1-amd-e-11-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3069429 
/clone_end=3' 

UI-H-BWl-amd-g-12-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3069527 
/clone end=3' 

Ul-H-BW1-ama-c-02-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:3069290 
/done_end=3' 

UI-H-BWl-ama-d-03-0-Ul.s1 cDNA, 3' 
end /c!one=IMAGE:3069340 
/clone_end=3' 

UI-H-BW1-ama-d-08-O-Ul.s1 cDNA, 3 1 
end /clone=IMAGE:3069350 
/clone_end=3' 

UI-H-BWl-ama-e-01-0-Uhs1 cDNA, 3' 
end /clone=IMAGE:3069384 
/clone_end=3' 

UI-H-BW1-ama-e-12-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:3069406 
/clone_end=3' 

he07a04j<1 cONA, 3' end 
/clone=IMAGE:2918286 /clone_end=3' 



7037314 he07c09jc1 cDNA, 3' end 

/clone=IMAGE:2918320 /clone_end=3' 

7037418 he09b01 j<1 cDNA, 3* end 

/clone=:|MAGE:2918473 /clone_end=3' 

7037444 he09e07.x1 cDNA, 3' end 

/clone=IMAGE:2918532 /clone_end=3' 

7037491 he10d12.x1 cDNA, 3' end 

/clone=IMAGE:29186l 5 /clone_end=3' 

7037506 he10f11.x1 cDNA.S'end 

/clone=IMAGE:2918637 /clone_end=3' 

7037527 he17bOZx1 NCLCGAP_CML1 cDNA 
clone IMAGB2919243 3' similar to 
contains All) repetitive etementcon • 

7037543 he17d05.x1 NC1_CGAP_CML1 cDNA 
clone IMAGE:2919273 3', mRNA 
sequence • 

7037551 he17e08.x1 NCI_CGAP_CML1 cDNA 
clone IMAGE:2919302 3' similar to 
contains element MSR1 repetitive el 

7037554 he17f02.x1 NCI_CGAP_CML1 cDNA 
clone IMAGE2919291 3' similar to 
contains Alu repetitive element;con 

7037607 he19e06.x1 cDNA, 3' end 

/clone=IMAGE:2919490 /clone_end=3' 

7037677 he21f02.x1 cDNA, 3 1 end . 

/clone=IMAGE:2919675 /clone_end=3* 

7037688 602497524F1 cDNA, 5' end 

/clone=IMAGE:461 1316 /clone_end=5* 

7037713 he22c05.x1 cDNA, 3' end » 

/clone=IMAGE:291 9752 /clone_end=3' 

7037776 he23d05.xl cDNA, 3* end 

/clone=(MAGE:291 9849 /ctone__end=3' 

7037969 he27c04j(1 cDNA, 3' end 

/clone=lMAGE:2920230 /clone end=3' 



TGCGAG AGGAAG CAG AGACCACCTT 
GAAACTC GGGTGCATTAAGTCCTTG 

TTAGCC ACTGCTATTCTAG GTTCCTT 
GATGGAGCCCCACTCCCACGCCTA 

ACCACCCAGAGGTTGCTGGCTTCCTT 
AATAAAGCTAACTTTCCTTTCACC 



AGGGGAGCCAGTGG I I ITTGGTCAT 
G G GAAGTGTTCTCATAAAATTC ATT 

GCACCAGACTTCTGAACAGGCTGGG 
AGAGTGAGGCATAAACACATGAAAT 

AC AC AGTACTTTGTTG AGATGTTG GC 
TTCTTGGTTTATGGCATGAATTCT 

ACTTATCTTTTGCCACCCATGTTCCT 
GGATGCCTTGCCTTCCTCTTTCAT 

AAACAG G AAGCCTCTCATG AATTTG A 
CCAAGGAGCTACATTCGTTCTCTA 

TG AGGAAGAGG AGATTTATTAAGC CC 
CTTCTTTTAGGCTAGG AG GTTTCC 

GGAC ACTGG CTTTTGTGCAG CTCTTC 
ATCACAGAGTCTGTTGAGCTACAA 

ACAGTGATTTTCAACCAAGGGGCTTT 
TTCAAACTACATTCCTTAGCTCCC 

GGTGGTG GCTACAAGGGTGATTGCC 
TTATGATAATTGACCGTGTCATAAT 

AGCTGG GAGGCC ATTACTTTTTGTCT 
GAGTCTTCTGGAGTTCTAGCAAAA 

AGTTGCATTAAACTGAGCTTAGATGT 
GTAAGTTTGCTAACGGATGGGTTT 

CCTCTAAGGCATTTATTTACTGACAA 
CATAAAATCTTGAACCCCAGGTCA 

TCACCTCCATCAACTTACTAGCACAT 
AAAGGGTGGGATTTCATGTGTTGA 

CTGGCAAAGGCATG G GTACAACCTG 
CTCTGTGATCTACCTTCTGAACCAC 

ACACCTGTG GTATAT7TGTATC ATTC A 
GTCTGGTTTCTCACCCTTCCTAA 

AACCCTCGTAAGGTTTCATCTTCCTT 
GATTGCAAAATGAGTTTGTGTGAA 

CCCGCTTCACCTTCCCTAAATAACTC 
GTTTGCAGGCTAATTCCATCAAAT 

ATTTTGCTCATTACCTGTCAGGAGAA 
AACCCTCCTTCCCCAGTCTCCACT 

AC CTACTGAATCTCC AG ATTG CCAAG 
TGAAACACAATGGTTGC CTCTTC A 

TG CGAAAGCTAATTC CCTAGTATG AA 
TAAACTTCAGACCTTGCTCTCCTT 

AGC CTG AGGTGG GTG AAG AAAATAC 
CTGCTTTATACTGTTCTG GAAACTC 

CTTTTCCCCTTCATGGTAGTTGCTGC 
TTAAGTTTCTCTAACATGCCTGCA 

TGAATGTGCAGATGCAGAACCCATTG 
ATATGGAGGGCTGAGTGTCTGAAA 

TGTACTACTTATTTATGTGTAAACCAT 
ACACAGGGCTAGAAAGGAAGGGAT 
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5995 db mining 

5996 db mining 

5997 Table 3A 

5998 db mining 

5999 db mining 

6000 Table 3A 

6001 Table 3A 

6002 Table 3A 

6003 Table 3A 

6004 Table 3A 

6005 Table 3A 

6006 Table 3A 

6007 db mining 

6008 Table 3A 

6009 Table 3A 

6010 Table 3A 



Hs.257706 AW467864 

Hs.257709 AW467992 

Hs.257713 AW468139 

Hs.257716 AW468207 

Hs.257719 AW468316 

Hs.278060 AW468430 

Hs.257727 AW468431 

Hs.330268 AW468459 

Hs.257738 AW468559 

Hs.257743 AW468621 

Hs.122116 AW469546 

Hs.80618 AW510795 
Hs. 193669 AW512498 

Hs.42915 AW572538 

Hs.342858 AW572930 

Hs.325991 AW573211 

Hs.258933 AW589231 

Hs.304925 AW592876 

Hs.298654 AW614181 

Hs.259842 AW614193 



6011 Table 3A Hs.342967 AW629176 



6012 Table 3A 

6013 db mining 



Hs.140720 AW629485 
Hs.175437 AW771958 



6014 Table 3A Hs.151393 AW778854 



6015 Table 3A 

6016 Table 3A 

6017 Table 3A 



Hs.109441 AW780057 
Hs.343475 AW873028 

Hs.166338 AW873324 



Table 8 

7037970 he27c05.x1 cDNA, 3' end 

/clone=IMAGE:2920232 /clonej3nd=3' 

7038098 he30b01 .x1 cDNA, 3' end 

/done=IMAGE:2920489/clone_end=3' 

7038245 he32g1 1 .x1 cDNA, 3' end 

/clone=lMAGE:2920772 /clone_end=3 l 

7038313 he34a12.x1 cDNA, 3' end 

/clone=IMAGE:2920894 /clone.end^' 

7038422 he36a05.x1 cDNA, 3' end 

/done=lMAGE:2921072 /clone_end=3' 

7038536 he37M0.x1 cDNA, 3' end 
/clone=IMAGE:2921251 /clone_end=3' 

7038537 he37h1 1 .x1 cDNA, 3' end 
/clone=IMAGE:2921253 /clone_end=3* 

7038565 he38d05.x1 cDNA, 3* end 

/clone=IMAGE:2921289 /clone_end=3' 

7038665 he41a07.x1 cDNA, 3' end 

Vclone=IMAGE:2921556 /c!one_end=3' 

7038727 he42e03jc1 cDNA, 3* end 

/clone=JMAGE:2921692 /clone_end=3' 

7039652 hd19e09.x1 cDNA,3'end 

/clone=IMAGE:2909992/clone_end=3- 

7148873 hypothetical protein (FLJ20015), 

mRNA /cds=(31 ,522) 
71 50576 hypothetical protein DKFZp586J 1119 

(DKFZp586J1119), mRNA 

/cds=(27,2153) 
7237271 ARP2 (actin-related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 
7237663 hf17f07.x1 cDNA, 3' end 

/done=IMAGE:2932165 /clone_end=3' 

7237944 6026791 87F1 cDNA, 5* end 

/clone=IMAGE:4812093 /clone_end=5* 

7276337 he27g09.x1 cDNA, 3' end 

/clone=lMAGE:2920288 /clone_end=3' 

7280068 hg04d05.x1 cDNA. 3' end 

/clone=IMAGE:294461 7 /c!one_end=3' 

7319367 hg77d03.x1 cDNA, 3' end 

/cione=IMAGE;2951621/done_end=3' 

7319379 cDNA FU 11025 fis, done 

PLACET 003988, moderately similar to 
S'-AMP-ACTIVATED PROTEIN 
KINASE, GAMMA-1 SUBUNIT 
/cds=(159,1145) 

7375966 60261 9939F1 cDNA, 5* end 

/done=IMAGE:4745649 /clone_end=5' 

7376275 FRAT2 mRNA, complete cds 

/cds=(1 29,830) 
7704007 hn66h09.x1 cDNA, 3' end 

/cfone=IMAGE:3032897 /done_end=3' 

7793457 glutamate-cysteine ligase, catalytic 

subunit(GCLC), mRNA /cds=(92,2005) 

7794660 cDNA FU14235 fis, clone 

NT2RP4000167/cds=(82 2172) 

8007081 601556208T1 cDNA, 3' end 

/clone=IMAGE:3826392 /clone_end=3' 

8007377 h!92a07.x1 cDNA, 3' end 

/clone=IMAGE:3009396 /done_end=3' 



PCT/US01/47856 



TGTAGAATTGCGGAGTAGAAAGACCC 
TTGAAAGATCATTTGTCCTGTGGT 

GCTCAAGTTCCCAGCACCTG G GGAA 
TTCTAAGCCTGAGGAAGACAAGGTG 

TGTTTTTATGTCCTGAGCAAGCAAATT 
GCTGCAATTAAAATCACCAATTT 

AGGCCTGATATTGAAAGCTTTTGATA 
CTGAGATCCTATTAATCTCAGATGA 

TG TTA GTTTG CTTTTGAAATTC TTTG G 
AGGGTACTCTTCAGGGCTTCACA 

TAGTGATTATCTCCAGGAATCAAGTA 
CAAACTTTGAAAAAAGACTGGAG GT 

TTTGTCCCAAGGGCTCAGACTGAAAG 
AATGCAATGTGAGAG GTATGCCAC 

TCTGTGAAAATCTTTCTGCAAATGTCT 
TTG CTTGCTTGTACTCACGTTTT 

TGTCTTTAACGCACAGATGTTACTTC 
AGCACCACMGGACTGTTGATGGA 

CAGTCAGATGTTGGAATTGGGGGTA 
GAG GGATTATAGAGTTGTGTGTGCT 

AAAGGAGGGACTATG GCATCAAACA 
GC CTCTTCAGCACAGTGACACCATG 

AC CCAGTTTGTGCATAGTTCATGATC 
CTCTATAAAACCAGCTTTTGTGGA 
CTGTCGGGCTCTGAAGCGAGCTGGT 
TTAGTTGTAGAAGATGCTCTGTTTG 

TGGAATGGACTCTTAAAACAATGAAA 
GAGCATTTATCGTTTGTCCCTTGA 

TCACTACCTTCAATTGTTTACAAGGT 
GGATATGG GCAGGC AACAGATACT 

CTAGG CCGGATGGGCCAGAGAAGGA 
GAACCATGGCAGGAGCCGGAAGCAG 

AAATGTTGAGCAACTGTTCAATAACA 
GCACTAATTGTGTGTTCATTGGCT 

CTGGCACATCCAGGTTTTAGAGCAGG 
CAGCCTGAGATTTCAAAAATGAGG 

GGAGCGGAATACAGTAAAAGCACTG 
GACTGACCTAAGAGTTTGTTTCTGC 

ACACCATTTCAGCGTTGGATCACAGA 
C AG CTCTTCCTTTATATCCCAGCA 



CCACCTTGCTGCCTTTTGAAACACTC 
AGGAAATATAGTTGGCTAAAACTG 

CACTTCGCAACGGAGTGTTTGAAATT 
GTGGTGGTCCTGATTTATAGGATT 
GCTTTGGCAGATGGATTAACCTTGTT 
CTTTTGGAGCCAGATCAATATCTA 

AGAATGCCTGGTTTTCGTTTGCAATT 
TG CTTGTGTAAATC AGGTTGTAAA 

TTCTG AACATTTTAGTCAAG CTACAAC 
AGGTTTGG AAAACCTCTGTG GGG 
TGCAAGTG G ATGGTTTGGTATCACTG 
TAAATAAAAAGAG GGCCTGGG AAA 

GTG GCTTTTCTGTTGACGCC AAAGGT 
TACTCCCTCTGCCTCACCATAAAA 
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6018 Table 3A 

6019 Table 3A 

6020 db mining 

6021 Table 3A 



6026 Table 3A 

6027 Table 3A 

6028 Table 3A 

6029 Table 3A 



6033 Table 3A 

6034 Table 3A 

6035 Table 3A 

6036 Table 3A 

6037 Table 3A 



6040 Table 3A 

6041 Table 3A 

6042 Table 3A 

6043 Table 3A 

6044 Table 3A 

6045 Table 3A 



Hs.90960 AW873326 

Hs. 120243 BE044364 

Hs.157489 BE047166 

Hs.82316 BE049439 



6022 Table 3A Hs.121587 BE217848 

6023 Table 3A Hs.5734 BE21S938 

6024 Table 3A Hs.203772 BE220B69 

6025 Table 3A Hs.73931 BE220959 



Hs.1 28675 BE222032 

Hs.167988 BE222301 

Hs.79914 BE222392 

Hs.99237 BE326857 



6030 Table 3A Hs.83623 BE328818 

6031 Table 3A Hs.27774 BE348809 

6032 Table 3A NA BE348955 



Hs.56156 • BE349148 

Hs.315050 BE351010 

Hs.5027 BE379724 

Hs.86437 BE464239 

Hs.127428 BE466500 



6038 Table 3A Hs.21812 BE467470 

6039 Table 3A Hs.122575 BE502246 



Hs.279522 BE502919 

Hs.1 97766 BE502992 

Hs.61426 BE550944 

Hs.201792 BE551203 

Hs.122655 BE551867 

Hs.282091 BE552131 



Table 8 

8007379 602563938F1 cDNA, 9 end 

/clone=lMAGE:4688769 fclone_end=5' 

8361417 gamma-parvln (PARVG), mRNA 

/cds=(0,995) 
8364219 602462536F1 cDNA, 5' end 

/done=IMAGE:4575393 /clone_end=5' 



8366494 



8905166 



interferon-induced, hepatitis C- 
associated microtubular aggregate 
protein (44kD) (MTAP44), mRNA 
/cds=(0,1334) 

602637362F1 cDNA, 6* end 
/c!one=lMAGE:4765191 /done_end=5' 



8906256 



meningioma expressed antigen 5 
(hyaluronidase) (MGEA5), mRNA 
/cds=(395,3145) 

FSHD region gene 1 (FRG1), mRNA 
/cds=(191,967) 
8908277 major histocompatibility complex, class 
II, DQ beta 1 (HLA-DQB1), mRNA 
/cds=(57,842) 
hr61g11.x1 cDNA, 3' end 
/clone=IMAGE31 33028 /clone_end=3 , 



8908187 



8909271 



8909619 neural cell adhesion molecule 1 

(NCAM1), mRNA /cds=(201 ,2747) 
8909710 lumican (LUM), mRNA /cds=(84,1 100) 

9200633 hr65h06.x1 cDNA, 3' end 

/clone=IMAGE:31 33403 /clone__end=3' 

9202594 nuclear receptor subfamily 1 , group I, 

member 3 (NR1I3), mRNA 

/cds=(272,1318) 
9260662 602386841 F1 cDNA, 5' end 

/c)one=IMAGE:4515730 /clone_end=5' 

9260808 hs91h01.x1 NCI_CGAPJ<td13 cDNA 
clone IMAGE:3144625 3\ mRNA 
sequence 

9261 087 601463367F1 cDNA, 5' end 

/ctone=IMAGE:3B66512 /ctone_end=5' 

9262791 ht22g04.x1 cDNA, 3' end 

/ctone=IMAGE:314751 0 /clone_end=3' 

9325089 601159415T1 cDNA, 3' end 

/clone=IMAGE:351 1 1 07 /clone_end=3' 

9510014 60241 1 368F1 cDNA, 5* end 

/done=IMAGE:4540096 /clone_end=5' 

951 21 98 Homo sapiens, Similar to homeo box 
A9, clone MGC:19648 IMAGE:2987818, 
mRNA, complete cds /cds=(62,880) 

9513245 AL562895CDNA 

/clone=CSODC021Y020-(3-prime) 
9704654 endothelial differentiation, 

lysophosphatidic acid G-protein-coupled 

receptor, 4 (EDG4), mRNA 

/cds=(8,1061) 
9705327 hz81 b08.x1 cDNA, 3' end 

/ctone=IMAGE:3214359 /clone_end=3' 

9705400 clone 23932 mRNA sequence 

/cds=UNKNOWN 
9792636 602329933F1 cDNA, 5* end 

/clone=IMAGE:4431248 /ck)ne_end=5' 

9792895 7b55h12.x1 cDNA, 3' end 

/c!one=IMAGE:3232199 /clone_end=3* 

9793559 hypothetical protein MGC14425 

(MGC14425), mRNA /cds={31 8,686) 

9793823 hw29b05.x1 cDNA, 3' end 

/clone=IMAGE: 3 184305 /cione_end=3' 



-1 ACCTCCTACGTCTGTTTTCTGGCTGT 
GGTGACTTGGGATTTTTAACCTTA 

-1 ATCGTTGGATTATCTTTGAACCCCCT 
TGTGTGGATCATTTTGAGCCGCCT 

-1 AGCTCC AAAGTG GTTTG ATGACC ACA 
GGCTAAAATTCATAGTCTTAAAAT 

-1 TCAGAAAGGAGAAAACACAGACCAAA 
GAGAAGTATCTAAGACCAAAGGGA 



-1 GCATCACGATTTGTCTACATAAGTCC 
AGTTCATCTCGC GTTTGTTTTG GC 

-1 ATACAGGGTTCC ATCCAGAAAG CATT 
CAGTCAGAG CAAGTTAAAGTCAGT 

♦1 AAGTGCCAGATTTTGATAATCACCAG 
CCTCTCATTCAACTCCTATGTTGC 

-1 ACCCTTGGTCACTGGTGTTTCAAACA 
TTCTGGCAAGTCACATCAATCAAG 

-1 AGCTCTGGAGCCTTTGCTTCCTCAAA 
TACGAGCGGGAACTGCGTTGAGCG 

-1 AAGTTGTCCTGTGCTAAAG CAAGCGT 
GGGATGATCCTAC CTACCTCTAGG 

-1 ATTTGGACAGATGCAGAAGGAACTGT 
TAGTGAGTCAAGACAAACACATCT 

-1 CCCCTACCCCTGGAAAGTAATATACT 
GAAGTCTCATCATACTGTTTTGGG 

-1 TGTTTCGTAAATTAAATAG GTCTG G C 
CCAGAAGACCCACTCAATTGCCTT 

-1 AGCTAGTGATGTTTTGTCCAAAGGAA 
GATTCTGACAACAGCTTCAGCAGA 

-1 ACACAGACATATTGACCGCACACAAC 
ACTGAAATGGACTGACTTGAGAAA 

-1 TGGTTCTCTGATTTGTAATGAGCACC 
TGGATATGTCAATTAAAATGCCCA 

-1 GGTCCATGTCACCGTGAGTACACCC ■ 
CTATGATTG GTTTGTTGTCAAGAAG 

-1 TGCTAGTTCAGGTCCTCCAGGCATTG 
ATTTGTACAGTTAAACTCCGAGTG 

-1 ACAAG CATTTAGATC ATAACATGGTA 
AAGCCTATTACCAGCCAATGTTGT 

-1 GGCCTACTGACCAAATTGTTGTGTTG 
AGATGATATTTAACI 1 1 1 IGCCAA 



AAGTTTGTGCAGCACATTCCTGAGTG 
TACGATATTGACCTGTAG CCC AGC 
CGATAGAATTGAAGCAGTCCACGGG 
GAGGGGATGATACAAGGAGTAAACC 



-1 ATAG ACTCCAAAG AGG CGTTAAG CAC 
CTGGTTTTCCTTTGGCTCAGAAAA 

-1 CTCAAACGAAATTGGG CAG GCCATTT 
G CGTG GTTTCTCTGG ATAAGTTCC 

-1 G CAC ATGACAGTAAG CG AGGTTTTGG 
GTAAATATAGATGAGGATGCCTAT 

-1 TC CCAGAGTAACTGAC AGTATC AAAT 
AGCAAGAGAGTTAGGATGAGGACT 

-1 ACACAGGAACCGCTTACCCACCAGCT 
CTGCCCGCGTCTCTACCGCCATAG 

-1 TTCTTCCAAGAGAATAACCCTATTAAA 
GGCTAAAAATGGAAGCTCCCAGT 
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6049 Table 3A 

6050 db mining 

6051 Table 3A 

6052 db mining 

6053 Table 3A 

6054 db mining 

6055 db mining 
6058 db mining 

6057 db mining 

6058 Table 3A 

6059 Table 3A 

6060 Table 3A 

6061 Table 3A 

6062 Table 3A 

6063 Table 3A 

6064 db mining 

6065 Table 3A 

6066 Table 3A 

6067 db mining 

6068 Table 3A 

6069 db mining 

6070 Table 3A 

6071 Table 3A 

6072 Table 3A 

6073 Table 3A 



Hs. 146381 BE613237 



Hs.4310 
Hs. 198802 

Hs.324481 
Hs.283165 

Hs.341573 

Hs.283166 

Hs. 187872 

Hs.283167 

Hs.283168 

Hs.283169 

Hs.225200 

Hs.129192 

Hs.75703 

Hs.195374 

NA 

Hs.77542 

Hs.66357 

Hs.283248 

Hs.88645 
Hs.171120 

Hs.283249 

Hs.167208 

Hs.283247 

Hs. 174010 

Hs.174144 

Hs.190065 

Hs.211828 



BE614297 
BE621611 

BE646433 
BE646441 

BE646470 

BE646492 

BE646499 

BE646510 

BE646569 

BE646617 

BE646640 

BE670584 

BE670804 

BE671815 

' BE672733 

BE673364 

BE673759 

BE674662 

BE674685 
BE674709 

BE674713 

BE674762 

BE674807 

BE674902 

BE674951 

BE674964 

BE675092 



Table 8 

9894834 RNA binding motif protein, X 
chromosome (RBMX), mRNA 
/cds=(H,H86) 
9895894 eukaryolic translation initiation factor 

1A (EIF1A), mRNA /cds=(207,641) 
9892551 601493754T1 cDNA, 3' end 

/done=IMAGE:3895836 /done_end=3' 

9970744 EST380617 cDNA 

9970752 7e86h06.x1 cDNA, 3' end 

toone=)MAGE:3292091 /done__end=3* 

9970781 tc38c1 1 j<1 cDNA, 3' end 

/done=IMAGE:2066900 /clone_end=3' 

9970803 7e87g01 j(1 cDNA, 3' end 

/done=IMAGE:3292176 /clone_end=3 , 

997081 0 7e87h02j(1 cDNA, 3' end 

/cione=IMAGE:3292179 /done_end=3' 

9970821 7e88b08jc1 cDNA, 3' end 

/cfone=IMAGE:329221 5 /clonej2nd=3' 

9970880 7e89c01 .x1 cDNA, 3' end 

/clone=IMAGE:3292320 /clone_end=3' 

9970928 7e91 b07.x1 cDNA, 3' end 

/clone=IMAGE:3292501 /done_end=3' 

9970951 7e91f08.x1 cDNA. 3" end 

/clone=IMAGE:3292551 /clone_end=3 f 

1 0031 125 7e36h08.x1 cDNA, 3' end 

/clone=IMAGE:3284607 /clone_end=3' 

1 0031 345 small inducible cytokine A4 

(homologous to mouse Mip-1b) 
(SCYA4), mRNA /cds=(1 08,386) 

10032445 7a47c12.x1 cDNA, 3' end 

/clone=IMAGE:3221878 /clone^end^' 

10033274 7b75g07.x1 NCLCGAP_Lu24cDNA 
clone IMAGE:3234108 3 r similarto 
TR:099231 099231 CYTOCHROME 
OXIDASE 

10033905 602629438F1 cDNA, 5' end 

- /clone=IMAGE:4754432 /clone_end=5' 

1 0034300 7d69d02.x1 cDNA, 3' end 

/done=IMAGE:3278211 /done_end=3' 

1 0035284 7e93g03.x1 cDNA, 3' end 

/clone=IMAGE:3292756 /done_end=3* 

10035307 AV733781cDNA,5'end 

/clone=cdAASF08 /done end=5 f 

1 0035331 7e94f05.x1 cDNA,. 3' end 

/done=IMAGE:3292833 /done_end=3' 

1 0035335 7e94g02j(1 cDNA, 3' end 

/clone=:|MAGE:3292850 /ctone_end=3* 

10035230 7e98d05j<1cONA,3'end 

/clone=IMAGE:3293193 /done_end=3' 

10035275 7e93d11.xlcDNA,3'end 

/c!one=IMAGE:3292725 /done_end=3' 

1 0035443 7e97a04.x1 cDNA, 3' end 

/clone-lMAGE:3293070 /done_end=3' 

1 0035492 7e97g1 0.x1 CDNA, 3' end 

/clone=lMAGE:3293154 /done_end=3' 

10035505 7f1ib09jc1 cDNA, 3' end 

/done=IMAGE:3294329 /done_end=3' 

10035633 7f02d07.x1 cDNA, 3* end 

/clone=IMAGE:3293485 /done_end=3* 
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ACTGACCTAGCAGATGTGTGGAAAAG 
GAATCAGATCTTGATTCTTCTGGG 

ACAACTCAAGTGAAAAGATGTCTCCA 
GTTTCTGAAGATAACGCACGCTGA 
CGC CG ACTCGTTGAAAGTTTTGTTGT 
GTAGTTGGTTTTC GTTGAGTTCTT 

CACCCACCTGGTAGGAAGGTCAATCT 
TATG CTCAGAAGTCCCACCCACCA 
CAACTCCTTAAAGGGTTGAAGGTTGT 
GACAATAACTGAGGGAACTGATGT 

AAAACACTCCACCTAAAAGCAGGAAA 
GATGGCAATTCTAAATAGCAGCTA 

GGAGGTTTTGATCGTGACTTTATTTT 
GAGATATTGTATCTTTGTTAGTATTGC 

TTGTAAGGTTCCGGGGAACTGACTCA 
ACATGGTTCTCC AACTCG AG GTTG 

TGTGAGTGTTATAGGTTACAGTGGAT 
TCCAAACTAGCCAC AAGTGAAG CA 

TCAG CCAGGAGGAAAAGCACTCTGAT 
TATGAATTGAGCAGAAGGAAACAA 

GTTCCCACTCGTTCTTGCCGGAGAAA 
CCTG CCTTTTCAAGCATAATTC AA 

G GGTCCAAGATTATTGATTAATTTG G 
GCACCGCGAGAGCTCGAGTCCCCC 

GACCACCTGTAAAGCAAGTCCTTTCA 
AGTTTCACTGCACATCCCAAACCA 

TGGTCCACTGTCACTGTTTCTCTGCT 
GTTGCAAATACATGGATAACACAT 

AGACTCTGGAAAAGGAGGGTCGGAG 
TATTAAACTGG CTGGGAATGAGAGG 

TGAGAGCACACCATAAATTCACAGCA 
GGAATAAACGAAGACACACGAGCA 



ACATTCTCTCATTTTGCTGAAG CTGAT 
TTGATTGGGTGTCTGTTTCTCGC 

TGAGAAGGTAAAGTAGAAAGGGAAG 
ATGATGAGTGAACAATAAGCCTTGT 

ACATTATTCCATGGGAATAAGTCATC 
AGTGCAAAGGACTGTAAGGAGTGC 

CGCCGCTCCTGGAGACCTGATAACTT 
AGG CTTG AAATAATTG ACTTGTCT 
TGTATGTGCAATATGC7TATGGGTAA 
TTATGGGCAAGAGAAATGGAAACA 

ACCC CTTGGTAAAG C AGTTGTAAGAA 
TTAAA C AAGA G G AATTG CTCTTTC 

AAATCAGGCCCCTTGCGCCATTCACA 
AAAATCCTTGTGAGATGACTCAAG 

AGGGCAGAGGTCCTTTGGGAGGGTA 
AG CTCACAAAAACTCAGGGAGGCAG 

TCATCTCCGCCAAG GTTCCCACTAGG 
C AGGAAAG GATTTTTATCTAAAGT 

CCACCCAAGTCGGAATCCGAGTGAA 
ATAAATAG CATCGC CCGCCAACTAC 

AGGCACACGATTGTCACCATTTCTCC 
CTTTACAAGCTGTATAATCAGTAA 

GCAAC GTCTGAATGTAGTAATGTGAC 
TCAGAGCTTCAAAGTAAGCATTCG 
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6074 db mining 

6075 db mining 

6076 db mining 

6077 db mining 

6078 db mining 

6079 db mining 

6080 db mining 

6081 db mining 

6082 db mining 

6083 db mining 

6084 db mining 

6085 db mining 

6086 db mining 

6087 Table 3A 

6088 Table 3A 

6089 db mining 

6090 db mining 

6091 Table 3A 

6092 db mining 

6093 Table 3A 

6094 Table 3A 

6095 db mining 

6096 db mining 

6097 Table 3A 

6098 db mining 

6099 db mining 

6100 db mining 

6101 db mining 



Hs.330706 BE675125 

Hs.283251 BE675180 

Hs.339281 BE675338 

Hs.283253 BE675379 

Hs.283254 BE675403 



Hs.283255 
Hs.283256 
Hs.315345 
HS.1 80637 
HS.283258 
Hs.283259 
Hs.283261 
NA 

Hs.1 70584 
Hs.181015 
HS.283263 
Hs.283264 
Hs.134648 
Hs.283266 
Hs.158714 
Hs.220929 

Hs.283268 

Hs.283269 

Hs.123254 
Hs.283505 

Hs.283270 

Hs.283271 

Hs.283272 



BE675434 
BE675531 
BE675610 
BE675718 
BE675792 
BE675B19 
BE675957 
BE676019 
BE676049 
BE676054 
BE676154 
BE676173 
BE676210 
BE676275 
BE676408 
BE676472 

BE676474 

BE676528 

BE676541 
BE676548 

BE676613 

BE676614 

BE676667 



Table 8 

10035666 IL3-UT01 14-301 100-357-H02 cDNA -1 

1 0035721 7f03h06.x1 cDNA, 3' end -1 
/clone=IMAGE:3293627 /done_end=3' 

10035879 HNC29-1-D4.R cDNA -1 

10035920 7f08b02.x1 cDNA, 3' end -1 
/cione=lWlAGE:3294027 /clone_end=3' 

10035944 7f08d10.x1cDNA,3 , end -1 
/clone=1MAGE:3294067 /clone_end=3 t 

10035975 7f09a10.x1cDNA.3'end -1 
/clone=IMAGE:3294138 /clone _end=3' 

10036072 7f10h08.x1cDNA,3'end -1 
/clone=IMAGE:3294303 /done_end=3' 

1 00361 51 7f1 2g09.x1 cDNA, 3' end -1 
/clone=IMAGE:3294496/clone_end=3' 

10036259 7f14h04.x1 cDNA,3'end -1 
/clone:=IMAGE:3294679 /clone_end=3' 

10036333 7f16b02.XlcDNA,3*end -1 
/clone=IMAGE:3294795 /done_end=3' 

10036360 7f17d10.x1cDNA,3'end -1 
/clone=IMAGE:3294931 /cione_end=3' 

10036498 7f19b08.x1cDNA.3 , end -1 
/clone=IMAGE:3295091 /done_end=3* 

10036560 7f20c12.x1 NCLCGAP_CLL1 cDNA -1 
clone IMAG&3295222 3' similar to 
contains Alu repetitive element;, m 

10036590 7f21a03.x1cDNA,3'end -1 
/done=IMAGE:3295276 /done_end=3' 

1 0036595 signal transducer and activator of -1 
transcription 6, interleukin-4 induced 
(STAT6), mRNA/cdS=(1 65,2708) 

10036695 7f24a12.x1 cDNA.yend -1 
/clone=IMAGE:3295582/clone_end=3' 

10036714 7f24c12.x1 cDNA, 3' end -1 
/clone=lMAGE:3295606 /done_end=3' 

10036751 7f25c05.x1cDNA,3'end -1 
/done=IMAGE:3295688 /clone_end=3' 

10036816 7f26d04.x1 cDNA, 3' end -1 
/clone=IMAGE:3295783/clone_end=3' 

10036949 7f29b11.x1cDNA,3 , end -1 
/clone=IMAGE:329606l /c!one_end=3' 

10037003 cDNA FU14369 fis, clone -1 
HEMBA1001 174, highly similar to ADP- 
RIBOSYLATION FACTOR-LIKE 
PROTEIN 5 /Cds=(207,746) 

10037005 7f30c08.x1 cDNA,3'end -1 
/clone=IMAGE:3296174 /clone_end=3' 

10037069 7f31d12.x1cDNA t 3'end -1 
/cione=IMAGE:3296279 /ctone_end=3' 

10037082 AL572805cDNA -1 
/clone=CS0DI034YH06-(3-prime) 

10037089 Wh79f01.x1 cDNA,3'end -1 
/clone=IMAGE:2386969 /clone_end=3' 

10037154 7f33a08.x1 cDNA, 3' end -1 
/clone=IMAGE:3296438 /done_end=3' 

10037155 7f33a10.x1 cDNA,3'end -1 
/clone=IMAGE:3296442 /clone_end=3 t 

10037208 7f34a07.x1 cDNA, 3* end -1 
/clone=IMAGE:3296532 /clone end=3' 



G CCACCCCATCTGGG AG GCCCAGC A 
TC CAATTCAGTCG CCTTC AATG ATT 
TGATAG ACTGGATG CTGCTATG GTAA 
TCTGCCTCAGGAAAATGCCGGACT 

TGGAGCCAAGAAGCCACTGACTCAA 
GAGGATTTCAAGCGAGAGCTGCTTG 
CAACTTTTGTAACAGGGGACTTAGCC 
GGGGGCAGGAGGGGTTCTTGAGAC 

ACTTG AAGG CACATCTTCCTTTTGGT 
TGTT7TCCATCTTCAAATTAAACT 

TAAAAACTGACATGACATGAGATGGT 
TTAAGTGTCAAACATAAG GGTCTTT 

ACTG AC ATAAGC CC ACTTC AGGTGTT 
TGGAAGACACTAAAGAGAATCAGA 

GCAGCTTTTTGCTGGCGGGGGTCTA 
AATAAAGTAGCTTCCCCAAAAGAAA 

ACCTGGTTATCTCG CAATGACCTAGC 
TAACACAAATG CAAC ATCAGCCGG 

TGATCAAAATGAAGATGCTCCAACCG 
TATAAATGGCAGATGAAATAGACT 

GCAGGAGAGAAATACCTTCTAATGGG 
TGTGGACACTGGAG GAACTGTTAC 

AGGGCACTGTTTGTTCCTTTAATATG 
G AG AAATATCG CAAATAACTGGGA 

TTGG CCTATGTTAATTTCTATTCTCAG 
TTCTTCTGTGCCCTTCCTCCTCT 

G AACGTAAG CCCGACGCTAGGCAGT 
GCTGTTAGAAAGTGATTTGGAAGAG 

ATCCCATTCTCCCTCTCAAG GC AGGG 
GTCATAGATCCTAAGCCATAAAAT 

TGCTGTAAAATGGCAGCTCCATAGGA 
ACCTATTTTCCATAGGAACCTGCA 

ACTGGAGAAAGGTGTCTTCCTGTCCT 
TTCAGGGGCTCCTG CGG GG AATTC 

ATTATATTTGTCCCTATCAGAATCCTC 
GAATCCCTAGCAGCCAGTCCCTG 

TGCTCACTGTCTTCTGGAAGAGACAA 
GCACTTTCTTGAAATTCCTAAGCA 

C AATC G GATCATTCTTCTC AACTTG G 
GCGGCTCTTTCCTCCCTTCCTTCC 

TGCTTTGGGCAGTAGCTGAAGCCGA 
AGTATGAACAGTCCATTTTGTTTCT 



CACAGTTGAGTAGGAGGTCATGAAGA 
AGAAGAG ATG ATACCTG C CTTACC 

TTTGTGTAG CAAATGTTC ATTAATTGC 
CTACTTTGTGC CAAATTCAG GCC 

TCCAGCATTGTATTGTCTATTGACAC 
ACAAAGTTTGAAAATAAAGGGGCA 
CACC CAC CAGACC GAG GATTCCAAAA 
GGGG GCG AAG G CGG AGAGCAAAG G 

TGGACTCTGTTTTCAAGAGGAAGAAA 
CAACTGACAAATAAGTTGATGTCA 

ATGTTGAAACTGGTTTTAACTTGTAAT 
GGTGTGGCTGATGTTACCCGACC 

ACACAGATTTGAAGTCTACTGTTCTA 
AATGGCCTCTACTTCCTGCTGTCA 
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6102 db mining 

6103 db mining 

6104 db mining 

6105 Table 3A 

6106 Table 3A 

6107 Table 3A 

6108 Table 3A 

6109 Table 3A 

6110 Table 3A 

6111 Table 3A 

6112 Table 3A 

6113 Table 3A 

6114 Table 3A 

6115 Table 3A 

6116 Table 3A 

6117 Table 3A 

6118 db mining 

6119 Table 3A 

6120 Table 3A 

6121 Table 3A 

6122 Table 3A 

6123 Table 3A 

6124 Table 3A 

6125 Table 3A 

6126 Table 3A 

6127 Table 3A 

6128 db mining 

6129 Table 3A 

6130 Table 3A 



Hs. 1021 65 

Hs.283276 

Hs.86761 

Hs.293842 

Hs.293842 

Hs.270293 

Hs.155935 
Hs.294348 

Hs.5181 
Hs.314941 

Hs.301110 

Hs.330887 

Hs.334926 

Hs.316047 

Hs.294578 

Hs.302585 

Hs.210628 

Hs.330588 

Hs.252259 
Hs.1 84052 
Hs.286754 

Hs.297190 

Hs. 108327 

Hs.161075 

NA 

Hs.221695 

Hs.255664 

Hs.43857 
Hs.144583 



BE676737 

BE676772 

BE738569 

BE748663 

BE748663 

BE857296 

BE858152 
BE961923 

BE962588 
BE962883 

BE963194 

BE963374 

BE963551 



BE963811 

BE964028 

BE964051 

BE964134 

BE964149 
BE964596 
BE965319 

BE965554 

BF001438 

BF001821 

BF056055 

BF058398 

BF058429 

BF058599 
BF059133 



Table 8 

10037278 7f37g03.x1 cDNA, 3' end 

/done=IMAGE:3296884 /done„.end=3' 

10037313 7f35d05.x1 cDNA, 3* end 

/clone=IMAGE:3296649 /clone_end=3 ( 

10152561 601572850F1 cDNA, 5' end 

/clone=IMAGE:3B39581 /clone_end=5' 

10162655 601571679F1 cDNA, 5' end 

/clone=lMAGE:3838675 /clone_end=5' 

10162655 601571679F1 cDNA, 5' end 

/clone=IMAGE:3838675 /clone_end=5' 

10371182 7g27b01.x1 cDNA, 3' end 

/done=IMAGE:3307657 /ctone_end=3* 

1 0373065 complement component 3a receptor 1 
(C3AR1), mRNA/cds=(0,1448) 

11764299 601655335R1 cDNA, 3' end 

/c!one=IMAGE:3845768 /done_end=3' 

1 1 765636 proliferation-associated 2G4, 38kD 
(PA2G4), mRNA /cds=(97,1281) 

1 1766238 602381 893F1 cDNA, 5* end 

/clone=IMAGE:4499447 /done_end=5' 

11766612 601656B11R1 cDNA, 3' end 

/clone=IMAGE:3865731 /done_end=3' 

11766792 601657137R1 cDNA, 3' end 

/clone=IMAGE:3866193 /done_end=3' 

11766970 Homo sapiens, clone MGC:8857 

!MAGE:3866266, mRNA, complete cds 
/cds=(62,133) 

1 1 767085 601 656685R1 cDNA, 3' end 

/done=IMAGE-3865820 /done__end=3 t 

11767228 601657462R1 cDNA, 3' end 

/done=IMAGB3875846 /clone_end=3' 

1 1767356 601657601 R1 cDNA, 3' end 

/done=IMAGE:3875617 fclone_end=3' 

11767519 601472729T1 cDNA, 3' end 

/done=IMAGE:3875791 /ctone_end=3' 

11767602 601151626F1 cDNA, 5* end 

" /cione=IMAGE:3507774 /done_end=5' 

1 1767617 ribosomal protein S3 (RPS3), mRNA 

/cds=(22 t 753) 
11768078 PP1201 protein (PP1201), mRNA 

/cds=(75,1010) 
1 1769559 601659229R1 cDNA, 3* end 

/done=iMAGE: 3895783 /clone_end=3' 

1 1770044 601659486R1 cDNA, 3* end 

/done=IMAGE:3896204 /clone_end=3' 

1 070171 3 damage-specific DNA binding protein 1 

(127kD) (DDB1), mRNA 

/cds=(1 09,3531) 
10702096 7g93g02.x1 cDNA, 3' end 

/done=IMAGE:3314066 /done_end=3' 

10809951 7k07h12j(1 NCI_CGAP_GC6 cDNA 
done IMAGE:3443950 3' similar to 
contains element L1 repetitive eleme 

10812294 7k30d01 jc1 cDNA, 3' end 

/ctone=IMAGE:3476785 /clone_end=3' 

10812325 7k30g11.x1 cDNA, 3' end 

/done=IMAGE:3476949 /clone_end=3* 

10812495 mRNA for KIAA1247 protein partial 

cds/cds=(285,2942) 
1 081 3029 Homo sapiens, done iMAGE:3462401 , 

mRNA, partial cds/cds=(0,153) 
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GGAACTTCTGCTTCCACTTACGATGA 
AGGAACTTGTACTCAATCCATCCA 

GAAGCCTTCCTGTGGTCATAACAAGT 
CTCACACACCCCAAGGACTGATCT 

GAGTCCAGCCTTTGAACCTGGCGCT 
GAATCCTGACTTTACTGCTTATTCA 

AAACTCATACATGCAGAAAATTGTCTT 
TG CTCGAAATG GTAATGCCAAAA 

AAACTCATACATGCAGAAAATTGTCTT 
TGCTCGAAATGGTAATGCCAAAA 

ACAAAAGTCATGGCTGTGAGGCTATC 
ATTACCCTTTTACCAAAGTTGGAA 

AGTTCTATTTCTATC CCAAACTAAGCT 
ATGTGAAATAAGAGAAGCTACTTTGT 
ATCCCGATGGTGCCCACCG CTATTAA 
AGGTTCGTTTGTTCCACGATTAAA 

ATGTCTCCATACCCATTACAATCTCC 
AGCATTCCCCCTCAAACCTAAAAA 
GCCCGTATTTACCCTATAGCACCCCC 
TCTACCCCCTTTAGAGCCCAAAAA 

ACATTTTCCTCCGCATAAGCCTGCGT 
CAGATTAAAACACTGAACTGACAA 

CCAAG CTGGTTTCAAGCCAACCCCAT 
GGCCTCCATGACTTTTTCCAAAAC 

TGATCAGGTGAACCGGAAGTCTCCAA 
TTTCTG AATG G ATTATGTTTCTAA 

TGAGTACGTGACACTTGTTGTAGAAT 
AGTGGTGTTGAGCTATATTCTTGT 

GTGACCCTTGGCACCCGCTAGAAGTT 
TATGGCCGAG CTTTACCAATTAAA 

TGAACTCCAACTTTGACCAACCCATG 
AGACCC CTGTTATCCAAACTTTCT 

CCCTCTACTAT7TGGCTCCATAACTTA 
GGACCTGCCTTTCCCGGTTCCAG 

CCC GTATTTACCCTATAGCACCCCCT 
CTACCCCCTTTAGAGCCCCAAAAA 

CCAACTTTCAGAACAGAAGGGTGGG 
AAACCAGAACCGCCTGCCATGCCCC 
GCGCCAGAAATCCAATCCAGCCCAA 
GGATAT AGTT AGGATTAATTACTTA 
CTG AG ATTTTGGGTTTTCCAC AC GGG 
CCAAGATACCCG GC CTCTGCTGAG 

ATATCATTTCCACTTAGTATTATACCC 
ACACCC ACCCAAGAACAGG GTTT 

ACAGCATGAGAAACTGTTAGTACGCA 
TACCTCAGTTCAAACCTTTAGGGA 

GCTTGCCCTAG CAGAGTC ATACGGAA 
TAATGGAAAACTCAACTTCTGTTC 

CACAATGCTGCCTCCTCTGTGGATGA 
CTGATGGCAAGAGTCTGAATTGAA 

CCTCTCACTCTCAGACTCCAAGGGCC 
AAGAAAAACTACGGACAGGAAGCC 

GAG AGGAGGG GTCTCAGACGTTGGG 
GGACACACTGCTGGGTGGGTGATTT 

TAAGAAATCCCAATTTTCAGGAGTGG 
TGGTGTCAATAAACGCTCTGTGGC 
C GGCA GGGTGGCCTGTAACAATTTCA 
GTTTTCGCAGAACATTCAGGTATT 
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6131 db mining Hs.257697 BF060727 

6132 Table 3A Hs.193237 BF062295 

6133 Table 3A Hs.174215 BF062628 



6134 db mining 

6135 Table 3A 

6136 Table 3A 

6137 Table 3A 

6138 Table 3A 

6139 Table 3A 

6140 Table 3A 

6141 Table 3A 



6145 Table 3A 

6148 Table 3A 

6147 Table 3A 

6148 Table 3A 



6151 Table 3A 



6154 Table 3A 

6155 Table 3A 

6156 Table 3A 

6157 Table 3A 

6158 Table 3A 

6159 Table 3A 

6160 Table 3A 



Hs.159013 BF063675 

Hs.125887 BF109873 

Hs.288443 BF110312 

Hs.250905 BF 116224 

Hs.318215 BF183507 

Hs.96566 BF1 94880 

Hs.232257 BF1 95579 

Hs.3353 BF197153 



6142 Table 3A NA 



BF1 97762 



6143 Table 3A Hs.50785 BF221780 

6144 Table 3A Hs.250811 BF432643 



Hs.296356 BF433058 

Hs.76611 BF433353 

Hs.178703 BF433657 

Hs.222833 BF435098 



6149 Table 3A Hs.293476 BF435621 

6150 db mining Hs.257641 BF436704 



Hs.160980 BF437585 



6152 db mining Hs.258513 BF437915 

6153 Table 3A Hs.126594 BF445163 



Hs.174104 BF445405 

Hs.143389 BF446017 

Hs.295726 BF447885 

Hs.179526 BF475501 

Hs.181311 BF478238 

Hs.1 79703 BF507849 

Hs.1 59673 BF508053 



Table 8 

10819637 AL533532cDNA 

fclone=CS0DN004YJ14-(5-prime) 
1 0821 1 93 7k76b1 1 .x1 cDNA, 3' end 

/clone=IMAGE:3481293 /clone_end=3 l 

10821538 7h62h05.x1 cDNA, 3' end 

/clone=IMAGE:3320601 /done_end=3' 

10822585 hh82b10.x1 cDNA, 3' end 

/ctone=IMAGE:2969275 /clone_end=3 , 

10939563 hypotheUcal protein FLJ14464 

(FLJ14464), mRNA/cds=(69,3146) 

10940002 7n36d08.x1 cDNA, 3' end 

/clone=IMAGE:3566654 /clone_end=3' 

10985700 hypothetical protein (LOC51 234), 

mRNA/cds=(0,551) 
11061818 601 809991 R1 cDNA, 3' end 

/clone=IMAGE:4040470 /clone_end=3' 

11081165 602137338F1 cDNA, 5' end 

/clone=IMAGE:4274048 /clone_end=5' 

11082611 RST2302 cDNA 

1 1 085769 beta-1 ,3-glucuronyltransferase 1 

(g)ucuronosyUransferase P) (B3GAT1), 

mRNA/cds=(175,1179) 
11087169 7p91f02.x1 NCLCGAP_Skn1 cDNA 

clone IMAGE3653139 3\ mRNA 

sequence 

11 128957 SEC22, vesicle trafficking protein (S. 

cerevisiae)-like 1 (SEC22L1), mRNA 

/cds=(1 19,766) 
1 1444806 v-ral simian leukemia viral oncogene 

homolog B (ras related; GTP binding 

protein) (RALB), mRNA /cds=(1 70,790) 

1 1445221 mRNA; cDNA DKFZp434M162 (from 

clone DKFZp434M162) 

/cds=UNKNOWN 
11445516 601435773F1 cDNA, 5' end 

/clone=IMAGE:3920562 /clone_end=5* 

11445846 AV716627cDNA,5'end 

/clone=DCBBCH05 /clone_end=5' 

1 1447386 7p05g01 j(1 cDNA, 3' end" 

/clone=IMAGE:3645097 /clone_end=3* 

1 1 447923 hypothetical protein FKSG44 

(FKSG44), mRNA/cds=(126,1520) 

1 1448943 7p07d12.x1 cDNA, 3' end 

/clone=IMAGE:3644999 /clone_end=3' 

11449991 7p74d12.x1 cDNA, 3' end 

/clone=IMAGE:3651526 /c!one_end=3' 

1 1450432 AF1 50421 cDNA /clone=CBNBCG1 2 

1 1510224 nad21d12.x1 cDNA, 3' end 

/clone=IMAGE:3366191 ldone_en6=y 

11510543 60143871 0F1 cDNA, 5' end 

/clone=IMAGE:3923643/clone_end=5 , 

11511155 7p18a11.x1cDNA,3'end 

/clone=IMAGE:3646004 /clone_end=3 4 

1 1 51 3023 integrin, alpha V (vitronectin receptor, 

alpha polypeptide, antigen CD51) 

(ITGAV), mRNA /cds=(41 ,3187) 
1 1 546328 upregulated by 1 ,25-dihydroxyvitamin D- 

3 (VDUP1), mRNA /cds= (22 1,1 396) 
1 1 549065 asparaginyMRNA synthetase (NARS), 

mRNA/cds=(73,1719) 
11591147 tripartite motif protein 14 (TR1M14), 

mRNA /cds=(1 0,1 230) 
11591351 Ul-H-BI4-apx-b-11-0-Ul.s1 cDNA, 3' 

end /clone=lMAGE:3088845 

/clone_end=3' 



GGGGCTCCCTTCCCGGCTTTGTTTTC 
TCTGGGAGATTTTATTTTACCTAA 
GAAAGTGGAGGGAGTGGACGGGGAG 
GAGACTAGCCAGAGAGGCTCATTAG 

CTTCTCCCCTCTTGCCCTCTGTGGTC 
TGATTTAAAACGAAAAGGTCGGAT 

GGACTTCTGAAATAGAGCTGGCTCCC 
TGGGGTGACAATGTATATATGCAA 

CTGG GTGTC GTGGAAGATGACGAAG 
ATGCTGGGCTGGCAGATGCAGTCCA 
ACCAGGGCTTAAAACCTCAATTTATG 
TTCATGACAGTGGGGATTTTTCTT 

ATTCTCCAACCACAAACAGCACTTCT 
AAAACTAACTTTACTTTCTGCCCA 
GATATAGTCTCCATACCCCATTACCA 
TCTCCCAGCCATTCCCCCTCCAAC 

TGATACTTTGGTTCTCTTTCCTGCTCA 
GGTCCCTTCATTTGTACTTTGGA 

TAATACTGGAG GGGCTTGAAGAAGG 
CTGTCGTGTTTTGTCACCTG CTTTG 
GTCTTTCCCGTCTTTCTTCCTCACCTA 
TGTAATTTCAGTAGTCTCTCAGC 

AGGAAGAGCCTGCACCTGTGGTGGA 
ACAATCAGG G AAAAG G AAGTC AAAA 

TTTGGAGCTTCTATAGG AGTG GAGAG 
GGG CAGCTC ATTGTTGAG AGTTGC 

TGATCTGACTG GAAAAC AATCCTGTA 
TCCCCTCCCAAAGAATCATGGGCT 



TCATCCCTTAAACACTCTGTGATGGG 
ATCTTCAGGATCATCTTTTGAAGT 

TG CGTTTGGTTTAGGAATGTG CTTTT 
GTACTTCCACTTGAATAAAGGTGT 

TGCTCAGGGCACATGCACACAGACAT 
TTATCTCTGCACTCACATTTTGTG 
GGTTATTGCTGACACGCTGTCCTCTG 
GCGACCTGTCGCTGGAGAGGTTGG 

CGTTTTCTGAGCATCCGTTGTGCCTT 
AACATTTTCTG CTTGTCCTTTGGG 
CTTCTG AATGC CCGAGTCTTCTCTTT 
TGTGCTCACAAATGCCACCCAATC 

TGCTTACAAGGGTGATTGACCTTGCC 
TTACTCTTTATGTAAATTATG GCA 

CTGGC GTATTACCATTTTGATAGCCT 
CTCTTCAGG CTAGATAAGCTGGGG 
CCCTGTATTATTGAAATGTCAGCATA 
ATGACTGGAAGGTGAAATTGGTCC 

ACTGCTGTTGCATGAATAGATGATAC 
AAAGCAAGTGATGAGGTTGGTATG 

TGGAAGAACAAATTCAGACATCATCA 
GTAAGTCTTTAGGGACAC AG GG AA 

AGTGAAAACTGGTACAGTGTTCTGCT 
TGATTTACAACATGTAACTTGTGA 

GCCAGAAAGTGTGGGCTGAAGATGG - 
TTGGTTTCATGTTTTTGTATTATGT 
TGTCCTCTGAACCTGAGTGAAGAAAT 
ATACTCTGTC CTTTGTACCTGCGT 
CCATTTCCACTACATGCCTTTCCTAC 
CTTCCCTTCACAACCAATCAAGTG 
ACACTTCCCTGAATGTTGAAGAAGAT 
ATGCTATCC ATG CAATCCTTGTCG 
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6161 Table 3A 

6162 Table 3A 

6163 Table 3A 

6164 Table 3A 

6165 Table 3A 

6166 Table 3A 

6167 Table 3A 

6168 Table 3A 

6169 Table 3A 

6170 Table 3A 

6171 Table 3A 

6172 Table 3A 

6173 Table 3A 

6174 Table 3A 

6175 Table 3A 

6176 Table 3A 

6177 Table 3A 

6178 Table 3A 

6179 Table 3A 

6180 Table 3A 

6181 Table 3A 

6182 Table 3A 

6183 Table 3A 

6184 Table 3A 

6185 Table 3A 

6186 Table 3A 

6187 Table 3A 

6188 Table 3A 

6189 Table 3A 

6190 Table 3A 



Hs. 156999 BF508694 

Hs.77542 BF508702 

Hs.127311 BF508731 

Hs.144265 BF509758 



Hs.256931 
Hs.276341 

Hs.248689 

Hs.1 36375 

Hs.300870 

Hs.255340 

Hs.283022 

Hs.83734 
Hs. 146065 
Hs.30941 

Hs.695 
Hs. 142838 

Hs.296317 
Hs.1 82937 

Hs.26136 
Hs.1 33372 
Hs.304900 

Hs.303214 

Hs.8258 

HS.179661 

Hs.56205 
Hs.3709 

Hs.5122 

Hs.89104 

Hs.1 66982 
Hs.1 00293 



BF510393 
BF510670 

BF512500 

BF513274 

BF513602 

BF514247 

BF514341 

BF515538 
BF591040 
BF592138 

BF690338 
BF732404 

BF938959 
BF939014 

BF940103 
BF940291 
BF980139 

BG054649 

BG054966 



BG057282 
BG057892 

BG058599 

BG058739 

BG149747 
BG149986 



Tabte 8 

11591992 Ul-H-BI4-aop-f-09-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3085601 
/done_end=3* 

1 1592000 602629438F1 cDNA, 5' end 

/done=IMAGE:4754432 /clone_end=5' 

1 1592029 AU 185774 cDNA /done=B 023 02-01 3 

11593056 UI-H-BI4-apg-d-04«0-Ul.s1 cDNA, 3' 

end /done=IMAGE:3087390 

/done_end=3' 
1 1593691 2bO2d*05.s1 cDNA, 3' end 

/clone=lMAGE:300873 /clone_end=3' 
11593968 UI-H-BI4-aof-b-08-0-ULs1 cDNA, 3' 

end /clone=IMAGE:3084615 

/cIone_ond=3' 
1 1597602 UI-H-Bl3-alw-h-1 0-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:3069162 

/done_end=3' 
11598453 602544150F1 cDNA, 5' end 

/done=IMAGE:4666332 /clone_end=5' 



mRNA; cDNA DKFZp547M072 (from 
done DKF2p547M072) 
/cds=UNKNOWN 

UI-H-BW1-ani-rv09-O-Ul.s1 cDNA, 3* 
end /clone=IMAGE:3082601 
/done_end=3' 

triggering receptor expressed on 
myeloid cells 1 (TREM1), mRNA 
/Cds=(47,751) 

syntaxin 4A (placental) (STX4A), 
mRNA /cds=(66, 959) 
AL580165 cDNA 

/clone-CS0DJ005YB1 8-(3-prime) 
caldum channel, voltage-dependent, 
beta 2 subunit (CACNB2), mRNA 
/cds=(501,2318) 

cystatin B (stefin B) (CSTB), mRNA 
/cds=(96,392) 

nucleolar protein interacting with the 
FHA domain of pKI-67 (NIFK), mRNA 
/cds=(54,935) 

mRNA for KIAA1789 protein, partial 
cds/cds=(3466,4899) 

peptidylpralyl isomerase A (cyclophilin 
A) (PPIA), mRNA /cds={44,541) 



11598781 

11599426 

11599520 

11600717 
11683364 
11684462 

11975746 
12057407 

12356279 
12356334 



1 2357423 hypothetical protein MGC14156 

(MGC14156), mRNA /cds=(82,426) 
1 235761 1 AF1 501 27 cDNA /done=CBC BGA0 1 

12347354 602288147F1 cDNA, 5* end 

/done=IMAGE:4373963 /clone_end=5' 

12511436 7o45b01 j(1 cDNA, 3' end 

/clone=IMAGE:357691 2 /clone_end=3* 

12512220 cDNAFLJ14737fis, clone 

NT2RP3002273, weakly similar to 
SCD6 PROTEIN /cds=(77,1468) 

12521 375 Homo sapiens, tubulin, beta 5, clone 
MGC:4029 IMAGE:3617988, mRNA, 
complete cds /cds=(l 705,3039) 

12522612 insulin induced gene 1 (INSIG1), 
mRNA /cds=(4 14,1 247) 

12523835 low molecular mass ubiquinone-binding 
protein (9.5kD) (qp-C), mRNA 
/cds=(77,358) 

12525258 60229301 5F1 cDNA, 5' end 

;done=IMAGE:4387778 /clonej3nd=5' 

1 2525527 60259091 7F1 cDNA, 5' end 

/clone=IMAGE:47l7348 /done^end^y 

12661777 phosphatidyltnositol glycan, class F 
(PIGF). mRNA/cds=(67 t 726) 

12662016 Olinked N-acetylglucosamine 
(GlcNAc) transferase (UDP-N- 
acetytglucosamine:poIypeptide-N- 
acetylglucosaminyl transferase) (OGT), 
mRNA /cds=r2039,480l) 
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ACTTGTGTTTGAACCACTTCTGCTTC 
CTCTTTAACCTGAGATGCACACGT 

ACATTCTCTCATTTTGCTGAAGCTGAT 
TTGATTGGGTGTCTGTTTCTCGC 

TGACAGAATGAACTGGAAATGAAATC 
CC ACAGTTATG ATC GTAGTAG AGT 
AAGTACAGATGC CATCCCG GTGCTGT 
GATCTTCCAGCCATTCTCCATTTC 

ACTGCCAATCTGATTTAAAATTCTCCA 
AGCTTAATTCTGTGCAACAAACA 
GCCTGTTGTTCTGTTTATC GCCCTAT 
TTTACAAAACTGATTCTGACCTGG 

AACTG GC ATTGCTAAGCCC C AGAAAA 
ATGTATTTAGTGGAACAGATGAAA 

ACACTAGGT CCTTT TATACCTGTGCC 
TTTACGTTCGTTTTCCTG ATTG CA 

AATACAGATTCATTTTATTTAAGCGTC 
CGTGGCACCGACAGGGACCCCAG 

AGTTCATCCCCTTTCAGAAGCTGTTT 
GCTCTTGGCTCATTAAACCTGTGA 

GCCTCTTTTCCTGTATCACACAAGGG 
TCAGGGATGGTGGAGTAAAAGCTC 

TGTTAGGTGGCCTCTGCATACCTATG 

GGAACTCAGTGATGTAATGCAAAG 

CTGG GGCCGTAGC AAAAATCATGAAA 

AACACTTCAACGTGTCCTTTCAAT 

TGCCAAGTCAGCAGATTTGCTTTATG 

AATTACAGGGACTAGAAATGCCCA 

TTGCATGTCTCTTCCTAAATTTCATTG 
TGTTGATTTCTAATCCTTCCCGT 
AGAGTGAGAAGGCAGTTCCAGTTTTA 
GCACAGATTTGTTTATGTGTTCAG 

GA AGTGA CACTGACTGTATCTACCTC 
TCCTTTTCTTCATCAGGTGTTCCT 
TCCCTGG GTG ATACCATTCAATGTCT 
TAATGTACTTGTGGCTCAGACCTG 

AATTCCAAAGGAGTGATGTTGGAATA 

GTCCCTCTAAGGGAGAGAAATGCA 

AGCCCCTCCACCCCACCCAGTACTTT 

TACAATGTGTTATTAAAGACCCCT 

CCATCCTTGAGAAATGTGGGCACCAA 

GTCCATAATCTCCATAAATCCAAT 

CGTTGCATTTTCACATTTGTGTGGCA 
GGACAAGCATGGGGCAAGAGGGAC 

TATG AGTTTATGCGTTTTC C CAGCCC 
TCCGAATCACTGACTG GG GCGTTT 

TTGAAAAGATGACATCGCCCCAAGAG 
CC AAAAATAAATGG G AATTGAAAA 

TGCACTCTACCAGATTTGAACATCTA 
GTGAGGTTCACATTCATACTAAGT 
TGGTGATATCTGCTTAGATTTCCCTG 
TATCTTTGCTGCCCTCCTTCAAGT 

AGTTG G AGCTATCTGTG CAGCAGTTT 
CTCTACAGTTGTGCATAAATGTTT 

CGTGGGAGGATGACAAAGAAGCATG 
AGTCACCCTG CTGGATAAACTTAGA 

GTGGTTTGGTCAGCATACACACTTCT 
CATTTCATTTGATGTACACAGCCA 
ACCTG GGATTTCATTTCTGCTGAAAG 
AAATAGGAAGAACAGGACTCACTT 
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6200 
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db mining 
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db mining 
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Table 8 

1 2662303 hexokinase 2 (HK2), mRNA 

/cds=(1 490,4243) 
12662491 7k01d08.x1 cDNA, 3' end 

/clone=IMAGE:3443006 /clone_end=3 > 

12725596 hypothetical protein (LOC51249), 

mRNA/cds=(0,611) 
1 2726664 60259091 7F1 cDNA, 5' end 

/clone=IMAGE:4717348 /clone_end=5' 

1 2726934 mRNA for KIAA1 268 protein, partial 

cds/cds=(0,3071) 
12727100 602590917F1 cDNA, 5' end 

/clone=IMAGE:4717348 /cione_end=5' 

12749789 Homo sapiens, clone MGCH7431 

IMAGE:2984883, mRNA, complete cds 

/cds=(1 336,1494) 
12749862 beta-1,3-glucuronyltransferase 1 

(glucuronosyltransferase P) (B3GAT1), 

mRNA /cds=(175,1 179) 
1 2749931 small inducible cytokine A4 

(homologous to mouse Mip-lb) 

(SCYA4), mRNA /cds=(1 08,386) 
500072 HUMGS00712 cDNA, 3' end 

/clone=mm0970 /clone_end=3' 
500086 hypothetical protein MGC5627 

(MGC5627), mRNA/cds=(72,584) 
501322 HUMGS01199cDNA,3'end 

/clone=pm0880 /done__end=3* 
501474 HUMGS01352cDNAr3'end 

/clone=pm2943 /clone_end=3* 
501 521 HUMGS01 399 Human promyelocyte 

cDNA clone pm1281 3', mRNA 

sequence 
501554 HUMGS01432cDNA,3'end 

/clone=pm1542 /done_end=3* 
501561 HUMGS01439 cDNA, 3' end 

/clone=pm2194 /done_end=3' 
501618 HUMGS01497 cDNA, 3' end 

/c!one=pm1507 /clone_end=3' 
501 634 H UMGS01 51 3 cDNA, 3' end 

/clone=pm1504 /clone_end=3' 
501668 HUMGS01547 cDNA, 3' end 

/cione=pm1503 /done_end=3' 
504546 HUMGS01 703 cDNA, 3' end 

/clone=mp0664 /clone_end=3' 
504666 HUMGS01 827 cDNA, 3' end 

/clone=mp0825 /clone_end=3' 

504708 HUMGS01 869 cDNA, 3' end 
/clone=mp0836 fclone_end=3 l 

960608 602626586F1 cDNA, 5' end 

/clone=IMAGE:4751396 /done_end=5* 

75801 5 RAS p21 protein activator (GTPase 
activating protein) 3 (lns(1,3,4,5)P4« 
binding protein) (GAP1IP4BP), mRNA 
/Cds=(46,2550) 

872737 602081661F1 cDNA, 5* end 

/clone=IMAGE:4245999 /clone_end=5 , 

874363 RST29274 cDNA 

1030426 EST375312 cDNA 

1 043052 sialic acid binding Ig-like lectin 5 

(SIGLEC5). mRNA /cds=(142,1797) 

1056484 yu12f03.s1 Soares fetal liver spleen 
1NFLS cDNA clone IMAGE:233597 3' 
similar to contains Alu repet 

1058197 IL0-MT01 52-0611 00-501 -e04 cDNA 

1099242 yt94g03.s1 

Soares_plneal_gland_N3HPG cDNA 
done IMAGE:231988 3', mRNA 
sequence 

703 1 09 thyroid receptor Interactor (TRIP3) 
mRNA, 3* end of cds /cds=(0,458) 

705359 perforin 1 (preforming protein) (PRF1), 
mRNA/cds=(0,1667) 
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-1 GGGTGTGATGAATAGCGAATCATCTC 
AAATCCTTGAGCACTCAGTCTAGT 

-1 AGCTTTCACCACCTCGCAGTTGTAGA 
GATAGTCCCCGAAATATTATTCCA 

-1 GT GTGA AGTG ACAG C CTTGTGTGTG A 
TGTTTTCTGCCTTCCCCAAGTTTG 

-1 TTGTTTTAACAACTCTTCTCAACATTT 
TGTCCAGGTTATTCACTGTAACCA 

-1 TAAGTGGATTGGCAGACTCCTTGTTG 
CTTAAGAGTGGCTTTCTAGGCAGG 

-1 TTGTTTTAACAACTCTTCTCAACATTT 
TGTCCAGGTTATTCACTGTAACCA 

-1 GCC AGTCTCTATGTGTCTTAATCC CT 
TGTCCTTCATTAAAAGCAAAACTA 

-1 GTCTTTCCCGTCTTTCTTCCTCACCTA 
TGTAATTTCAGTAGTCTCTCAGC 

-1 GGTCCACTCTCACTCTTTCTCTGCTG 
TTG CAAATACATGG ATAACAC CGT 

-1 CATTCAGTATTTATTGGGAAGACTTG 

TCAAGCACC ATGATAAGTG GTGG A 
-1 AGAGGGGGAAGGACTTACATGACAT 

C CTACTG GGAATTTGCTAGAAACCA 
-1 CTGGTGAAGCTGACTCCCCAGGTAAA 

GAGATATCAGCTCTGCTTCAGACT 
-1 TTGCTTCTTCCTGCTTTATAGAGTTCC 

CGTAAAATACCCTTCACCCTGGC 
-1 TCTGACCTCCGTGACGTTTATTACCA 

GCTGATGTCCCGTACACTGATTTCA 

-1 GGGAAGGGTCAGCAACGATTTCTCA 

CCAAATCACTACACAGACACAAAGG 
-1 ACCACTAAATGGTTACACTACACCAA 

GACACTAAAATGGC AGG GAGCCCT 
-1 AAATTCAAATCACCCTTGATACCCAC 

TTCTTTCTCCC ACC CAAATCTG AT 
-1 ACCATATCGTG CAAAATGTAATATGG 

AATTTCCAAACATCAATGAAGGGAT 
-1 AATAAGTACCGTATATAAACACTTCTC 

TTTCTCTCCTCCACAATG GCACG 
-1 AGCATCACTCTTAGAAGAAGCAACTC 

CTTCCCTTGATTCTGTGTATTTGG 
•1 TCAAC CC AGAATCTATAATGTATGAA 

ATAAATTAATAGAGAACCCAACAGAT 

C 

-1 AAGGTCTCC ATCTAAC AG GTAGAGC A 
GTTG GTGCAG ATGAG ATG AGCCTG 

-1 GGTGATGATACCACCTCCAATGAACA 
GGGAAGCAAGTTCATCAGTCAACA 

-1 AGCTGTTGGGGCTGCACTGAGCTGC 
AATTTTTAACATGGATTTATAACTT 



-1 AAGGAATTTGTTTTCCCTATCCTAACT 
C AGTAAC AG AG GGTTTACTCCG A 

-1 CGCACACATTTTCTGTATGGACAAAT 

CCTGGATTGG CTTCGTTATTTGGT 
-1 GGTAATGAAAC AATCATC C AGTTAAC 

AATCAGCAAGGTTCTTCAGAGCCT 
-1 TGGAAGAGTGGACTGAAGAAAGAACT 

TATACTCTCCCTCCTCTAAAATTGA 
-1 TCCTGGG CTATTG GCTTTATG ATATC 

TTTTGAGAAACAGGATTTTCACTT 

-1 ACCTTTTAAGGATGTCTTATTTC CACC 
CCAACTCTCCACTCCATTTTAGT 

-1 GAACCTTCAAAACTGTCACTTTGAGT 
TCCAGAAGAGTCCTTCAGCATCTT 



-1 GTATTTGGGCTTCTCC AAG CAGATC A 
CGCAGACGACGGTGCTACATTTGA 

-1 CAAGC ATACTGGTTCTTTCC AAG CTC 
ACTGTTCTCACCACACGGCCCCAC 
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6239 db mining Hs.108082 R40823 

6240 db mining Hs.94881 R50838 

6241 Table 3A Hs.94881 R50838 

6242 RG Hs.92004 R52541 
housekeeping 

genes 

6243 RG HS36766 R60313 
housekeeping 

genes 

6244 db mining Hs.330530 T25714 

6245 db mining NA T25727 

6246 db mining Hs.7569 T26893 

6247 db mining Hs. 172822 T26303 

6248 Table 3A Hs.185675 T98171 
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6250 Table 3A NA W86427 

6251 Table 1 NA AA136584 

6252 Table 1 NA AA431959 

6253 Table 1 NA M482019 

6254 Table 1 NA AA524720 



Table 8 

1 81 483 vasoactive intestinal peptide receptor 1 
(VIPR1), mRNA/cds=(56,1543) 
1125145 MR2-OT0079-290500-007-D03 cDNA 

1 1 37457 zinc finger protein 6 (CMPX1) (ZNF6), 

mRNA/cds=(1265,3361) 
1148672 yx81f03.s1 cDNA, 3' end 

/clone=IMAGE:268157/done end=3' 
1153983 yv21f11.s1cDNA,3 , end 

/clone=IMAGE:243405 /done_end=3* 
1 1 57929 beta>1 ,3-glucuronyUransferase 1 

(glucuronosyltransferase P) (B3GAT1), 

mRNA /cds=(1 75,1 179) 
116243? 602569369F1 cDNA, 5' end 

/clone=IMAGE:4693744 /clone_end=5' 

1 1 91 002 602287746T1 cDNA, 3' end 

/clone=IMAGE:4375067 /clone_end=3' 

1201942 601880526F1 cDNA, 5* end 

/clone=IMAGE:41091 19 /clone_end=5' 

1 202026 Homo sapiens, clone IMAGE:3448306, 
mRNA, partial cds /cds=(0,2353) 

1229704 za46f08.r1 cDNA, 5' end 

/clone=IMAGE:295623 /clone end=5' 
1243279 2b02d05.s1 cDNA, 3' end 

/clone=lMAGE:300873 /clone end=3' 
1266820 Zb80g04.s1 cDNA,3'end 

/clone=IMAGE:309942 /clone_end=3' 
8923093 hypothetical protein FLJ20085 

(FLJ20085), mRNA /cds={62,655) 
765741 yf40a04.s1 cDNA, 3' end 

/clone=IMAGE:1 29294 /clone end=3' 
821 181 602068988F1 cDNA, 5* end " 

/done=lMAGE:4067972 /clone_end=5' 

812740 602387586F1 cDNA, 5* end 

/clone=IMAGE:4516388 /cIone_end=5 , 

812740 602387586F1 cDNA, 5' end 

/clone=IMAGE:4516388 /clone_end=5' 

814443 HSU55967 cDNA /clone=39883 



831008 60227071 6F1 cDNA, 5' end 

/clone=IMAGE:4359027 /clone_end=5' 

563034 ESTDIR309 cDNA, 3' end 

/clone=CDDIRX9 /clone_end=3' 
563047 ESTDIRX51 CD34+ DIRECTIONAL 

cDNA clone CDDIRX51 3', mRNA 

sequence 
567784 ESTDIR465 cDNA, 3' end 

/clone=CDDIR465 /clone_end=3' 
567794 E5TDIR551 cDNA, 3" end 

/clone=CDDIR551 /ctone_end=3' 
747516 QV2-EN0098-01020l-603-a05 cDNA 

1382348 602389077F1 cDNA, 5' end 

/clone=IMAGE:45l7875 /clone_end=5' 

1400194 zh61c11.s1 

Soares _fetafjiver_spleen jl N FLS_S1 
cDNA done IMAGE:416564 3*. mRNA 
sequence 

1697794 zn95b02.s1 Stratagene fetal retina 

937202 cDNA clone IMAGE:565899 3', 

mRNA sequence 
2115667 zw77a03.s1 Soares testis_NHT cONA 

done IMAGE:782188 3', mRNA 

sequence 

2209697 zu98e04.s1 NCl_CGAP_GCB1 cDNA 
clone IMAGE:746046 3', mRNA 
sequence 

2265648 ng42e03.s1 NCI^CGAP Co3cDNA 
done IMAGE:937468 3', mRNA 
sequence 



-1 TCCATATCCATTTCTGACGTTGAACC 

ATTTG AC AGTGC CAAG GACTTTGG 
-1 AAGCCTGTTTTTCACTCTAAAAATTCA 

AGAGG ACACG CTAAGAAC G ATCA 
-1 CCTCAGCTTCCAACTCTGATTCCAGG 

ACAGGATGGAAAACCTTTGGACAG 
-1 G CG CACATGG CTATTTTGATACACAA 

AGTTGTGTTTGCTACTTTAGAAGC 
-1 AACTCACGACA ATTGCT ACAAAACAC 

CAGGGAGGGGCTTTTTGTG I I I 1 1 
-1 GTCTTTCCCGTCTTTCTTCCTCACCTA 

TGTAATTTCAGTAGTCTCTCAGC 

-1 GCCCTGGTATGTATGCCTTTCTCTCC 
TACTGTCTAATAG C ACCTCGTAAA 

-1 AAGAAACCGTGGAAGATACTGGTTTA 
TTTCAAATGAGCAGAGTATGTTGT 

-1 CCACCTCTTCTGACATGAATGTAGCA 
TAAGTTAGCAATCG GTTCTTCCAA 

-1 AG GTTCCCTTTCAAATAAAGATAAAG 
AATTTGACTTGGGACACTGCCAGA 

-1 G GC TGG CC TC ATTTTGAAAAGTTAGT 

ACAATTTTCTTCAGTGCTAACTTG 
-1 ACTCCAGAACGTCAGAAATGGTGTAG 

CAG AATG AATTCTGTTATAAG G AA 
-1 CTGTTCGAMGTTG GAG ACTGCCTGT 

ACCCAGGTTGATAGTCAATTGTTT 
-1 CCACCTTG AGCGC CTTCTTCTG GTTG 

GTTGTCATG CAGTTCTCACACATG 
-1 ACCCTTCC CCTTTTTCATATCCTTTCT 

TCAAAAATCTAAATGATGTGCCT 
-1 AGTTCCAGGAGGTGGTTTTAAATATT 

GGATGAAAACTTACAGGCTGTTTT 

-1 ACAATACATTTACAAAGCCATCTTTAC 
ATGCATTAAACGAGGGCTACAAC 

-1 ACAATACATTTACAAAGCCATCTTTAC 
ATGCATTAAACGAGGGCTACAAC 

-1 G GCCTGAAGAAG G AGATAAGTGTTC 
C ATTC G G C AAC ATAAG AGAAG TTAA 

-1 TCCATCCCAAAGGAGAGCTACTGTAC 
TGACTGTACTTGTGGAATGCAGCG 

-1 ACCCACCACTCTC AG GACCACCTGAA 
G GCAG AATAAACCGGATCCTGTTG 

-1 AAATTGTGTGAGAAGGCTGATAAACG 
TCTGTGGTTTCTCCCTGTGCTATT 

-1 GCTG GGCTTCTGCAAAATTATAAAGT 

TGCTTTATTAAATTCATACATGCGG 
-1 AGCTGATTCATTCATTCTATGTGTGC 

CACTAAATAAAGAGATTGAGCAAGT 
•1 CTTGAAGCTGTGTTGGTG GCCTGTGA 

CCTTCCAATGCAATCTAGACTGTG 
•1 CTCATACACTTCTC AG CCTC AGC ACC 

TAACCCTCACACAACACTCCAGTA 

•1 TGAGTATTGTTGTGGGGGCGGGTAT 
GTCTGTATATAAATCTGTGCAGCCA 



-1 AACATATCCAG GGAGGACAAACTCTG 
GGCTGGACAATGTATCCACAAGGG 

-1 AGAG CAAGTCTCAG AAATAATGCTGT 
ATCTACACTGTCATGTATTTGCCA 

•1 ACCACCAGCTATTTGTAATTCCTTCTT 
CTAAG G C ATAGTGAAAACTTG CT 

•1 GGACGGTTGGCTGAATGGCAACAGT 
GATGGAATATTTATATTTAGCCACA 
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6255 Table 1 

6256 Table 1 

6257 Table 2 

6258 Table 1 

6259 Table 1 

6260 Table 1 

6261 Table 1 

6262 Table 1 

6263 Table 1 

6264 Table 1 

6265 Table 1 

6266 Table 1 

6267 Table 1 

6268 Tablel 

6269, Table 1 

6270 Table 1 

6271 Table 1 

6272 Table 1 

6273 Table 2 

6274 Table 1 

6275 ■ Table 1 

6276 Table 1 

6277 Table 1 

6278 Table 1 

6279 Table 1 

6280 Table 1 

6281 Table 1 

6282 Table 1 

6283 Table 1 

6284 Table 1 

6285 Table 1 



Hs.57787 AA588755 



NA 



AA628S33 



Hs.1 80669 AA633203 

Hs.239489 AA639796 

Hs.29282 AA748714 

Hs. 11 1554 AA806222 

NA AA806766 

Hs.226755 AA909983 

Hs.50252 AA984245 

Hs.53542 AI084224 

Hs.135167 AI091533 

Hs.11637 AI275205 

Hs.8724 AI298509 

Hs.142838 AI299573 

Hs.100555 AI352690 

Hs.1 08124 AI362793 

Hs.1 34342 AI363001 

Hs.192427 AI380016 

Hs.1 58976 AI380390 



NA 



AI392705 



Hs.76239 AI393970 

HS.79968 AI419082 

Hs.121973 AI458739 

Hs.342008 AI498316 

Hs.194054 AI523854 

Hs.14623 AI571519 

Hs.278554 AI627495 

Hs.17132 • AI633798" 

Hs.4283 AI651212 

Hs.324507 AI678099 

Hs.90744 AI684022 



2402486 602381381F1 cDNA, 5* end 

/clone=IMAGE:4498845 /clone_end=5' 

2541220 af37g04.s1 

Soares totalJetus_Nb2HF8_9w cDNA 
clone IMAGE:1033878 3\ mRNA 
sequence 

2556617 OS-4 protein (OS-4) mRNA, complete 

cds/cds={305,1156) 
2563575 TIA1 cytotoxic granule-associated RNA- 

bindlng protein (TIA1), transcript variant 

2, mRNA /cds={1 85, 1 345) 
2788672 mitogen-activated protein kinase 

kinase kinase 3 (MAP3K3), mRNA 

/cds=(83,1963) 
2874972 ADP-ribosylation factor-like 7 (ARL7), 

mRNA/cds=(14,592) 
2875516 Ob91d04.s1 NCI_CGAP_GCB1 cDNA 

clone IMAGE:1338727 3', mRNA 

sequence 

3049273 RC1-UT0033-250800-022«h02cDNA 

3162770 mitochondrial ribosomal protein L32 
(MRPL32), mRNA/cds=(46,612) 

3422647 chorea-acanthocytosis (CHAC) mRNA, 
complete cds /cds=(260,9784) 

3430592 AV712376 cDNA, 5' end 

/clone=DCAAND12 /clone_end=5* 

3897479 602388093F1 cDNA, 5' end 

/done=IMAGE:4517086 /clone_end=5' 

3958245 serine threonine protein kinase (NDR), 

mRNA /cds=(595,1 992) 
39591 58 nucleolar protein interacting with the 

FHA domain of pKi-67 (NIFK), mRNA 

/cds=(54,935) 

DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 1 8 (Myc-regulated) 
(DDX18), mRNA /cds=(71, 2083) 
cDNA: FLJ23088 fis, clone LNG07026 
/cds=UNKNOWN 
41 14622 mRNA for LanC-like protein 2 (Iancl2 
gene)/cds=(186,1538) 
602296277F1 cDNA, 5' end 
/cione=IMAGE:4390770 /clone end=5' 



4114414 



4189869 



4190243 Ut-H-BI2-ahi-a-03.0-UI.s1 cDNA.3' 

end /clone=IMAGE:2726692 

/clone end=3' 
4222252 tg23b03.x1 NCI_CGAP_CLL1 cDNA 

done IMAGE21 09581 3', mRNA 

sequence 

4223517 hypothetical protein FLJ20608 

(FLJ2060B), mRNA /cds=(81, 680) 
426501 3 splicing factor 30, survival of motor 

neuron-related (SPF30), mRNA 

/cds=(0,716) 
431 1 31 8 602428025F1 cDNA, 5' end 

/clone=IMAGE:4547239 /cione_end=5' 

4390298 UI-H-BI1-aeq-b-02-0-Ul.s1 cDNA, 3* 
end /clone=lMAGE:2720186 
/clone end=3' 

4437989 HA0669cONA 

4534893 interferon, gamma-inducible protein 30 
(IFI30), mRNA /cds=(40,951) 

4664295 chromobox homolog 3 (Drosophila HP1 
gamma) (CBX3), mRNA /cds=(1 1 1 ,662) 

4685128 602326676F1 cDNA, 5' end 

/clone=IMAGE:4427970 /clone_end=5' 

4735191 602621616F1 cDNA, 5' end 

/clone=IMAGE:4755315 /clone - end=5 1 

4888281 hypothetical protein FLJ20986 

(FLJ20986), mRNA /cds=(1 82,2056) 

489531 6 proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 1 1 (PSMD11), ' 
mRNA /cds=m,1 268) 

532 



AGGTTGTTATCAGGTGGCACAAATTA 
AATCCATCTTGAAGACTTCACACA 

GACTC GTTAC GCCGTAGTTTGTCCTA 
TCTTGTTTATC AAATG AATTTC GT 



-1 AGAGCTATGGGTGCTACAGGCTTGTC 
TTTCTAAGTGACATATTCTTATCT 

-1 AC CCTTATAAACC AG AGCC CAGGAAA 
G ACAG CTCGAGTGTATAATTCTCT 

-1 AGCTCCTC CCTCTC AACACC CAGTTT 
CCTTGGGAGTTGTCATTAAAGGAA 

-1 GCTGTAATTCTCTGTCTCATCATCCTT 
CTCTTTTGTTTCCATAGCCTTTT 

-1 TCGCTTTCTAACTGATTCCATTCCAC 
CATGTC AGATACTC CTGG GCTGCT 

-1 ATCCAAGCTTTAATTCTGCCATCTCA 
GAATGGTGATAAACCATTTCTCCC 

-1 TCAGCCAACCTGAATCTGGTATCTTT 
ACTTAAACACAGCAGTTGTAGTTA 

-1 TCAATAGTTGTGAAATTCTTCTCAGG 
CTCCTTAAACCCTCGCTTTGTTGT 

-1 AGAGGCAACACTTAAACACTAGGGCT 
ACTGTGGCATCTATGTAGACAGGA 

-1 TGACTTTCAGGAATGTCAGCATTGAC 
CTCTCCTTGCCACTGTTACTCAGC 

-1 TCTC AAGAGAGAACGC CAC AGCAG A 
GAGACCCAATCCGCCTAAGTTGCAG 

-1 AGAGTGAGAAGGCAGTTCCAGTTTTA 
GCACAGATTTGTTTATGTGTTCAG 

-1 GGGGTAGGAAGAGGATGGAATTGAG 
ATGTTTGAGCCTCATTTACATCAAT 

-1 GCTCG CTACCAGAAATCCTACCGATA 
AGCCCATCGTGACTCAAAACTCAC 

-1 GACGCGCACACACCTTGAGTGACAG 
C GACCTCTTCTCTAC AG GTTTTCC C 

-1 ACTTCCCCTTTAGGTATCC CTGG AGT 
" AATAATGACAACAAAATTCACTGC 

-1 GTC CTTTGATAGC AG AACAAGAGGCT 
CTGTGATCCTCTGGACCTCAGATT 

-1 TGCAG GCTCATTGTGCTCCTTCTTCT 
GGGTTTCAATTGGATTTCAGTCCT 

-1 GAG GACTGGGACCGTG ATTCC ACTA 
AC CGG AAACCGTCGCCTTTCGGGCC 

-1 GGATGTGTGATGTTTATATGGGAGAA 
C AAAAAG CTGATGTATAG CC CTGT 

-1 CCTGCAACAGCTAAGGCCMGCCAA 
ACTTACCGTGGACTCAAACACTTTG 

-1 GCCAGAATGGTACAGAGTGGAGGGT 
GTTCTGCTAATGACTTCAGAGAAGT 

-1 G AC AAAATAGTTAC CTATGCTTTCCTT 
CTGGCACCCCGAATGTACGCAGG 

-1 AAG CCCAGATACACAAAATTCC ACCC 
C ATG ATC AAGAATCCTG CTC CACT 

-1 TGCTGAAAGTG GTCCCAAAG GGGTA 
CTAGTTTTTAAGCTCCCAACTCCCC 

-1 GCAACTGTTTTCTAGGACATGTTTAC 
TAGAACTACTTTAAGTATGCTGTGC 

-1 ACAGTTACTTTGGAGCTGCTAGACTG 
GTTTTCTGTGTTGGTAAATTGCCT 

-1 CG CC AG AGGTC AGAACATGTCTATTT 
TGAATTGGATCGTTACAAATGAGC 

-1 TTCTGACACGATTACACAACGAG GCT 
TTAATGCCATTTGGGTAGGTGAGC 
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6286 Tabfel 

6287 Table 1 

6288 Table 1 

6289 Table 1 

6290 Table 1 

6291 TaWe 1 

6292 Table 1 

6293 Table 1 

6294 Table 1 

6295 Table 1 

6296 Table 1 

6297 Table 1 



NA 



AI888560 



6298 
6299 
6300 
6301 
6302 
6303 
6304 
6305 



Table 1 
Table 1 
Tablel 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 



6306 Tablel 

6307 Tablel 

6308 Table 1 

6309 Tablel 

6310 Tablel 

6311 Tablel 

6312 Tablel 

6313 Tablel 

6314 Table 1 

6315 Tablel 

6316 Table 1 



Hs.177708 AI697756 

Hs.80867 AI701165 

Hs.299883 AI742850 

Hs.14373 A1760353 

Hs.36137 A1765153 

Hs. 195175 AI802547 

Hs.25648 AI803065 



NA 



AI807278 



Hs.220850 AI880607 
Hs.23096 AI884671 

Hs.179391 AI917642 



Hs. 180446 

Hs.7557 

Hs.39911 

Hs.13144 

Hs.26670 

Hs. 183232 

Hs.5057 

Hs.198296 



AI948513 
AL042081 
AL138429 
AL521097 
AL540260 
AL561892 
AL578975 
AL582354 



Hs. 101 370 AL583391 
Hs.38218 AV659358 

Hs.301704 AW002985 



NA 



AW027160 



Hs.89433 AW071894 

Hs.335449 AW136717 

Hs.12035 AW137149 

Hs.337727 AW161820 

Hs.81248 AW166442 

Hs. 166975 AW293159 

Hs.328348 AW338115 



Table 8 

4899854 wd39f08.x1 SoaresJslFLJ_GBC_Sl 
cDNA clone IMAGE-2330535 3', mRNA 
sequence 

4985656 602369210F1 cDNA, 5' end 

/ctone=IMAGE:4477370/clone_end=5' 

4989065 v-yes-1 Yamaguchi sarcoma viral 

related oncogene homolog (LYN), 

mRNA /cds=(297>1 835) 
51 1 1 1 38 hypothetical protein FLJ23399 

(FLJ23399), mRNA /cds=(282, 1769) 
5176020 yx26h11.r1cDNA,5'end 

/done=IMAGE:262917 /done_end=5' 
5231662 hepatocyte nuclear factor 3, gamma 

(HNF3G), mRNA /cds=(0,1 043) 
5368019 mRNA for CASH alpha protein 

/cds=(481,1923) 
5368537 tumor necrosis factor receptor 

superfamily, member 5 (TNFRSF5), 

mRNA/cds=(47,880) 
5393844 Wf38h03.x1 Soares_NFLJ_GBC_Sl 

cDNA clone IMAGE:2357909 3\ mRNA 

sequence 
• 5554656 ym91d1 1 .rl cDNA, 5' end 

/clone=IMAGE: 166293 /done_end=5' 
5589835 602254146F1 cDNA, 5' end 

/clone=IMAGE:4346626/clone_end=5' 

5637497 wi52d1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2393877 /done_end=3 l 

5740823 importin beta subunit mRNA, complete 

Cds /cds=(337,2967) 
5421426 FK506-binding protein 5 (FKBP5), 

mRNA /cds=(1 53,1526) 
68551 1 0 mRNA for FLJ00089 protein, partial 

cds/cds=(62,1111) 
12784590 HSPC160 protein (HSPC160), mRNA 

/cds=(53,514) 
12870241 AL540260CDNA 

/clone=CS0DF032YF03-(3-prime) 
12909772 hypothetical protein FLJ22638 

(FLJ22638), mRNA /cds=(1 2,476) 
12943566 AL578975cDNA 

/done=CS0DK01 2YN01-(3-prime) 
12950255 SVWSNF related, matrix associated, 

actin dependent regulator of chromatin, 

subfamily a, member 2 (SMARCA2), 

mRNA /cds=(297,501 5) 
12952309 AL583391 cDNA 

/clone=CS0DL012YA12-(3-prime) 
9880372 602569369F1 cDNA, 5' end 

/clone=IMAGE:4693744 /clone_end=5' 

5849991 eomesodermin (Xenopus laevis) 

homolog (EOMES), mRNA 

/cds=(0,2060) 
5885916 wt72b08.xi SoaresJhymus_NHFTh 

cDNA done !MAGE:2512983 3' similar 

to contains Alu repetitive eleme 

6026892 ATP-bmding cassette, sub-family C 

(CFTR/MRP), member 1 (ABCC1), 

transcript variant 1 , mRNA 

/cds=(196,4791) 
6140850 Ul-H-BI1-adm-a-03-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:2717092 

/clone end=3* 
6141282 602122419F1 cDNA, 5' end 

/done=IMAGE:4279300 /clone_end=5' 

6300853 au70h03.x1 cDNA, 3' end 

/done=lMAGE:2781653 /done_end=3' 

6397967 CUG triplet repeat, RNA-binding 

protein 1 (CUGBP1), mRNA 

/cds={1 37,1 585) 
6699795 splicing factor, arginine/serine-rich 5 

(SFRS5), mRNA /cds=(21 8,541) 
6834741 tp39g05.x1 cONA, 3' end 

/clone=IMAGE:21 90200 /clone end=3* 
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ACTGAAAAGTTGAAAGACTTTTGCAG 
TGAACATTTATATAACTCCCCGCT 

TGGTTCCTGTGCTCACCATAGGGCTG 
GTGTACATTGGGCCATTAATAAAC 

TCTG G GAAAG ACATTTTTAAGCTGCT 
GACTTCACCTGCAAAATCTAACAG 

TGTTTTACCTCACTGTTGGACATACAT 

TCCAAGCTTTTCAACTCTAGGAG 

TTTATCTCAGAATCTTGATGAACTCTG 

AAATGACCCCTGATGGGGGCATG 

CCGGGAAGCGGGGTACTGGCTGTGT 

TTAATCATTAAAG GTACCGTGTCCG 

AGC C CTTTCTTGTTGCTGTATGTTTA 

GATGCTTTCCAATCTTTTGTTACT 

GGGGTATGGTTTAGTAATATCCACCA 

GACCTTCCGATCCAGCAGTTTGGT 

CTCTACCATAAGGCACTATCAGAGAC 
TGCTACTGGAGTGTATATTTGGTT 

TGGGGCACTTTGAAAACTTCACAGGC 
CCACTGCTGCTTGCTGAAATAAAA 
TGGC GAGGATAAATAG AGGC ATTGTT 
TTTGCTACTTTG CATATCATTGGC 

GCAGG AAAGA TGGG GTGGTG GACTG 
I 1 1 1 IGCCTACI 1 1 I IGI 1 1 1 IGAA 

GAG GGTATCAGATATTGTGCCTTTTG 

GTG CCAGGTTCAAAGTC AAGTGCC 

AGGCTGCATATGGATTGCCAAGTCAG 

CATATGAGGAATTAAAGACATTGT 

TTAAGAACCCCAAAGATTAAAGGAAA 

CAATGTrAAGGGCTTTTGTGAGGA 

GATACACTGTCCAG CCCAGGTCC AG 

GCCCTAGGTTCTTTACTCTAGCTAC 

ACTCAGGTGGTGCTGGTGTTAGTGAT 

GCTGGAGAAGAGAATATTACTGGT 

AAACACAGCCCACCCCATTTCAGACC 

GCCTTCCTGAGGAGAAAATGACAG 

TTGGCCCAGTGTGATTGATTGCTTTA 

TCTTTGGTACTTTTACTTGAATGG 

AGCCTGAGGCAAATAAAATTCCAGTA 

ATTTCGAAGAATGGGTGTTGGCAA 



AGGACCTTGACAAGCCGTTTGAGATG 
GAATGTAGGCCCTGATGTTATGCT 
TGTAAGTTGACTTTCAAAAGTCTCTG 
GAAACACTGGACTTTAGCTGGTCC 

AACAAGCCATGTTTGCCCTAGTCCAG 
GATTGCCTCACTTGAGACTTGCTA 

ACCGCCAAAGCCAATCATCCACTTTC 
AGTACTTACCTAACCAATCTCCCA 



TTTGGGGGATCCTTTTGTAATGACTT 
ACACTGGAAATGCGAACATTTGCA 



TTCTGG CCTTGTTCACCTAGAAACGC 
TATTTCCTGTGTTATG GTTCTGGC 

GGGTTACATTTGAGTCTCTGTACCTG 
CTTG GAAGAAATAAAAATACGTGT 

TGTGGGCTTGGTATAAACCCTACTTT 
GTGATTTG CTAAAGCACAGGATGT 

ACTGGCAAATGAAGCATACTGGCTTG 
CAGGGACCTTCTGATTCAAGTACA 

CTCCCATCATTCCCTCCCGAAAGCCA 
TTTTGTTCAGTTGCTC ATC CACGC 
GGCGTTTCCCATTGACCAGTTTGACC 
CTGGTTTGAATAAAGAGAAGTGCG 
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6317 Table 1 

6318 Table! 

6319 Table 2 

6320 Tablel 

6321 Tabid 

6322 Table 1 

6323 Table 1 

6324 Table 1 

6325 Table 1 

6326 Table 1 

6327 Table 1 

6328 Table 1 

6329 Table 1 

6330 Table! 

6331 Table! 

6332 Table 1 

6333 Table 1 

6334 Table 1 

6335 Table 1 

6336 Table 1 

6337 Table 1 

6338 Table! 

6339 Table 1 

6340 Table 1 

6341 Table 1 

6342 Table 1 

6343 Table 1 

6344 Table! 

6345 Table! 



Hs.337986 AW440517 

Hs.250 AW444632 

Hs.335815 AW444812 

Hs.342873 AW45!293 

Hs.342735 AW452096 

Hs.806!8 AW510795 

Hs.259842 AW614193 

Hs.334437 AW778778 

HS.15!393 AW778854 

Hs.120243 BE044364 

Hs.5734 BE218938 

Hs.167988 BE222301 

Hs.27774 BE348809 

NA BE348956 

HS.56156 BE349148 

Hs.l 27428 BE466600 

Hs.! 22575 BE502246 

Hs.! 97766 BE502992 

Hs.61426 BE550944 

Hs.l 22655 BE551867 

Hs.4310 BE614297 

Hs.341573 BE646470 

Hs.88845 BE674685 

Hs.l 81 01 5 BE676054 

Hs.108327" BF001438 



NA 



BF056055 



Hs.43857 BF058599 
Hs. 144583 BF059133 

Hs.144519 BF061421 



Table 8 

6975823 Homo sapiens, clone MGC: 17431 -1 

IMAGE:2984883, mRNA, complete cds 

/cds=<!336,1494) 
6986394 xanthene dehydrogenase (XDH), -1 

mRNA /cds=(81 ,4082) 
6986574 Ui-H-Bl3-ajy-d-1 1 -O-ULs! cDN A, 3' end -1 

/ctone=IMAGE:2733380 /clone„end=3 > 

6992069 RC3-HT0230-!30100-0!4-g06cDNA -1 

6992953 UI-H-BI3-ato-d-02-0-ULs1 cDNA, 3' -1 
end /clone=IMAGE:3068186 
/clone_end=3' 

7148873 hypothetical protein (FLJ2001 5), -1 

mRNA /cds=(31 ,522) 
7319379 CDNAFLJ11 025 fis, clone -1 

PLACE1 003968, moderately similar to 

S'-AMP-ACTIVATED PROTEIN 

KINASE, GAMMA-1 SUBUNIT 

/cds=(159,!145) 
7793371 hypothetical protein MGC4248 -1 

(MGC4248), mRNA /cds=(70,720) 
7793457 glutamate-cysteine ligase, catalytic -1 

subunit (GCLC), mRNA /cds=(92,2005) 

8361417 gamma-parvin (PARVG), mRNA -1 
/cds=<0,995) 

8906256 meningioma expressed antigen 5 -1 

(hyaluronidase) (MGEA5), mRNA 

/cds=(395,3145) 
8909619 neural cell adhesion molecule 1 -1 

(NCAM1), mRNA /cds=(201 ,2747) 
9260662 602386841 F1 cDNA, 5' end -1 

/clone=IMAGE:4515730 /ctone_end=5' 

9260808 hs91h01.x1 NCLCGAP_Kid13cDNA -1 
clone 1MAGE:3144625 3', mRNA 
sequence 

9261087 601463367F1 cDNA, 5' end -1 
/clone=IMAGE:3866512 /c)one_end=5' 

95121 98 Homo sapiens, Similar to homeo box -1 
A9, clone MGC:19648 IMAGE:2987818, 
mRNA, complete cds /cds=(62,880) 

9704654 endothelial differentiation, -1 
lysophosphatidic acid G-protein-coupled 
receptor, 4 (EDG4), mRNA 
/cds=(6,106l) 

9705400 clone 23932 mRNA sequence -1 

/cds=UNKNOWN 
9792636 6023299 33F1 cDNA, 5' end -1 

/clone=IMAGE:4431248 /cione_end=5' 

9793559 hypothetical protein MGC14425 -1 
(MGC14425), mRNA /cds=(31 8,666) 

9895894 eukaryotic translation initiation factor -1 
1A (EIF1A), mRNA /cds=(207 t 641) 

9970781 tc38c11.xlcDNA, 3' end -1 
/clone=IMAGE:2066900 /clone__end=3' 

10035307 AV733781 cDNA, 5' end -1 
/clone=cdAASF08 /clone_end=5' 

10036595 signal transducer and activator of -1 
transcription 6, interleukin-4 induced 
(STAT6), mRNA/cds=(165,2708) 

10701713 damage-specific DNA binding protein 1 -1 
(127kD) (DDB1), mRNA 
/cds=(109.3531) 

10809951 7k07h!2.x1 NCI_CGAP_GC6 cDNA -1 
clone IMAGB3443950 3' similar to 
contains element Ll repetitive eleme 

10812495 mRNA for KIAA1247 protein, partial -1 
cdS/cds={285,2942) 

10813029 Homo sapiens, clone IMAGE:3462401, -1 
mRNA, partial cds /cds=(0,153) 

10820331 T-cell leukemia/lymphoma 6 (TCL6), -1 
transcript variant TCL6a2, mRNA 
/cds={1767,2192) 
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GCCAGTCTCTATGTGTCTTAATCCCT 
TGTCCTTCATTAAAAGCAAAACTA 

TG CAATGAGGC AGTGG GGTAAG GTT 
AAATCCTCTAACCGTCTTTGAATCA 
TG GCAACTTC AACTC CTTGATGG CGA 
TAATCTCTGGTATGAATATG AGC C 

TGCTTGGGAAATTTGGTTTGTAAACC 
TAAAATAGCCCTTATTTCTGGGGA 
CTTTCTGCCTGAAGCTGCCCCCATGA 
CTCCCTTCTTTGTGCAAAAGCATG 

ACCCAGTTTGTGCATAGTTCATGATC 
CTCTATAAAAC C AGCTTTTGTGG A 
ACACC ATTTCAGC GTTGGATCACAGA 
CAGCTCTTCCTTTATATCCCAGCA 



TGGCATAATGTTGGATTGAATCTACA 
TTTTGG CAGAAGTTAAAC ATTCCC 
AGAATGCCTGGTTTTCGTTTGCAATT 
TGCTTGTGTAAATCAGGTTGTAAA 

ATCGTTGGATTATCTTTGAACCCCCT 
TGTGTGGATCATTTTGAG CCGCCT 
ATACAGGGTTCCATCCAGAAAGCATT 
CAGTCAGAGCAAGTTAAAGTCAGT 

AAGTTGTCCTGTGCTAAAGCAAGCGT 
GGGATGATCCTACCTACCTCTAGG 
AGCTAGTGATGTTTTGTCCAAAGGAA 
GATTCTGACAACAGCTTCAGCAGA 

ACACAGACATATTGACCGCACACAAC 
ACTGAAATGGACTGACTTGAGAAA 

TGGTTCTCTGATTTGTAATGAGCACC 
TGGATATGTCAATTAAAATGC CCA 

GGCCTACTGACCAAATTGTTGTGTTG 
AGATGATATTTAACTTTTTGCCAA 



CGATAGAATTGAAGCAGTCCACGGG 
GAGGGGATGATACAAGGAGTAAACC 



CTCAAACGAAATTGGG CAGGCCATTT 
GCGTGGTTTCTCTGGATAAGTTCC 
GC ACATGACAGTAAG CGAGGTTTTGG 
GTAAATATAG ATG AGGATGC CTAT 

ACACAGGAACCGCTTACCCACCAGCT 
CTGCCCGCGTCTCTACCGCCATAG 
ACAACTCAAGTGAAAAGATGTCTCCA 
GTTTCTGAAGATAACGCACGCTGA 
AAAAC ACTCC ACCTAAAAGC AG GAAA 
GATGGCAATTCTAAATAG CAGCTA 

CGCCGCTCCTGGAGACCTGATAACTT 
AGG CTTG AAATAATTG ACTTGTCT 
ATCCCATTCTCCCTCTCAAGGCAGGG 
GTCATAGATCCTAAGCCATAAAAT 

ACAGCATGAGAAACTGTTAGTACGCA 
TACCTCAGTTCAAACCTTTAGGGA 

CAC AATGCTG CCTCCTCTGTGGATG A 
CTGATGGCAAGAGTCTGAATTGAA 

TAAGAAATC CCAATTTTCAGG AGTGG 
TGGTGTCAATAAACGCTCTGTGGC 
CGGCAGGGTGGCCTGTAACAATTTCA 
GTTTTCG CAGAAC ATTC AGGTATT 

GCTGG AGG G AG AGGC ACTG G GGAAT 
TTTTCCTGGTGAATACTGAAGTTAC 
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6346 Table 1 

6347 Tabid 

6348 Table 2 

6349 Table 2 

6350 Tabid 

6351 Table 1 

6352 Table 1 

6353 Table 1 

6354 Tabid 

6355 Tabid 

6356 Table 1 

6357 Table 1 

6358 Table 1 

6359 Table 1 

6360 Table 1 

6361 Table 1 

6362 Table 1 

6363 Table 1 

6364 Table 1 

6365 Table 1 

6366 Tabid 

6367 Table 2 

6368 Table 1 

6369 Tabid 

6370 Table 1 

6371 Table 1 

6372 Table 1 

6373 Table 1 

6374 Table 1 

6375 Table 1 



Hs.96566 BF1 94880 

Hs.1 11583 BF1 97608 

NA BF197762 

Hs.50785 BF221780 

Hs.250811 BF432643 

HS.293476 BF435621 

Hs.174104 BF445405 



Hs.1 81 311 BF47B238 

Hs.1 79703 BF507849 

Hs.300870 BF513602 

Hs.283022 BF514341 



Hs.146065 
Hs.170577 



BF591040 
BF725383 



Hs.104640 BF726114 

Hs.296317 BF938959 

Hs.26136 BF940103 

Hs.1 33372 BF940291 

Hs.304900 BF980139 

Hs.8258 BG054966 

Hs.5122 BG058599 

Hs.89104 BG058739 

Hs.166982 BG149747 

Hs.1 84456 BG230563 

HS.3353 BG236015 

Hs.83623 BG654774 

Hs. 109007 BG655723 

Hs.14453 BG744911 

Hs.2730 BI084548 

Hs.296356 BI085832 



Table 8 

1 1 081 1 65 6021 37338F1 cDNA, 5' end 

/clone=IMAGE:4274048 /clone_end=5' 

1 1086855 602365742F1 cONA, 5' end 

/clone=IMAGE:4473923 /clone_end=5* 

11087169 7p91f02.x1 NCI_CGAP_Skn1 cDNA 
clone IMAGE:3653139 3', mRNA 
sequence 

1 1 1 28957 SEC22, vesicle trafficking protein (S. 

cerevisiae)-llke 1 (SEC22L1). mRNA 

/cds=(119,766) 
1 1 444806 v-ral simian leukemia viral oncogene 

homolog B (ras related; GTP binding 

protein) (RALB), mRNA /cds=(1 70,790) 

1 1 447923 hypothetical protein FKSG44 

(FKSG44), mRNA/cds={126,1520) 

11510543 601438710F1 cDNA, 5' end 

/clone=IMAGE:3923643 /clone_end=5* 



Hs.295726 BF447885 11513023 



11549065 
11591147 
11598781 

11599520 

11683364 
12041294 



Integrin, alpha V (vitronectin receptor, 
alpha polypeptide, antigen CD51) 
(ITGAV), mRNA/cds=(41,31B7) 
asparaginyMRNA synthetase (NARS), 
mRNA/cds=(73,1719) 
tripartite motif protein 14 (TRIM14), 
mRNA/cds=(10,1230) 
mRNA; cDNA DKFZp547M072 (from 
done DKFZp547M072) 
/cds=UNKNOWN 
triggering receptor expressed on 
myeloid cells 1 (TREM1), mRNA 
/cds=(47,751) 
AL580165cDNA 
/c!one=CS0DJOO5YB18 r (3-prime) 
602574255F1 cDNA, 5' end 
/clone=IMAGE:4702644 /clone_end=5* 



1 2042025 HIV-1 inducer of short transcripts 

binding protein (FBI1), mRNA 

/cds=(0,1754) 
1 2356279 mRNA for KIAA1 789 protein, partial 

Cds/cds=(3466,4899) 
12357423 hypothetical protein MGC1 41 56 

(MGC14156), mRNA /cds=(82,426) 
1235761 1 AF1 50127 cDNA /clone=CBCBGA01 

12347354 6 022881 47F1 cDNA, 5' end 

/clone=IMAGE4373963 /clone_end=5' 

12512220 cDNAFU14737fis, clone . 

NT2RP3002273, weakly similar to 
SCD6 PROTEIN /cds=(77,1468) 

1 2525258 60229301 5F1 cDNA, 5' end 

/clone=IMAGE:4387778 /clone__end=5' 

1 2525527 60259091 7F1 cDNA, 5' end 

/ctone=IMAGE:4717348 /clone_end=5' 

12661777 phosphatidylinositol glycan, class F 

(PIGF), mRNA /cds=(67,726) 
1 2725598 hypothetical protein (LOC51249), 

mRNA/cds=(0,611) 
1 2749862 beta-1 ,3-glucuronyltransferase 1 

(glucuronosyltransferase P) (B3GAT1). 

mRNA /cds=(1 75,1 179) 
13792183 nuclear receptor subfamiry 1, group I, 

member 3 (NR1I3), mRNA 

/cds=(272,1318) 
13793132 602342214F1 CDNA, 5' end 

/clone=IMAGE:4452602 /clone_end=5' 

14055564 interferon consensus sequence binding 

protein 1 (ICS BP 1), mRNA 

/cds=(47,1327> 
14502878 heterogeneous nuclear 

ribonucleoprotein L (HNRPL), mRNA 

/cds=(28,1704) 
1 45041 62 mRNA; cDNA DKFZp434M162 (from 

clone DKFZp434Ml 62) 

/cds=UNKNOWN 
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TGATACTTTGGTTCTCTTTCCTGCTCA 
GGTCCCTTCAT7TGTACTTTGGA 

ACTGCCAGTGAAGACTGTAAAGACAG 
AACACACTATTTTGGAGGGAGGAT 

AGGAAGAGCCTGCACCTGTGGTGGA 
ACAATCAGGGAAAAGGAAGTCAAAA 

TTTGGAGCTTCTATAGGAGTGGAGAG 
GGGCAGCTCATTGTTGAGAGTTGC 

TGATCTGACTGGAAAACAATCCTGTA 
TCCCCTCCCAAAGAATCATGGGCT 



-1 C GTTTTCTG AGCATCC GTTGTGCCTT 
AACATTTTCTG CTTGTCCTTTGGG 

-1 ACTGCTGTTGCATGAATAGATGATAC 
AAAGCAAGTGATGAGGTTGGTATG 

-1 AGTGAAAACTGGTACAGTGTTCTGCT 
TGATTTACAACATGTAACTTGTGA 

-1 TGTCCTCTGAACCTGAGTGAAGAAAT 
ATACTCTGTCCTTTGTACCTGCGT 

-1 CCATTTCCACTACATGCCTTTCCTAC 
CTTCCCTTCACAACCAATCAAGTG 

-1 AATAC AG ATTC ATTTTATTTAAG C GTC 
CGTGGCACCGACAGGGACCCCAG 

-1 GCCTCTTTTCCTGTATCACACAAGGG 
TCAGGGATGGTGGAGTAAAAGCTC 

-1 CTGGGGCCGTAGCAAAAATCATGAAA 
AACACTTCAACGTGTCCTTTCAAT 

-1 CAGACCTGTGGGCTGATTCCAGACT 
GAGAGTTGAAGTTTTGTGTGCATCA 

-1 AAGGCAACCAACCACATTAGAAGTCT 
TGGCACTTTGTAACGGAACGGGTA 

-1 GAAGTGACACTGACTGTATCTACCTC 

TCCTTTTCTTCATCAGGTGTTCCT 
-1 AATTCCAAAGGAGTGATGTTGGAATA 

GTCCCTCTAAGG G AGAGAAATGC A 
-1 AGCCCCTCCACCCCACCCAGTACTTT. 

TACAATGTGTTATTAAAGACCCCT 
-1 CCATCCTTGAGAAATGTGGGCACCAA 

GTCCATAATCTCCATAAATCCAAT 

-1 TATGAGTTTATGCGTTTTCCCAGCCC 
TCCGAATCACTGACTGG GG CGTTT 

-1 AGTTGGAGCTATCTGTGCAGCAGTTT 
CTCTACAGTTGTGCATAAATGTTT 

-1 C GTG GGAGG ATGACAAAG AAGCATG 
AGTCACCCTG CTGGATAAACTTAGA 

-1 GTGGTTTGGTCAGCATACACACTTCT 
CATTTCATTTGATGTACACAGCCA 

-1 GTGTGAAGTGACAGCCTTGTGTGTGA 
TGTTTTCTGCCTTCCCCAAGTTTG 

-1 GTCTTTCCCGTCTTTCTTCCTCACCTA 
TGTAATTTCAGTAGTCTCTCAGC 

-1 TGTTTCGTAAATTAAATAGGTCTGGC 
CCAGAAGACCCACTCAATTGCCTT 

-1 GTGGAAATCAGCACACAACCACAATG 
ACATTTAAGCACAGGATCATTATT 

-1 AGAATGGCAGACCTGTTTGCTGAAGT 
GTTCATAAGATAACAATAGGCTTG 

-1 TGGGATTTTGTTTTTAAGTCATTTGGT 
TTGGGGAGGACCTTGTTTATTTT 

-1 TGGACAAACTGACAGGGACTGCTTTG 
AAAGACAGGTACTCAGTTGAGTAT 
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6376 Table 1 

6377 Table 1 

6378 Table 1 

6379 Table 1 

6380 Table 1 

6381 Table 3A 

6382 Table 3A 

6383 Table 1 

6384 Table 1 
6386 Table 3A 

6386 Table 1 

6387 Table 3A 

6388 Table 3A 

6389 Table 3A 

6390 Table 2 

6391 Table! 

6392 Table 3A 



6393 Table 1 

6394 Tabid 

6395 Table 1 

6396 Table 1 

6397 Table 2 

6398 Table 1 

6399 Tabid 

6400 Tabid 

6401 Table 1 

6402 Tabid 

6403 Table 2 
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Hs.132911 N20190 

Hs.334731 N58136 

Hs.303018 N94511 

NA W68708 



NA 

NA 
NA 
NA 
NA 

Hs. 197345 

NA 
NA 

Hs.169476 

NA 
NA 
NA 

Hs.1 32906 



W86427 



NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 

Hs.48320 

NA 
NA 
NA 
NA 



Table 8 

1125145 MR2-OT0079-290500-007-b03cDNA 

1 202026 Homo sapiens, clone IMAGE:3448306, 
mRNA, partial cds /cds=(0. 2353) 

1266820 2b80g04.s1 cDNA, 3' end 

/clone=IMAGE:309942 /clone_end=3' 

1377588 zd35h04.s1 

SoaresJetal_heart_NbHHl9W cDNA 
clone IMAGE:342679 3\ mRNA 
sequence 

1400194 Zh61c11.s1 

Soares fetal liver_spleen_1 NFLS_S1 
cDNA clone iMAGE:416564 3\ mRNA 
sequence 
36G5 

36F11 

37G7 

37G8 

thyroid autoantigen 70kD (Ku antigen) 
(G22P1), mRNA/cds=(17,1846) 

40E4 

41 E9 

Homo sapiens, glyceraldehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 IMAG&3628129, mRNA, 
complete cds /cds=(2306,331 3) 
47E5 

47D11 

50A11 

DNA sequence from clone RP1 1- 
404F10 on chromosome 1q23.1-24.1. 
Contains the 5* end of the SLAM gene 
for signaling lymphocytic activation 
molecule, a SET (SET translocation 
(myeloid leukemia-associated)) protein 
pseudogene, the CD48 gene for CD48 
antigen (B-cell membrane protein), the 
gene for a novel LY9 (lymphocyte 
antigen 9) like protein and the 5' end of 
the LY9 gene. Contains ESTs, STSs 
• andGSSs/cds^l.KWS) 

52B9 

53B1 



53E3 

53E10 

53G7 

54F4 

54G9 

59G1 

mRNA for ring-IBR-ring domain 
containing protein Oorfin, complete cds 
/cds=(3l 7,2833) 
60G8 • 

62C9 

62F11 

63E1 

536 



AAG CCTGTTTTTCACTCTAAAAATTCA 
AG AGGACACG CTAAGAACG ATCA 
AG GTTCCCTTTC AAATAAAGATAAAG 
AATTTGACTTGGGACACTGC CAG A 

CTGTTCGAAAGTTGGAGACTGCCTGT 
ACCCAGGTTGATAGTCAATTGTTT 
AGCAGAGTTAAGTTTAAATTTCCATTC 
TC ACTAGTTTGTG AC CTTTGCC A 



TGAGTATTGTTGTGGGGGCGGGTAT 
GTCTGTATATAAATCTGTG CAGC C A 



CCCTTGCAGATACATGAGACAGGCA 

GGGGCTGGAGTCTTGTTCCATCCTG 

GAGTAGTTGTCTTTCCTGGCACTAAC 

GTTGAGCTCGTGTACGCACTGAAG 

GAGTCCAATCTACACTCTAGTAGTGA 

AGACAGAAGAGTTGGCATACGAGT 

GGCTG AACTTACTCATTAAG CCAC AT 

AACTTCGAGTCAAGTTCCAGTCCA 

GCTCTCAAGCCTCCTCCAATAAAGCT 

CTATCGGGAAACAAATGAAC CAGT 

AGGAATGCACACATTGCTCCAGGATC 

ACTGTGAGGATTAAAGGAGATGGT 

AGTAACGGAACAGTTCCCAGTACTCC 

TGGTTCCTAG GTGAGCAGGTGATG 

GGTGTGAACCATGAGAAGTTCGACAA 

CAGCCTCAAGATCATCAGCAATGA 



GGAGGTGTATAG GCTGGGATTTGAAA 

AGGAAAATAATCAGCGTGGTGCCA 

CCTAGACACCTGCATCAGTCAAGGTC 

ATGGATATTGGGAAGACAGACAGC 

TCCAGCAGATATAGGAAGCAGTGTAT 

CTAAACAGACAAATAAAAAGGCCT 

ATCTAGTGTACGAGACTTGGAGTCAG 

GCAGTGAGACTGGTGG GG CACGGG 



TG GTTTAATGG AAAATGCTCTG GAAA 
ATTCTTTTGCAACAGTTCATCGCT 
CACTAAAAGAGTGGGGAGGTGCAGC 
ACCTGGCTG GGGAACAAG AATATGG 

AAACGAATCACGTGCCTCGAAAGGG 

ACATATATTGTTCCTTTAAGCATTT 

AAGGGTTCAATTTCTTCTTTGGAAGG 

TGATGGTAAGGGTGTGGCTCCAGA 

TG GAC AATTC CAAGTCC AAG AGG ACT 

GTCTACTTTCGACCTTGTGTGATT 

TTGTGTTAACCTGTTGTCC ACG CTAA 

GATACAAACTTCCCGGAGGAAAGT 

TGTCACAGTGTTCTATTATTTGCCCG 

GTTCTTAAAGTGAGAGCATCCTGA 

ACAATGATATTGATGAGGCACCCAGT 

CTTTTCATTTACTCTGAGTGAAGT 

AGATCGAGATCTTCAGTCCTCTGCTT 

C ATCTGTGAGCTTG CCTTCAGTC A 

GGCCAGAGACCCTAAGCTGCTTAATA 
CATTTATACC AC ATCCTTCTC AG C 
C CCTTGG AATTACTTGTTCAACTTCTT 
TCTTTCCCACTAGACGGGGACTT 
CTTTGTAGATG CAG AG AGAAGCTATA 
AGAAACCCCAGTACTTGCCGGGCG 
ACTG CC ACATCTGACTTTACAG AATA 
AC CAATGTAAGTTAAAATAG AGAAAC 
AG 



WO 02/057414 



PCT/US01/47856 



Table 8 



6406 


Table 2 


NA 


65B1 


1 


A PT/^TT^^P A l**T/"* A A fTf* A^A ATP A A 

Ab 1 1> f 1 bWiAb 1 UAAU 1 OAoAb 1 CAA 












ATPTAPA A rTPPr 1 A flPPAfA OT^P 

Aiol AGAAC 1 GGGAAGGAOAG 1 GO 


6407 


Table 2 


NA 


65D10 


1 


AG CACTGTGCAGATGGCTTTAGAAGA 












TTCAGAACAGAAGCACAATCTGTT 


6408 


Table 2 


NA 


65D1 1 


1 


AGOAO 1 G 1 GUAGA i bbb 1 1 IGGAAGA 












I rCAGAAOAG AAGGAG aat utgtt 


6409 


Table 2 


NA 


65D12 


1 


fkTAWPA^T^TTPPA^OAPACT^A 

CTATGGAGTCTrGGAGGAGACTGGA 












PT^AO^ATrrTA ACAPTPTr^APAT 

GTCACCATGCTAAGAGTGTGCAGAT 


6410 


Table 1 


NA 


68C9 


1 


COG 1 GTGAUUO 1 t CG 1 GGCCAG 1 GC 












PAPAPAOTA ArTAPT/TATPrTA A A 

CAGACAGTAACTAG TGGATGCTAAA 


6411 


Table 1 


NA 


69F8 


1 


/■>A/^A/~»AATA AAATA ^A/^A/NA^O^P 

GAGAGAATAGGGTAGAGAGACCGGG 












ACTTGGGTAGAGATGACCGGGATTC 


6412 


Table 1 


NA 


69H11 


1 


AGTGGAAG CTAGG AGAAATATCGAAT 












GTGTTAGGGACTTTGAAGTTACCA 


6413 


Table 3A 


NA 


70B6 


1 


CTGCATCTCTCTTTACTACCAGTGATT 












ACAAAGTGGGGTTTGGTGGGAGT 


6414 


Table 3A 


Hs.17109 


integral membrane protein 2A (ITM2A), 


1 


TCTCTGACTTCTTATTACCAAG GACA 








mRNA/cds=(1 39,930) 




CTCTATCTGTTG CCTCTTACTCTT 


6416 


Table 2 


NA 


72D4 


1 


CAGTTCCCAGATGTGCGTGTTGTGGT 












CCCCAAGTATCACCTTCCAATTTC 


6416 


Table 3A 


Hs.234279 


microtubule-associated protein, RP/EB 


1 


AACGACCCTGTATTGCAGAAGATTGT 








family, member 1 (MAPRE1), mRNA 




AGACATTCTGTATG CCAC AGATG A 








/cds=(64,870) 






6417 


Table 2 


NA 


72D8 


1 


GGGTCCCGAGCCCTTCAAGAGCTAG 












ATTTACTCMGTTTGTTCCCTTGCC 


6418 


Table 1 


NA 


73C4 


1 


CACTGAAGCCAAACCACAGAAGACTT 












TTGAGAATGAGGAGACAAATGAGT 


6419 


Table 1 


NA 


73H4 


1 


AGGTGAAAATTACTCTTCAGAAGATA 












GCAGAGTGGATAATGGCCCATCGA 


6420 


Table 2 


NA 


73A7 


1 


TGCAGTGAGACTACATTTCTGTCTAA 












A^A AP ATPTPT/"> A /*»T TfPPTPA'fT 

AGAAGATGTGTGAGTTCCGTCCTT 


6421 


Table 3A 


Hs. 174228 


small inducible cytokine subfamily C, 


1 


Tf^APrPAPPPAPPTfATTTPArTTT 

TCCAGCCAGCCAGCTCA 1 1 ICACI 1 1 








member 2 (SCYC2), mRNA 




ACACCCTCATGGACTGGGATTATA 








/Cds=(0,344) 






6422 


Table 3A 


Hs.3945 


CGH07 protein (LOC51012), mRNA 


1 


TTTCATACATTG GAACTCCACCTGAC 








/Cds=(84,719) 




TTTGGACCAACCCCAGAACAGAGC 


6423 


Table 1 


NA 


75A2 


1 


AGCACCGGAATACAAAAATGATACTA 












TGCTGCCCTCCTAGATCTCAGGGA 


6424 


Table 3A 


Hs.249495 


heterogeneous nuclear 


1 


TGCCCATACACATGAGTATTTGTCTA 








ribonucleoprotein A1 (HNRPA1), 




AAACATGTCTTCTTTGTAGCAGCT 








transcript variant 2, mRNA 












/cds=(l 04,1222) 






6425 


Table 2 


NA 


75B12 


1 


AAA "T"/"*~T* A A A /"* A /*» A A A A ITTT 

GCAAATCTAAACTGCAGGAAAATTTT 












TGCACCCGAAGTATTCAGATCCCT 


6426 


Table 2 


Hs.205442 


6014396B9F1 cDNA, 5' end 


1 


GGCCCAGTGCTAATGTAAC CAATGAT 








/clone=IMAGE:3924407/clone_end=5' 




GC CATGTCGATATTGGAAACC ATA 


6427 


Table 3A 


NA 


101G7 


1 


GGGGAAGAACAAGATAATCTAGTGAC 












CTCACCACAGTCTATGCCCAGGCC 


6428 


Table 3A 


Hs.179565 


mlnichromosome maintenance 


1 


AATTCAACTG AAG GC GAG GAATGTTG 








deficient (S. cerevisiae) 3 (MCM3), 




GTGATGAAGCTGAGATCAGGACTC 








mRNA/cds=(44,2470) 






6429 


Table 1 


Hs.1 19640 


hBKLF for basic kruppel like factor 


1 


CACCTATATCGAAAGTTTGGGCTCAT 








(LOC51274), mRNA /cds=(55,1092) 




CTCCCATTGGTGGCAAAGACCTCC 


6430 


Table 3A 


Hs.215595 


guanine nucleotide binding protein (G 


1 


TGGTGGAAAAGTGTGTCTGTCTGACA 








protein), beta polypeptide 1 (GNB1), 




ATTACACTCAAGTTTACCTCTGGT 








mRNA /cds=(280. 1 302) 






6431 


Table 1 


NA 


105A10 


1 


ACGATAATACTGTTGGTTACTGC CAT 












A A ATATTPPAA ppTA ATPTAAAATPP 

AAATATTGGAAGG lAAl G 1 AAAA 1 GO 


6432 


Table 1 


NA 


1 07G1 1 


1 


A 

TTVTr'TT AT A A A C C* A f* A fif* A A flTTT A A 
1 1 G 1 G 1 1 A 1 AAAGGAU ALjOAAo 1 1 1 AA 












A ATPPAPPAAPPAPPATTPPAAA 

AATGGAGOAAGGAGOA 1 1GGAAA 


6433 


Table 1 


NA 


107H8 


1 


"rr*/"»r*r , A aapa atapaapptptapapp 
TGGCCAAAGAA TAGAAGU 1 G 1 AGACC 












TTCCTTATTTCTATCGTGAAAACA 


6434 


Table 3A 


Hs.64239 


DNA sequence from clone RP5- 


1 


ACATGACCTGTGCAGTGTGTGGCTGT 








1174N9 on chromosome 1p34.1-35.3. 




GAATTCTGTTGGC f 1 1 GTATGAAA 








Contains the gene for a novel protein 












with I BR domain, a (pseudo?) gene for 












a novel protein similar to MT1E 












(metallothionein 1 E (functional)), ESTs, 












STSs, GSSs and two putative CpG 


















6435 


TaWel 


NA 


109H9 


1 


TGACATAACTACCATCC CTGCAACTA 












ATGAAC CCACCCTCACAGCTTCCT 


6436 


Table 3A 


Hs.80261 


enhancer of filamentation 1 (cas-like 


1 


G AATG ACATAAACCCC CTCCGGTCTG 








docking; Crk-associated substrate 




AGGTCCGGCCTTC CAGCTTGTCTC 








related) (HEF1), mRNA 












/cds=(1 63,2667) 






6437 


Table 3A 


Hs.1422 


Gardner-Rasheed feline sarcoma viral 


1 


GCCTTTCTCACTCCATCCCCACCCAA 








(v-fgr) oncogene homolog (FGR), 




AGTGCTCAGACCTTGTCTAGTTAT 








mRNA /cds=d 47, 1736) 







537 



WO 02/057414 PCT/US01/47856 

Table 8 



6438 


Table 3A 


Hs.333114 


AV71 331 8 cDNA, 5* end 


1 TCGTTTTACAACGTCGTGACTGGGAA 








/clone=DCAAAC09 /clone_end=5' 


AACCCTGGCGTTACCCAACTTAAT 


6439 


Table 1 


NA 


129A12 


1 TGTTTTGTTTTCTGAAACGAAATCCTG 










CTGTGTTGGCCCAGCTAGAACGC 


6440 


Table 1 


NA 


129F10 


1 CAGAAG CTGGATG ACGTTG CTCC ATC 










TTCACTCTGTTAATGAGACATGAT 


6441 


Table 3A 


NA 


137D4 


t CACATCTTCCATTCAGCCCTACCATG 










AAAACCGTACCTCGGGCGCGACCA 


6442 


Table 1 


NA 


142F9 


1 AATTTGCTTTAAATTGAGTTTCCTTGC 










C ATTG CACACTCCTATCTTTCTG 


6443 


Table 3A 


Hs 250655 


orothumnsin alnha fapnp e annpnce ?8\ 


1 CAGATGACACGCGCTCTCCACCACC 








fPTMA\ mRNA /rd«v=H*>^ dft7\ 


CAACiGCAAAO.fiATGAGAATTTGOAA 


6444 


Tahlp 3A 

l dUJt? vM 


Hq 24QdQ*i 


i jcici uyci icuuo i lui^icdi 


1 nrrATGnTGTTGATTfiOTAAATfiTAA 








rihnni rHannrntpin A1 fHMRPAl^ 


C AftTCTG ATP GTfiA f* R PTGAATA A 








trancrrint variant 9 mRMA 

UdltoUJlfJL Vdlldill £-y \ \\\\V*r\ 










/Cds=(104,1222) 




6446 


Table 1 


NA 


149G2 


1 GACACAGACAGAC CAAGCTATAGTCA 










RArT'TriflTTAPArAr'ATAPAPAPA 


6446 


Tahlp 1 


NA 


149A11 


1 TfinrAAAftATfAPTfSAAATTTAfViAf* 
1 1 Vd\jL//W\V?M 1 Lir\(*r 1 unnA 1 1 1 nUUMU 










APr-AAARPTAAAArrrrAAATRrT 


6447 


1 dUJfcJ OH 


NA 


151F11 


1 ftpTTfTTfirTrnAfiArrftrTTftrTATA 












p. AAA 


Tahlp 1 


MA 

INM 


IO<£ to 


1 PTftftTTAAAAftPPPPATTAPTftAPPT 
f L» I OU 1 1 MMMAV3L»L»OLfA 1 1 r\\s I V3rtL>V> 1 










TPftPPftPPAPPAPftPPTATPAPTA 


6449 


Tahlp 


nb.ooioou 


Cdimouuun o i.piiubpiioryidse Kinase, 


i ftPATPPAPPTPPTTPTPTftTPTPATft 








Hpltal /PAI Wtt mRMA /<vtc=/19^ *5R1^ 


TftTftPTPTTPTTPTTTPTAPAftTA 
IOI Ow lv>l ILrl lol | iui nuno 1 M 


6450 


Table 1 


NA 


17DF7 


1 TTAAATPTATPAAftAATTPATPPAAAT 










TftftTA P P PTft PPft ft ft PPftPPTPft 




Tahlp 9 


MA 
NM 




1 AftTftPTftTATTftAPTTTftPTPftftPAft 










TAftATftAAftPTATTPTftAAPPPAA 


6452 


Table 3A 


NA 


177A3 


1 1 G Lr 1 GCaAvAAAGAUAA IGAGATGATT 










ATTftGTGGTGftGATftftPTGTTAPC 


6453 


Tahlp 1 


NA 


331 A3 


1 ftTftftAAAAftTPAPTAPPAftftPTftftP 
1 V3 1 uunnnnW 1 VyML» 1 MUwnOUU 1 OuO 










Aft ft ft AATft Rftft P AATPTATTP ATAP 


6454 


Table 1 


NA 


331A5 


1 AAftftftAPARftftAftPftftftPAPAAAAT 










AAAAPTTARTTTftftTAftAAATTATA 


6455 


Tahlp **A 

1 duJS OH 


NA 


146C3 


1 TPAAAftPAPTftftAftATftAftAftPPAft 
I 1 unnnUUnO 1 OOnUn 1 OMv3r\V30OMVj 










ftATftftAPPPftAAAAftAA 1 1 1 lAPAft 


6456 


Table 1 


NA 


146D8 


1 PAftftAAPATftftPTftPAftPATATAAAA 










A ftA ATTft A ATTP P ATA PTTTTftTTA AP 
nonn 1 1 V3/W 1 1 1>»W\ 1 MO 1 1 1 1 O 1 I MMO 










PPT 
OO I 


6457 


Table 3A 


Hs. 1 53 




1 TTftPPATAAPPAPftPTTftTAftATTAft 

1 1 1 OOOM | M/"\OOMOOO 1 IUI MUM i f MVj 










TTPATTTAPTftAPTTPAftATTftftft 
1 1 1 1 1 MO 1 VjMO 1 i omoM 1 1 ouu 


6458 


Table 1 " 


NA 


158G6 


1 TTAPAftftPAAPPftftAftPATPPAATPA 
i II nvnoounnwwOUWOun 1 oomm i OM 










PP TTTPTPTA A R A n A P.TA P P TP ft 
OO 1 1 1 O 1 O 1 rVnununU 1 MOO 1 Ooo 


6459 


Table 1 


NA 


-JgQLJg 


1 AAAAftPATPTTPftAftAftftftAPTflTPA 
I MMMMV30M 1 O 1 1 UOnOnUwOMw ( O i OM 










ATTPTPftAPTAT'lT I'PPAAPPPftP 
M 1 1 O 1 OV3MO 1 M 1 1 1 1 OOMMOOOoO 


6460 


Tahlp 3A 
1 dUlo «M 


rib. i i aoyo 


rihncrwnnl nrntpin 1 "\ fRPI ^ mRMA 
MLAJbOITldl piUlCHI LO \T\t^ LO^, mrxIXM 


1 AAftAAftftARPTTAATftPPAftftAAPA 

1 MMOMMOOMOO 1 1 MM 1 OOOMOOMMOM 








/rri«i=/R A0'\7\ 


ft ATTTTftP AftTTft ftTft ft ft ftTPTP A A 

OM 1 1 1 1 OOrtO 1 1 OO 1 OOOO IOI OMM 


6461 


Table 1 


NA 


158E9 


1 AftAftAPAPPTAAATTAPAftATTTftTft 

1 MOMOMOMOO 1 MMM 1 1 /AOMOM 1 I 1 O 1 O 










AftPTftAftAftPTftftAftTTTTTPATT 

MOO 1 VJMV3MVJO 1 V3UnU 1 1 1 1 1 OM 1 1 


6462 


Tahfp 3A 
1 dUiy On 


Lie *»OR9iIQ 


rihn^nmal nrnfain 1 92 /RPI 99^ mRMA 


1 AAPAftPAAAftAftAftTTAftftAATTAPft 

I MMOMOOMMMOMOMO f 1 MO OMM 1 1 MOO 










TTAPTTPPAftATTAAPPAftftAPftA 

1 1 MO 1 1 OOMOM I 1 MMOOMOOMOOM 


6463 


Table 3A 


no.63/ i ao 


uimpntin A/IM\ mRMA /rrio=/199 1 

VII lid 1 Mil ^VUVIJ, J JlrvlNM /LAJb — \\£.£. % \ \>4L£) 


1 AftPftPAAftATAftATTTftftAATAftftAA 
1 MOOOOMMOM 1 MOM ill OOMM 1 MO OMM 










TAAGftTCTAGTTP.TTAACAAP.CGA 


6464 


Table 3A 


NA 


155H10 


1 GCATGGACAAGATGCCAAGGCCCftft 

1 wun 1 V^VJ/^OfWJM 1 VJ OOMM WO OOOO 










ATGCTTTAGGATGAAGTTCTTATCT 


6465 


Table 3A ■ 


Hs 108124 


cDNA- FLJ23088 fis elonp LMft0702R 


1 CCTCCAGTCACCATACACAGGTTAftn 

I oo i wunv i omoom l nunvnw 1 1 rAOO 








/cds=UNKNOWN 


AGTGTCGAACTTGATGAAATCAGT 


6466 


Table 1 


NA 


159F6 


1 ccaaacaTctggacttgtgactgtaa 










AAGGGGAGGAftftTAftPCAATftATT 

r\r\\j\J\-3 V3r\V30MV3VJ 1 MOOO/tM 1 OM 1 1 


6467 


Tahlp 3A 


NA 


166F3 


1 TTATGGTGftTPfiftftftTftGftTftftTAft 










TTCAATGGGAGGTATGGGATTTATT 


6468 


Table 1 


NA 


166F6 


1 AGCTGTCTGGCTPAAAftATCTAPATT 

I nvju 1 viwi vjvjo i VyrWAOn i o 1 nun 1 1 










CTGAAGTTGGCTGGAAATGTCTTR 

O * VJ^wiVJ | 1 VjUO 1 VJV3MMM 1 vJ 1 O 1 1 O 


6469 


Table 1 


Hs.8121 


Notch /nmcnnhila^ hnmWnrt 9 


1 PTGGTTCCTACPAftTftPCAftTftPPTT 

1 O 1 vjvJ 1 1 OO 1 rVOOMVj 1 OOOMO 1 OOO 1 1 








fNOTCH2^ mRNA /rri?=M9 7427\ 

1 Orl£/, IIIIXtlM /WJO— \ 1 £, / *f£J j 


PAGGGCTTCAPAftftPPAGTAPPTP 

OM\3 WO 1 1 wMOMO OOOMO 1 MOO I O 


6470 


Table 2 




rDMA PI 11442^ fk rlnna 


1 TGACACAGAPTftTTTPAATPTTftftAft 

I 1 OMOMOMV3MO IOI 1 1 OMM 1 O 1 1 OOMO 








PLACE100R244 wpaklv similar tn 

j i— w l_ ivuQ^Tf) wcdrviy biililidJ iu 


CAGCGACTGACTTTGACAGAAGAT 








VEGETATIBLE INCOMPATIBILITY 










■ PROTEIN HET-E-1 /cds=UNKNOWN 




6471 


Table 1 


NA 


168A9 


1 TGCTATTTAAAG C ACCATGATAAATAT 










G AGGC CACTTG GAAATCC ATCCA 


6472 


Table 1 


NA 


171F11 


1 GCAGGCGATGCTCTATAATCTAAAAT 










GTATCTCTCTTTCCCTAAGCTGAA 


6473 


Table 3A 


NA 


171G11 


1 AAGTAAGACCACCTGTGAACTTGATC 










ATTATCTGGCGCAC ATAG G AAGAT 


6474 


Table 1 


NA 


175D1 


1 GCTGGGGCTGGGAATTGCGTGGGCT 










AATGTGTCATTTGACTTAAGAAACT 


6475 


Table 1 


NA 


182H1 


1 TTTG G G AAG AACC GATTGCTAAATTA 



TGCCTAATTCATGTCAGAAGAGGG 



WO 02/057414 



PCT/US01/47856 



6476 


Table 3A 


NA 


6477 


Table 3A 


NA 


6478 


Table 1 


NA 


6479 


Table 1 


NA 


6480 


Table 1 


NA 


6481 


Table 1 


NA 


6482 


Table 2 


Hs.205442 


RAR"\ 
0<»OO 


Tahla 1 
1 duie 1 


IN/A 


RAO A 
0*104 


Table 1 


Lie 1cn<iCQ 


6485 


Table 3A 


NA 


04OO 


1 aD18 1 




6487 


Table 3A 


NA 


6488 


Table 3A 


Hs.334853 


6489 


Table 3A 


Hs.20252 


6490 


Table 1 


NA 


6491 


Table 1 


NA 


6492 


Table 1 


NA 


6493 


Table 1 


NA 


6494 


Table 1 


NA 


6495 


Table 1 


NA 


6496 


Table 1 


NA 


6497 


Table 1 


NA 


6498 


Table 1 


NA 


6499 


Table 1 


.NA 


6500 


Table 1 


NA 


6601 


Table 1 


NA 


6502 


Table 1 


NA 


6503 


Tahto 1 


NA 


6504 


Table 1 


NA 


6505 


Table 1 


NA 


6506 


Table 3A 


NA 


6507 


Table 1 


Hs.232400 


6508 


Table 1 


NA 


6509 


Table 1 


Hs.172028 



Table 8 

184B5 

184D2 

184H1 

46D1 

98C1 

98C3 

601439689F1 cDNA, 5' end 
/clone=lMAGE:3924407 /ck>ne_end=5' 

98H4 

GLE1 (yeast homo!og)-like, RNA 
export mediator (GLE1L), mRNA 
/cds=(87,2066) 
113F12 

thyroid receptor Interacting protein 15 
(TRIP15), mRNA /cds=(1 5,1 346) 
173A10 

hypothetical protein FLJ23544 
(FU23544), mRNA/cds=(125,517) 
DNA sequence from clone RP4- 
646B12 on chromosome 1q42.11-42.3. 
Contains an FTH1 (ferritin, heavy 
polypeptide 1) (FTHL6) pseudogene, 
the gene for a novel Ras family protein, 
ESTs, STSs, GSSs and a putative CpG 
island /cds=(0,776) 

174D1 

45B9 

45H8 

111H6 

111E12 

111H11 

112H3 

112E9 

114G3 

117H6 

165E7 

165E11 

165F7 

176A6 

176G2 

176E10 

176F11 

heterogeneous nuclear 
ribonucleoprotein A2/B1 (HNRPA2B1), 
transcript variant B1, mRNA 
/cds=(169,1230) 
71 F2 

a disintegrin and metalloproteinase 
domain 10 (ADAM10), mRNA 
/cds=(469,2715) 



1 AAGCAGTATACCATTTATATAGCAAA 

C AGCCAGTGGC CAGTTC ACTGTAT 
1 CTGCCCTTTGGTAGTGAGAGGACCA 

CGCCAATGATGCTTTTAAGTAACCT 
1 CATTTCTTCATCTCTAAG GCACACTT 

GCTAC CCCTCTTTG CTG ACCC CAG 
1 GCCTGCGTGTCTGTCTCAGTGTTTCC 

TGGTCCTCCTCTAAGTACTCTAAA 
1 AATCCTAGACATGTGCTTGTCATTGC 

TCCCATGAAGGTAGTTTTCAAACA 
1 ACCAATAGAGAAGAAGCTCTAGAAGA 

CAAAATCCCAAACCTTGGCACAAA 
1 G GCTTCAACAGAAAC ATC AAATGCCA 

AGACCAGTGAGAGAGCGTCAAAAA 

1 G CAAG CCC ACTAAAATAAAC ATCTAA 
CCAGC ATCTTTCCCC CATTATAGG 

1 ATGGATCTGTTCCTCTGTGCTAAATG 
TCTTGTGGCAGGGTGTGTTTGTGG 

1 GCCGTAATGTCTCGGGATCTCTAATA 

ATAGAGGAGGTGAGTTGTGGTGTC 
1 AGGCACTCCTCAACCAGTGTTCACTG 

AATTCAACTGCTGAAATTGTAACA 
1 AGAGAGGGTTTTAAGGGAGGGCTTG 

TGAATACTTGG G AGAATACGGAAG G 
1 ATGAATTTGAAGACATGGTGGCTGAA 

AAGCGGCTCATCCCAGATGGCTGT 
1 TTCC ACAGATAGGTAAGCCAGGCG C 

GGCAAGATGAGACTGTATTCAGTTA 



1 TCTTGTCCTAGTCATTGTGGCAACCC 

CATCTGACACCTTGTGTAGTACCT 
1 TTCTG GCAAG CTCTTGTCATGGTGTT 

CGACACTTCCTTCTGTCTTCTTGG 
1 TTTCAACATGGCTAGATCCATCAGAA 

ACTGAAGGCGGGGAGAAAGCTCTC 
1 GGTACTCAAAGGAAATTACTCTTTCT 

CTG GAACCCTG GC AGAAAGTTTTA 
1 ATCCTTCCTACCTTTTATTATGAAAGT 

TTTGGTACCTGGCCCGGCGAGCG 
1 ATTAAGGTTTTTAACATCTACTTTGGG 

TGATGGAG CCTTCAATG AAGTC A 
1 GAAAGACTACGAATTTCGCTGGGAG 

GTAATAGGGAAGCCTTCCACATAAA 
1 AAATGAGGTCAG CAATAACCTTGATT 

CGGTCCTCCACTGGCAACATTTTA 
1 CTTCTCTCCCTGTAACCAGGCAGTGT 

GTGG GCGGGGCTCAGAACATATCT 
1 GTTGCCCTGATCTGGAAATCCTGTTG 

CTTCTTCTGGGATGAAGGAACCTC 
1 TAAGATAACCCACAGGCACTTCCTGT 

CATAAAGCCAACGACACAGACCAG 
1 ATGGGAACAGGATGTTAAATACACAC 

ATACATACGCACACAAGCGTTGGG 
1 CCTCTGCTATCACTAGAGAATGTAGA 

GAATGGAAATGG CTGCCTTTATGC 
1 GATACAGATGTGATTATTCAGCCTCA 

AG G GGACTTCTCCATTGCGTAACG 
1 TTATTGTTAC CAATTAGAATC AG CAAT 

TCAACTGTGCGGTGATTTGGCCT 
1 TCATCACTTGG GTTAACTAAAGGTTT 

GCGTATCACACAATTACACTACAA 
1 TTCATAGTCAAACAAAAGGTAAGATC 

ATGCATATACCCACGGCAACAAGG 
1 CCCACCCCCTTCCCCTCCATGTGAAG 

ATTTGG GTGCTTAACATATCATTT 



1 GGGAGACATGCTGATTCCACTCAAAG 
ATCTCATAATAAACAGCTTTGGCC 

1 AAATAAATTTGGAATGGGACATTGTG 
CTGTTTCACCTTCAATGCTGTTAA 
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Table 8 



6510 


Table 1 


Hs. 180610 


snHHnn fartnr nrnlinp/nhitamin& rich 

opiiwi'ty ia^^j ysi unu c/yiuioi i ici ic moil 


1 


AGAAC AGTCTTG GGTTCAGGGGTGT 








(r»h/nvrimiriine tract-bindina nrotein- 




GATGCCAGAATGTAI 1 1 ICGTACCT 








associated) fSFPQ) mRNA 












/cds=(85,2208) 






6511 


Table 1 


NA 


124G4 


1 


AAG G CG AAGTC AATCCCATCTCCCTG 












AACCCAACTGCCAGTAGGTAGTTC 


6512 


Table 1 


NA 


124C8 




AGTTAAACTGTTGGTGAGGTAGTGTG 












TCAGGTAP.TP.TGTATATTAG CTCT 


6513 


Table 1 


NA 


124F9 


•j 


ACTGGATAAACAGAACGGATCAAAGA 












TAAAAGTATTPTTGTTGCPTGGGP 


6514 


Tabfp ^A 


NA 


127A12 




GTPPPTTAPPftRAGGGAftAGTTfiTP 












PTPTTTCiPPPAPAGTPTAP.P.PTPAn 


OO JO 




nb.ou (OU 


RH1R<>997^P1 rDNA Vonrf 
DU ID3^Z/0r 1 CLMNA, O erlQ 


i 


A PTftfi A PTAPTfs A A PTTTAft A ATAPT 








/Hrmo-lMAfiF-'WlSfi'in /pinna pnH-*V 




rVTPPTAAP,f'5AAATAP,P.TPTn;(^p,PA 






MA 

IvM 


1R1 CO 

ID i to 


•j 


PAAAPAAPAAAA/VITiP.PPTPPATP/SP 












TP.Tfi a ^pptptp a a rcp. m a p a p.r;rc p 


OO I / 


Tahlo 1 


NA 


loo to 


1 


A Afi fiTf5f5PTP ftPTTTTATY; ATA P APT 












flfSTf^P^TAATPTAP.PPP 1 ITVl'fZCZT 


DOT 0 


i auie £. 


MA 


1 y l ro 


1 

i 


"TY2 P TP A A TTPP P AT A P A TY2P A PT ATA 












flfirC nf^fl AT A fi A A A ATP flTP A f2PT 


do iy 


Tahlo A 


MA 
IMM 


1 


<j 


TTP kArin ATflTfS A PTfl A T A TPTl^ (ITfl 












Tftft rTTATTTTfSTTTP.TTT I'fSf3f5fi 
1 oo M Irtl 1 1 lul 1 ml 1 1 1 oOoo 




Table 1 


MA 
INM 




4 


A ftPTTTfi/5A A All 1/2 A A P AACCTrT/l 












GACAAAATCAGGCAATAACAGACT 


6521 


db mining 


NA 


458C6 


1 


CACTTCCTGAGTGTTTCCTGAGAACA 












A A Pr! ATP A f2 A rSPTTPrSCSPTfTTP A 
MMouM | UMuAUu 1 1 l/UUO 1 0 1 orto 




Tahlo "1 


MA 


/COCA 


1 


1 1 1 I'PP 1 1 1 1 PfSPTPAPT I'TPPPAPTP 












A PTf5TPTf2TPTPTP ATTTTPTPT 
MO IOIUIuIIjIOI 1 1 1 1 O 1 O 1 


6523 


Table 1 


NA 


458G10 


■J 


GPATGGRAATTGGPTRTPATPAPTPA 












TAG CACG GTGTATAAACTC AAGGA 


6524 


Table 1 


NA 


459B3 


1 


GTCCACTCAAGTTACCTGGCTGTCTA 












TCTTTTGGCTG AC CC CTGAAG C GA 


6525 


Table 1 


NA 


459D2 


1 


CTAAGTAAGCAAAGAGGCAGAGGGG 












AGGAG G GGAGTGTTTGGTACTGTCC 


6526 


Table 1 


NA 


459E6 


1 


TGGTGCGGTGTTCATGATTATTATGC 












AGGGTGGAAGTTCAGTATTTGGTC 


6527 


Table 3A 


Hs.20830 


DNA sequence from cosmid ICK0721Q 


1 


AGCACATTTGTGCAGAAAGGTTTTGC 








on chromosome 6. Contains a 60S 




AGGTATCTGAGGCACTGCTCACCT 



Ribosomal Protein L35A LIKE 
pseudogene, a gene coding for a 60S 
Ribosomal Protein L12 LIKE protein in 
an intron of trie HSET gene coding for a 
Kinesin related protein, the PHF1 
(PHF2) gene coding for alternative 
splice products PHD finger proteins 1 
and 2, the gene coding for five different 
alternatively spliced mRNAs coding for 
a protein similar to CYTA (CYCY) and 
identical to a polypeptide coded for by a 
known patented cDNA, and the first two 
exons of the gene coding for the 
homolog of the rat synaptic ras GTPase- 
activating protein p135 SynGAP. 
Contains three predicted CpG islands, 
ESTs and an STS/cds=(163,2184) 



6528 


Table 3A 


NA 


460D5 


1 


AGAACAACACGGGATTGAAGTGGGA 












AGAG ATGGGACCCTC ATTG G ATCTG 


6529 


Table 1 


NA 


460B9 


1 


GGAACAATAGACCTCTTCACTAGCTC 












C CTG CTGTTTG ATGGTTTG GTTGG 


6530 


Table 3A 


NA 


461A4 


1 


AGAGGATGACTTTGAGGTAAATGTTT 












ACGATG C ACGGTTTTAGG CG ATGT 


6531 


Table 1 


NA 


461 G6 


1 


GTGTCCTGGGGAGTGAGGAGAGGTG 












GAGTAGACTCTGAGAGGAGTGAAAA 


6532 


Table 1 


NA 


461 D9 


1 


AGATCATGTCTGGATTGTGTTTCCTA 












TTACCTAGAGACGAACACAGATCT 


6533 


Table 3A 


Hs.80768 


chloride channel 7- (CLCN7), mRNA 


1 


GTGTCCCAGGACGAGCGGGAGTGCA 








/cds=(38,2455) 




CCATGGACCTCTCCGAGTTCATGAA 


6534 


Table 1 


NA 


461 H7 


1 


TGTATGGCTTATAGCCAGAGATGAAA 












C AG AACC C AAGTTAATATTGC CAG 


6535 


Table 1 


Hs.333513 . 


small inducible cytokine subfamily E, 


1 


AGGTTTCAGAATCTGGGCCTTACCTT 








member 1 (endothelial monocyte- 




TACAGGTTCAACAAAAGAATGGCA 








activating) (SCYE1), mRNA 












/cds=(49,987) 






6536 


Table 1 


NA 


463A5 


1 


AAGATG AG GCGTAGCTCATGTAC AAA 












TGCAGCATTCTCATAAGTGCTTTA 


6537 


Table 1 


NA 


463B2 


1 


AGATAGTGGTATTTGGGTGCTGGGCT 



TGTCTG AACTG AGGAGGTGG GTG C 
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6538 Table 1 

6539 Table 3A 

6540 Table 1 

6541 Table 1 

6542 Table 1 

6543 Table 1 

6544 Table 1 

6545 Table 1 

6546 Table 1 

6547 Table 1 

6548 Table 1 

6549 Table 1 



6550 
6551 
6552 
6553 
6554 



6557 
6558 
6559 



Table 1 
Table 1 
Table 2 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 3A 



6560 Table 1 

6561 Table 1 

6562 Table 1 

6563 Table 1 

6564 Table 3A 

6565 Table 1 

6566 Tablel 

6567 Table 1 

6568 Table 1 

6569 Table 1 

6570 Table 1 

6571 Table 1 

6572 Table 1 



NA 

Hs.40919 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

Hs.221695 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

Hs. 136309 



NA 
NA 
NA 
NA 
NA 

Hs.319825 

Hs.17481 

NA 
NA 
NA 
NA 

NA 
NA 



Table 8 

463C5 

hypothetical protein FU1451 1 
(FLJ14511), mRNA/cdS=(22,1272) 
463H5 

463A7 

463B10 

463C7 

463F10 

464C2 

464C5 

464C10 

464D8 

7k30d01.x1 cDNA, 3' end 
/clone=IMAGE:3476785 /clone_end=3 l 

464E7 

464H12 

465B3 

465G2 

465H5 

465A12 

465F7 

465G8 

465H10 

DNA sequence from clone RP4- 
612B15 on chromosome 1p22.2-31.1. 
Contains the (possibly pseudo) gene for 
a novel protein similar to 60S ribosomal 
protein L17 (RPL17), the gene for CGI- 
61, endophilin B1 and KIAA0491, ESTs, 
STSs, GSSs and two CpG islands 
/cds=(1011,1406) 
515C12 

515H10 

55G3 

55F9 

99E7 

602021 477F1 cONA, 5' end 
/clone=IMAGE:4156915 /done_end=5' 

mRNA; cDNA DKF2p434G2415 (from 
clone DKFZp434G2415) 
/cds=UNKNOWN 
116C9 

128F5 

135F10 

189F3 



189A8 
195H12 



PCT/US01/47856 



CCTTGCACCAGAGACGACTGACATAT 

ATAGATGGGAGTCACTCATGCGCT 

GGTGTAGCGTGAAGATCTGGACAGC 

GCACTACGACCCGGGCCACTGTTTC 

AGAAGCAAACCTGTGAAGCTACTATC 

GTTTATCATCAGTGTGAATGCACT 

TAGTG ATACAATTTGGGGTG CCAGAG 

GTTGGGGGTAAGGAATTTTGAAGC 

GTGTGG CCTAAGG AACACCTCTTGTG 

GGGAGTAAGAGCCAGCCCTTCCTC 

AGATGCGGGCGCAAGCTTATGTCCT 

GTTATGAGGGTTTAAATTAGATTGG 

TCATAACGCCCTTCAAAACATTGAAT 

AAAATCAGTGCAAAACATTGAGCA 

TGAGAAAGGAGTTAGCAGAATATTAA 

C ATACCG AGAAG CTGTTGTTAGCA 

CTGG AGACTCAG GTCGCTTAAGTGG 

AGGGGACGGGCACAGCCATTCCTCC 

AAAG ACCTGC C ACTTATTTTTGGCTC 

TCATCTGTACTCTTAAGTGTGTGT 

AGACACAGCTGCAGAAAACTTATTCT 

TTTCAAGCATGCACAGTCACAAAA 

CATTCAACAACACAAACCGAGCACCT 

ACTGTGTGCCACGCCACAGACAAG 

CCTAGGAAACACAGGTCAAAGAAACA 

CAGTCCAACATGTATTCAGAATTC 

AAACGCAATCTATTTTAGGTTTGAGAT 

TAGAAG CTGAGGCCAAGGACTCA 

TCCTCCAGATGCATGGTCCGTGAAGA 

AATTTAATAGCAAAGACGAGAAGA 

GGCTCTCATGCTTATGCCACACATCC 

TTGATTCTGCTTAGGAGTCTCTGG 

AAGCCTGAGCTAACAAGAGCTGAGG 

ACAGTAGCTTATTCCTCTTTATGGG 

TGGATGATGGGATTGGATAAGCATGT 

GGACTGGATTGTGTTACAAACTCT 

TGCTGTTTCTAGGATTAACACGAAAT 

CATCACTTTG CCATATTTTGAGCT 

GGCTCAGCACAAAAGAGAATTCGTAG 

CACTTTCATGTGAAAGCAGACCCA 

GATATTAAGGTACTTTCAGTACAAATC 

TGGTG CTGTGAGTGGGCTCATCC 

TCCAGTTTCTCATAAACAAATTCTTCT 

ATCCTGGCATTTGGATTTGGGTT 



TCATGGTCATAGCTGTAACCTGTGTG 

AAATAGTAATCAGATCAAAAAGCG 

ATATGTACCTGGAGGGCGGACGATC 

GAAATTACTAGTGAATTAGCGGCAG 

TGCGAGTGTAATTTCTGTAAGGAGGG 

TATGGGATAATTAATAGCACGCCT 

GCCCCCAGCATTCAATTCATTTTGTA 

CCCTTAGTTTAAAGAACTTCTCCC 

AACTTTG CTTTCTG AAGGTTTTG GTG 

TACCTCGGGCGCGAACACGCTAAT 

ATTGACTCCACTTTGTGCCAAGCTCT 

GCGGGTAGGCATATTTCATATCTT 

CAGTGG AGAAG CTGCACTGTCTCCG 
GGCTTGTGTGATCCGATCTCTGTAC 

AGCTTTGAAAGTAATGTCTAACCCTG 

CTGTCAGTTTATCACAAGTGCATT 

AGCTTAATTGAATTGGAGGAGCACCG 

AACAGGCAGTTTCCTGAGCAGTGG 

GCTCTCACTGATCTCTCTTCTCTATCT 

CTTTCTGCAGTTATACCAGCACT 

TGAGAAGAGCTGTGAAGGCAGAGGC 

GGGGCAAGTGCAAAGGTCCTGACTT 

AACTCC CTGTTCAGTTCAGTTGCTAA 
TGATCTCAAGCTCTTCCCTGATTA 
CAG C CTAATG CCTAACCACACAGATA 
CCATTGGTGGGCGACGTGACCCAG 
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6573 Table 1 

6574 Table 3A 

6575 Table 1 

6576 Table 1 

6577 Table 1 



6578 
6579 
6580 
6581 
6582 
6583 
6584 
6585 
6586 
6587 



6589 
6590 
6591 

6592 
6593 
6594 
6595 
6596 
6597 



6599 
6600 
6601 
6602 
6603 
6604 
6605 
6606 
6607 
6608 



Table 1 
Table 2 
Table 1 
Table 1 
Table 1 
Table 1 
Table 3A 
Table 1 
Table 3A 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 

Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 2 
Table 1 
Table 1 
Table 1 



6609 Table 3A 

6610 Table 1 



Hs.292457 

NA 
NA 
NA 

NA 

NA 
NA 
NA 

Hs.7187 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

Hs.13231 
NA 

NA 

NA . 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

Hs.75354 

NA 

NA 

NA 

NA 

NA 
NA 



Table 8 

Homo sapiens, clone MGC:16362 
IMAGE:3927795, mRNA, complete c 
/cds=(498,635) 
466C4 

46BD1 

466G2 



466H5 

466B7 

466B10 

466C9 

mRNA for KIAA1757 protein, partial 
cds/cds=(347,4576) 
121F1 

121A11 

121F8 

178B2 

178B5 

178F5 

178C12 

462A11 

0d15d12.s1 cDNA 
/clone=lMAGE:1368023 
462D9 

462E8 

462F9 

462F11 

462G12 

462H9 

472B1 

472C1 

472E6 

472F4 

472G2 

472D7 

472G12 

mRNA for KIAA0219 gene, partial cds 
/cds=(0,7239) 
64G9 

467E5 

467A8 

467C9 

467F8 
468E6 



PCT/US01/47856 



C ACCATCTTTTG CTCGGATACTAGCC 
CGCAATACCCACTCACCTACCACC 

AGGGTCTCCACCTTACAGAAGTACAT 
GAAC AAC C AGAG ATAG CAGGGCTG 
ACCAGGAAAAGTAAAAATCATAGTTG 
GTGTCTCTCGGGTTTCTC AC CTTC 
ATGTATGAGAGAGATTCGAGATGAGT 
TAAAG GAGGGAAG GG AG G GGTG GT 

CATGAGTATTGG CACTG GGGTTC AAG 
TTCCAGGG CAG AG C AGGATAAG AG 

CTCCTG GGGCTGGAGTCCTGGTCTG 

CCTTCTGGGGACAGAGATTAGGTCG 

TGGAACTTCAGTCAAAAACATCTGTA 

CTTTGTACAG GACAAAGATTTGG C 

ATAGAACTTGTTTTAC CTATGAGCCTT 

GCCTTGTATTTATTCACTGTGGC 

ACATCTCTTGTGAAAGTTCAAATGTTA 

CAGCAAGGTGTAAACACTCCACT 

GGGTGAATTAATCG G GAGATGG GTA 

GTCAGGGCAAATGATGGGTGGGTTT 

TGCAATTGTGGAGACAAATTGTTAGA 

GTTTAAATC CTGGCTCTGTTCCCT 

GGACCTATGTCCTCAAGACATGGAAA 

CTACTAGTTCTGTCGTGCCAGGAG 

AATTAAGGATGCCCTACCGACATCTA 

TCAGCATACCTGGAACAGGTTCGA 

CGGCCAACCCAGGAGGGCAGGTGTT 

TTGGGCATCTGGTTTATAGTACCTC 

GCTG GGGTGAAAACTTGAAGACTCA 

GACCTCAGTGGAAACAGATGAATGT 

CCCCAGGCTCTGTGACGCTTGAAATT 

CTAATTAGCGCAGAAAAGGGCTAA 

CCTGACTAC GTGTTTTCC CC ACAGAC 

ATCACACTGGTTCACCTCGTTGAA 

AATGGAAAGACACTTCTGTATACACT 

GGAAATCTCAGGAAATTTC I Mill CC 

GACAGTAC AGTACCCTAAGAG CACTG 

AGGAG GGCCACCCCACGTGAACTC 

TTTCCTTGGAGATTTCAGGCATCTTA 

GGCCGGAAGGGACCTCGAAGGTGG 

CTC CGCTTCTTTC ACTCATTCGTTTAG 

TGTTTCTTTAAGCTTTGCCTTGT 

TCCACATTTTGATCATGCATTTATGAA 

AGCCCTGGGTTTGTTATTGAGAA 

GCTATCTTCTGCTGAATCAGCGTAAT 

GCTGATATACACCCTATTTTCTGT 

AAAAGAAAAGTTTTTC AACCCAG GGA 

ATTTATAGTGGGTGTCAGTCGAGA 

AGGAGACGATGTAGGGGGAAGTGTG 

TTAGATTGTAATG G AGGG GTTTG GA 

GCTCTTTCCCAGACCCAGCCGCCAG 

GTTCTCTGTAGAAGAAAATAAATGC 

AAGGAGGAATGGGAATCTCAAGCTCA 

AGG G C ACTCTCACTAATTGTGGGT 

AAATAGCCACCTTCTCCCCATTTTCT 

GTCAGAACACACACTTTATATCCA 

TTTGGTAAAAGAGATTGGAGGGGACA 

CCAGG G AAACCAG GATTTTCTGGC 

AAGTGCTAAGGCATTCTCTAAACTAT 

CTTTCCAGCTCCGGGCGACAATGG 

CCACTCTCTAAGTCAAGCGAGTCCTT 

C CTGCATACCTGTACTGG GTGCTG 

G GACTTTGCAGG CTTCATTCCCTGTC 

TGTGTCTTTTCCTTCTGGTGTGTT 

ATTTGCTGGC C AATCCTG CTGACTAT 

GAATCTTTGGGGGCACTGAGTTAC 

CTGGGGTACTGGGGAAAAGGAACTG 

GTATTGAGATTTTATATTTGGGGCG 

TTG AGTAAG GCTCAG AGTTGCAG ATG 

AGGTG CAG AG AACATCCTGTGACT 

G GTCAC AGAG AG AAATGGTAGCTGA 

AGAAGCAGGGCACGAGGGCTCTAAC 

TTTC CGGTATATTCGTGTG G GTTG AC 
TTTTTGTGTGTGTG GTTGTGGTG G 
GGATCTCTTGCTCCTCTCACCTGTGT 
GACAGACTACTAACAGCCCAACTG 
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6611 
6612 
6613 
6614 
6615 
6616 
6617 
6618 
6619 
6620 
6621 
6622 
6623 
6624 
6625 



Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Tablel 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 



6626 Table 1 

6627 Table 1 

6628 Table 1 

6629 Table 1 

6630 Table 1 

6631 Table 1 

6632 Table 1 

6633 Table 1 

6634 Table 1 

6635 Table 1 

6636 Table 1 

6637 Table 1 

6638 Table 1 

6639 Table 1 

6640 Table 1 

6641 Table 1 

6642 Table 1 

6643 Table 1 

6644 Table 1 

6645 Table 1 

6646 Table 1 

6647 Table 2 

6648 Table 1 

6649 Table 1 

6650 Table 1 



NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

Hs.118174 
NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 



Table 8 

468B9 

468E10 

468F10 

468F11 

468G12 

468H11 



469D2 

469A10 

469E12 

469F8 

469G8 

470B2 

tetralricopeptide repeat domain 3 
(TTC3), mRNA/cds=(2082,7460) 
470C3 

470D5 

470E1 

470E5 

470F3 

470G6 

470B8 

470G10 

471 D6 

471 F1 

471 F4 

471 F6 

471 E9 

471 E11 

471H11 

473E4 

473F3 

473E11 

476C1 

476D3 

476F5 

476G3 

476G4 

476A10 
476G8 
476H10 



PCT/US01/47856 



ACAGTGTGGG ACAGAAGAGTG CTCA 

GTGATTAAATGCGTGATAATAGATT 

CTCTCTCGCAATTTACAACCGCTTTC 

AGTACCATTCACCGTCACTCCTCT 

CTTTGG GGAGTGGAGTTGTTGTAG AT 

GGGGAGAGAATCAGAACAAGGAGA 

CCTTACTGCTTACGGTCATC GGTCAT 

CAGCCCAACCCGCTTGGTTAGGTG 

AGAGTATAATTTCCCCAGTGTGGAGT 

GGTTAGTGTTGCTAAAG AAG AG GT 

CTGATGTCGTGTCTGC ACTCACCTG G 

TCATGTGTTCTGTTGTGCGGTAGT 

AGGGGCAGAGAAGAATCCACACTCA 

CAAGAGATGACCAGGAGTAAAACTG 

CCCAGCAGAGGCCAACAAGCAGCCA 

TACCCAAACTTCAGCCAAAATAAAA 

TGTGCAAATACGGCGAGAAGAAGTG 

CATGAGAAAGTGCTTTATAAGCTGT 

CCAGCTTTTCCTTTGATGTTAGTTAG 

CAGTAAGTCACAGGTTTGAGCCCC 

GGCACGCATCCTCATTCCTGCATGCT 

CTTAGAATATCTATCAATGATCAT 

ACTTCTATACTCAGTGCGCTGTGG GT 

AACCAAG CAAGCAGGTTTGTTGTC 

G CGGGATGGTGGGAAGAC AG AC ACT 

GCCTTAGAGCATGAATAATTGAAGA 

AGGTAG ACTATTTAG CTGGAAGC ATC 

CAAACAGG G GATTTTAAAAATACTCA 

AAAATGTAG GTTAAAACTCTC ACTTAA 

GAAGGAGAAGATCTGAGTAAACCCA 

ACCTGAACAATGAATGAAGAAAGGAA 

GACTTGGTTCTTCTAGCTCTGGAC 

CATGGCTCACAAGCTCTAACACTCCC 

CTCCCTCCAGATCCTAAGAAGAAG 

TCTGAGCTTCACTTCAAGAACTGGTA 

GTCCAAAAGAACTGGTTCGTTCAG 

ACTTCACTCAC I 1 1 I I AGCCTGTTCAT 

ATGAGCTTGTCAGTGCTTTTGTT 

TG AG GAGGATGGGAGG CG CACAGGC 

AATTTAGCTAGATATAGAAAGAGAA 

AGCTGATTTGGATTCTTGCGGTTTGC 

ATC GGTCTMTTTATC AAGTGTGT 

TCCATCCTTGGAAGCTTGACAAGCAT 

TCACACTACTGG CTCACCTACTAT 

TAGCACTGTAGCCAGAGTCCCTGCTT 

GTACCAGGAAGCTGGGTGGTGGTT 

TGGATAGTCAGAATTACGTGTTTTGT 

GGATTGGGGAGGGAGGGGAGGAAA 

GCACTCCTGGAACCTTCTCACTAATT 

CGGGGACCAGTTTTGTGAATGTTG 

TTG CTGCGGATG AC CTGACTG AGC C 

CTGGGAGACTGTGCTATAATCTCTC 

AGAAGGAGGATCTGTTCTAAACATCT 

G CG AG GGG AGG AC AAAGCATTG AA 

CTTGCATCTGAGTGAAGATGAACCTT 

TCTTTCCCAGCCCTGAGAG AG GGA 

GTCTAGCTGGCAGGTGATGGATGAAT 

GGATGAGCTGGCAGACCAACAGAA 

TGCATGGAAATGTTTCGAGTACGGGG 

AAAATAAGGGAGCCAAAACTGTGT 

TTTTAAGGTGTGACTCAATTTACAGG 

C ATTCTGTATTTTTGCGATTTG GT 

ACCTTTGGGAGAAAGTCTTACAACTA 

C ATGAAATG C AG ATTTATGGACTC 

GAAGG GACAGAACAATC AACTGTGA 

GAGATGGGAAGAAAACTCAAATGGA 

CTAGTTTGGGGACTTTCATTGGG CAC 

GTGAATCCAGGAGGGCTGAATTTT 

GGCCCAGATTGTAGACAGCATAAAAA 

TAATTTTGGGCTTTTCCTGTTAAA 

CTGGGCTTCTTGTGTGAGAAGCACC 

GCAGCCAAGAACAACCAGTGCAACT 

GAAGGGGGATTCGGTGATGGGGGAA 

GCCAAGGGACAAGGGAAAAAGGAAA 

AACCCAACCATGAAAAAGAAGAAGCT 

CTGGACTACGG CCAG GCGTGGGAG 

TG GCTATTTGAGTTTTCTCTTACATG A 

AATGCCTGGCAACGTACACTGGC 

TGAACTCTGATTTCCGCCGAAACTAG 

GAGGAAACACCCAAAAGAAGACGG 
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Table 8 



6651 


Table 2 


NA 


477E1 1 


TTTGCTGGGACTAAAATCAAAACTGC 










ACTGCAGAGCAGGTGAGGGTTCAT 


6652 


Table 1 


NA 


477E6 1 


TGGAGAGTGTGTGTATTACCA 1 1 I 1 1 I 










TAC ATTGC ATC AC ATTTTAC CATCTAT 










ATCT 


6653 


Table 2 


NA 


477A11 1 


TTTGAAGCCCCTCATAGAGAAGAGAC 










TGTACCATAAGAGAAGCCCACTCA 


6654 


Table 1 


NA 


477D9 1 


AACTCTCAGTCCATGAGCTTGATTAC 










TCC ATTGTACC ATTTG GAAGCC C A 


6655 


Table 1 


NA 


477D10 1 


GTGGGTAGCCATTAAGTGGTCTGGC 










ACAGAAAGGGACAAGTAGCTTCAAG 


6656 


Table 2 


NA 


480A3 1 


CTGGTG CTGAGTGG AGTCACAGTAA 










GGCTGTAGATGGAGCGC CCTG GGAA 


6657 


Table 1 


NA 


480B5 1 


TTTTGATGTGACCAGTCGTGCATGGC 










GGGGGACAGGAGCTTAGGGGGAAT 


6658 


Table 1 


NA 


480D2 1 


ATTATGCATGTCGAGGGGACAACTTT 










TATTAAACAGGAGGGGTGTGTCTT 


6659 


Table 1 


NA 


480E2 1 


TGGTCATGTTTCCCTCTTTACTCCAC 










GACAGTTTCATTATTGTAACCAGG 


6660 


Table 1 


NA 


480E3 1 


TTCTGTTGGTTATATGAATGG C AGTT 










ATTGTCTCC C AGTGTGTGGGTTCT 


6661 


Table 1 


NA 


480F3 1 


AGTCCTGGCAACTTTACCTGGGAATT 










GTCTGTAATCTTTAAG CAGTGGCG 


6662 


Table 1 


NA 


480G4 1 


AGGACTTATCTAGCTTTCACAGATTC 










AGAGTG CGTTTCAAACATCATTGT 


6663 


Table 1 


NA 


480C8 1 


TTTAAC AGGCTTATCTAG GAC ATAGG 










CCCAAG AGGGAG GAGGAGG AAGGC 


6664 


TaWel 


NA 


480D9 1 


CTCCAGGCCGAACGAGCCTCCACTC 










TGGATTAAGATCTGTCATCTTGACA 


6665 


Table 1 


NA 


480E7 1 


GCAGGACTTGTGGCAGGACTCAACG 










GG AGAGAAAGAG G CTGAAAC ATAAA 


DODO 


Table 1 


NA 


480E11 1 


AAGAACATCCCAACTTTTCCGGTAGG 










CAAGTGTCAAGTCACCTGGACAAT 


6667 


Table 1 


NA 


480F8 1 


TCTGTGGCTTGTTGTGGGACCCTGC 










GCCCTTTAAATTAGGGCATATTTTA 


6668 


Table 1 


NA 


487F11 1 


G CGCTAAAAACCTGGTGATTAAATGA 










CAAACAGAACGTGAGAAGAGATTT 


6669 


Table 3A 


NA 


499G1 1 


TCCTGCACACAACAAATAAAGACAAG 










AATAAAGGGCCACCCATCAGTAGC 


6670 


Table 1 


NA 


518F10 1 


ATGTTGTTCAAATTAAACATCATACCA 










CATG GGGG CAGCTACCAATTTTT 


6671 


Table 3A 


NA 


524A12 1 


TAATATGAAAAGCTGGAAAAGAATTA 










AGGGGTTGAGGAGACGTGCCGGGT 


6672 


Table 1 


NA 


526B9 1 


GTTACCCTGACGAATGCAGTCCTCGT 










GTG GAATGTCTATGCCCTCTTGAG 


6673 


Table 1 


NA 


583B5 1 


ACACCAGCAGTCATAGG GG AAAG GG 










G AATACAGTTAATTGG GTATTTGTT 


6674 


Table 1 


NA 


583 D6 1 


ACTCCCTCCCATCTCTGGTCTTTAGT 










TGGAAGCAAGCTTTCGGACAACGG 


6675 


Table 1 


NA 


583G8 1 


TCCAACAAGGGTTACGGCAGAATTTA 










TGCGAAAGTCTTCTTTGGGCTAAA 


6676 


Table 3A 


NA - 


584A1 1 


TTGTTCTGCTC AGG CC AAGGATTGTT 










GTGTGCTCTGTATTTGCTGCTTTG 


6677 


Table 1 


NA 


584D3 1 


GGC CC GGCATGTCTTCGTTTTGTC AG 










TCCTCATCCAATCCATCTTCATAT 


6678 


Table 3A 


NA 


DNA sequence from clone RP4-620E1 1 1 


GTGGGTTTTTAG ACAC CTGCAGCAAG 








on chromosome 20q11 .2-12 Contains t 


AAGAAATACTGACTGACTAGGCAT 


6679 


Table 3A 


NA 


591 H9 1 


TTTTAAAGAAAAATCTATTATCTTGGA 










GCATGGATGGGGGAATGCGAAGG 


6680 


Table 3A 


Hs.6179 


DNA sequence from clone RP3-434P1 1 


CAGAAGAAACATGGCAAACTGCTCTG 








on chromosome 22 Contains the 


TGCTTTCAAACCAAAGTGTTCCCC 



KCNJ4 gene for inwardly rectifying 
potassium channel J4 (hlppocampal 
inward rectifier, HIR, HRK1, H1RK2, 
KIR2.3), the KDELR3 gene for KDEL 
(Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein retention receptor 3, 
the DDX17 gene for DEAD/H (Asp-Glu- 
Ala-Asp/His) box polypeptide 17(72k_D), 
ESTs, STSs, GSSs and six putative 
CpG islands /cds=(307,2259) 

6681 Table 1 Hs.44577 602388170F1 cDNA, 5' end 1 GTTACTTAAGATCAGTATGTGTGGTG 

/clone=IMAGE:451 71 29 /clone_end=5* CATATGTGATTTCGACCATTCAGT 



6682 Table 3A 

6683 Table 1 

6684 Table 1 



Hs.108124 

NA 

NA 



cDNA: FU23088 fis, done LNG07026 

/cds=UNKNOWN 

119F12 

119G10 



GAGAATTTCCGTCTGATCTATGACAC 
CAAGGGTCGCTTTGCTGTACCTCG 
CTGG GTTAATACTCAC C AACTTTG AG 
AAGGTTGGTCTCTGCTCTTCTGTA 
GG AAAG AC AGGTGAGTGTGC C AC AA 
CTACCTAACAC ATC AG C AAATCTG G 
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6685 Table 1 



NA 



6686 Table 1 NA 

6687 Table 1 NA 

6688 Table 2 NA 

6689 Table 1 NA 

6690 Table 1 NA 

6691 Table 3A NA 



6692 Table! 

6693 Table 1 

6694 Table 1 

6695 Table 3A 

6696 Table 1 

6697 Table 1 

6698 Table 1 

6699 Table 1 

6700 Table 1 

6701 Table 1 

6702 Table 1 

6703 Table 1 

6704 Table 1 

6705 Table 1 

6706 Table 1 

6707 Table 3A 

6708 Table 1 

6709 Table 1 

6710 Table 1 

6711 Table 1 

6712 Table 3A 

6713 Table 1 

6714 Table 3A 

6715 Table 3A 

6716 Table 3A 

6717 Table 3A 

6718 Table 3A 



NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 
NA 
NA 

Hs.169370 
NA 



NA 



NA 



NA 



NA 



NA 



AA077131 



AA501725 



AA501934 



AA579400 



AF249845 



Table 8 

485A6 

485D5 
489H9 
494B11 

478E5 
478G6 
478H3 

478C7 

478G8 

478H7 

479B4 

479D2 

479G2 

479G3 

479G5 

479G6 

479H4 

479H5 

479H6 

479G12 

479H12 

482A5 

483G5 

486C4 

490F10 

493C2 

58G4 

DNA sequence from PAC 66H14 on 
chromosome 6q21-2Z Contains FYN 
(P59-FYN, SYN, SLK) gene coding for 
two isoforms. Contains ESTs and STSs 
/cds=(12,1706) 
598H2 

1836605 7B08E10 Chromosome 7 Fetal Brain 
cDNA Library cDNA clone 7B08E10, 
mRNA sequence 

2236692 ng18e12.s1 NCI_CGAP__Lip2 cDNA 

clone IMAGE:929806 similar to contains 
Alu repetitive element;, mRNA 

2236901 nh56a10.s1 NCI_CGAP_Pr8 cDNA 

clone IMAGE:956346, mRNA sequence 

2357584 nf33d05.s1 NCl_CGAP_Pr1 cDNA 

clone IMAGE:915561 similar to contains 
Alu repetitive element;contains 

8099620 isolate Siddi 1 o hypervariable region I, 
mitochondrial sequence 



PC17US01/47856 



GTCACTTTAGCGAGCGGGAAAACAAT 
GGCGGAAAGGGAAAACCTGGAAAG 

CGATAAGCTGTGGTGTTGGGAGTGA 

GAGATGTTACTTTGCGAATGTTCAA 

AAAGGCTAGGTTTGCGAAAGCCCTTC 

TAAAACTATG CTTTG GTGGTTACT 

CTGACCCTGCCGGGCGGAAGATAAA 

ACAAAAACGAGAAGAACAAGCAAGA 

AAGATTGTAAAAATACATTTTAGGCTC 
AAGAGTTCCAGGGGTTTCAGAGC 
TGCAAGCTGGCACCTTCACGTTTATT 
. TTTAAAGGGCTTCACATCAAAGAT 
AAACAAAGAAGGAAAATGAAGAGGG 
GGAAAAGATGAACATCAGGCTGGGT 

TCCAAAGGATGTTCTGGTGTTGCAGC 

ATGATTTCTGGTGTTAGTCTTTCT 

TTTGTG GGTGCGTG AGAGGGGATTTA 

TACTCCTTGAGCCATATTTTGTGA 

GGGTTCACAGCATGGGTGGAGGTAA 

GTAGTATTCTCATTGGTTGGTTAGT 

GAC AGTGA GAAGAATATGGAGTAGA . 

GTCCTTTTGGTCTTTGAGGC GGTCA 

AACAGCTGAAGAACAAGAAGGTGAG 

CTCTGAATGCGTCAGGTGGTCATTC 

GGCTGACCAGTACAG GCTTGG GAAT 

TTTATGGTTGGGTG GTTTCTACCAA 

GGGGG AG CTATATTACTGATTAAAAC 

CACCATTTCTTCACCCAACTTATG 

AAGTCTTGTATTATGAGGTACTGGGG 

CTCTGGGGGATATTGAGATGAGAA 

AGTC CTGCTGAATCATTGGTTTATAG 

AAG ACTATCTG GAGGGCCTGATAG 

GGAGCTTCCAGTCTAATAGAAAAGAT 

GCACTTACGAATAGACTTTGGGTA 

TCTGTGCTCTGTGGACCCGTCACCCT 

GAGCTCCTCAGTTG CTG AACCATC 

TGCTGGCATGTGGATAGACTTTAGCA 

AATG GTAGTCATCTTCTAATTTCT 

AATGGGAATCTTAAGGCCTCTCTGGA 

AAGGGTGTGAGGGGGTCGAGGGGG 

TGCATATTGTCACTGACTGGCTAGGG 

TCTCTAAATTTATGAAACCTTACA 

GTCAGCAACTAAAAAGGGAGATATAT 

CTTAGAGAGACTGGAATAAGCAACTC 

GGAAGGACTCAAACTGGCCATAAAG 
GCAATACGGCATGTTCATTACACCA 
TT TGTTG ACTATGAAATAGTGGTCCT 
GGTTTTAACTCTTTGGGGTTCCCT 
AATTATATTTTAG GCTGATGTGGGTG 
GTCTGTAATG CTCTCATTTACCAC 
CTGTGTTTCTGTATG GTATTG CATTTG 
TCCCGGCCTGTTGGGTTTGGTGG 
TTCATGCTCATTAGGACATTGAACAA 
ATGGCAGAGTAAGAAAGTTTGGCC 
G G GAATGG ACTCATATGCAAGATTGC 
TGACTTCGGATTGGCCCGATTGAT ' 



CAACAC ATG GGACGG GAAGG AAATC 
CTTCCGTGTGATTTTGTTAAAAATA 
CAG CC ACCTC CTC AGGTCAGACAAG 
CCCAGCACCCAAATACCACTATCTG 

GGCTTCCCTATTACCTCC CAG CGAAA 
TTCGTAGTCTTTCTCTATGGAGTT 



TGCTGATGTGTTAGGTAGTTGTGGCA 
C ACTCACCTGTCTTTC CTAAATG C 

TTCATGCTCAGCAAAACAACGTTTTA 
GGATGGTGAGAGAAGACAAAGTAA 



TATTAACCACT CAC G G GAGCTCTCC A 
TGCATTTGGTATTTTCGTCTG GGG 
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Table 8 

ad07c09.y1 cDNA /clone=ad07c09- 
(random) 

ad08g1 1 .yl cDNA /clone=ad08g1 1- 
(random) 

nf19e05.x5 NCLCGAPJPrt cDNA 
clone IMAGE:914240 similar to contains 
Alu repetitive element;, mRNA s 

6722 Table 3A Hs.197803 AW379049 6883708 mRNA for KIAA0160 gene, partial cds 

/cds=(0,2413) 

6723 Table 3A Hs.232000 AW380881 6885540 UI-H-Bl0p-abb-h-O6-0-Ul.s1 cDNA, 3' 

end /clone=lMAGE:271 2035 
/clone_end=3' 

6724 Table 3A Hs.325568 AW384988 6889647 602386081 F 1 cDN A, 5' end . 

/clone=IMAGE:4514972 /done^end^ 

6725 Table 3A NA AW836389 7930363 PMO-LT0030-1 01 299-001 -f08 LTO030 

cDNA, mRNA sequence 

6726 Table 3A NA AW837717 7931691 CM2-LT0042-281299-062-e11 LT0042 

cDNA, mRNA sequence 

6727 Table 3A NA AW837808 7931782 CM1-LT0042-1 00300-1 40-f05 LT0042 

cDNA, mRNA sequence 

6728 Table 3A NA AW842489 7936472 PM4-CN0032-050200-002-C1 1 

CN0032 cDNA, mRNA sequence 

6729 Table 3A NA AW846856 7942373 QV3-CT01 95-011 099-001 -c09 CT01 95 

cDNA, mRNA sequence 

6730 Table 3A NA AW856490 7952183 PM4-CT0290-271 099-001 -C04 CT0290 

cDNA, mRNA sequence 

6731 Table 3A NA AW891344 8055549 PM2-NT0079-030500-001-a04 NT0079 

cDNA, mRNA sequence 

6732 Table3A NA BE061115 8405765 QVO-BT0041-011199«039-f09 BT0041 

cDNA, mRNA sequence 

6733 Table 3A NA BEO86076 8476469 PM2-BT0672-130400-006-h09 BT0672 

cDNA, mRNA sequence 

6734 Table 3A NA BE091932 8482384 IL2-BT0733-130400-066-C11 BT0733 

cDNA, mRNA sequence 

6735 Table 3A Hs.173334 BE160822 8623543 ELL-RELATED RNA POLYMERASE II, 

ELONGATION FACTOR (ELL2), 
mRNA /cds=(0,1 922) 

6738 Table 3A NA BE163106 8625827 GV3-HT0457-060400-146-h10 HT0457 

cDNA, mRNA sequence 

6737 Table 3A Hs.301497 BE168334 8631159 arginine-tRNA-protein transferase 1-1 p 

(ATE1) mRNA, alternatively spliced 
product, partial cds /cds=(0, 1 544) 

6738 Table 3A • Hs.172780 BE176373 8639102 60234301 6F1 cDNA, 5' end 

/clone=IMAGE:4453466 /clone_end=5' 

6739 Table 3A NA BE177661 8656813 RC 1-HT059 8-020300-0 11-h02 HT0598 

cDNA, mRNA sequence 

6740 Table 3A NA BE178880 8858032 PM1-HT0609-060300-001-g03 KT0609 

cDNA, mRNA sequence 

6741 Table 3A NA BE247056 9096807 TCBAP1 D64 04 Pediatric pre-B cell 

acute lymphoblastic leukemia Baylor- 
HGSC project=TCBA cDNA clone T 

6742 Table 3A Hs.11050 BE763412 10193336 mRNA; cDNA DKF2p434C01 18 (from 

clone DKFZp434C01 18); partial cds 
/cds=(0,1644) 

6743 Table 3A NA BF330908 11301656 RC3-BT0333-31 0800-1 1 5-f1 1 BT0333 

cDNA, mRNA sequence 

6744 Table 3A NA BF357523 11316597 CM2-HT0945-150900-379-g06 HT0945 

cDNA, mRNA sequence 

6745 Table 3A NA BF364413 11326438 RC6-NN1 068-070600-01 1 -B0 1 

NN10B8 cDNA, mRNA sequence 

6746 Table 3A NA BF373638 11335663 MRO-FT0176-040900-202-g09 FT0176 

cDNA, mRNA sequence 

6747 Table 3A NA BF740663 12067339 QV1-HB0031-07l200-562-h04 HB0031 

cDNA, mRNA sequence 

6748 Table 3A NA ■ BF749089 12075765 MR2-BN0386-051 000-01 4-b04 

BN0386 cDNA, mRNA sequence 
. 6749 Table 3A NA BF758480 12106380 MR4-CT0539-14l100-003-d05 CT0539 

cDNA, mRNA sequence 

6750 Table 3A NA BF773126 12121026 CM3-IT0048-151200-568-f08 IT0048 

cDNA, mRNA sequence 

6751 Table 3A NA BF773393 12121293 CM2-IT0039-19l200-638-h02 IT0039 

cDNA, mRNA sequence 

6752 Table 3A NA BF805164 12134153 QV1 -C 101 73-061 10 0-4 56-f 03 CI0 173 

cDNA, mRNA sequence 

6753 Table 3A NA BF818594 12156027 MR3-CI01 84-201 200-009-a04 CI01 84 

cDNA, mRNA sequence 



6719 db mining Hs.277051 A1630242 4681572 

6720 db mining Hs.277052 AI630342 4681672 

6721 db mining NA AI732228 5053341 



PCT/US01/47856 



1 TTACCTGCTTTGCATGCTCTCCATCG 
TCAAAGTCTTCTGGAAACTTAGGC 

1 CCCCACCCCAACACATACAAACGTTT 
CCCAC CAATCCTTGAACTGCAAAA 

1 TTCAAGGTCCCAATACCCAACTAACT 
CGAAG G AAGAAATGGAAATCTATT 



1 TGCACAGAACTCTTACTTACATGTCT 
CATCGAAACTCC AGAACACC GTCG 

1 TGCATGTATCCCGGTAATTCAAATCC 
AATTTCACAGCCACTGCTGAATAT 

1 TACAGGAAAATGAAACTAGACGGGTG 
GGGGACACTAGAATGAAAACCAGT 

1 AGTTTCTGCTTTCAGTGACTGAGGCT 

TTGCTTTAACCTGGTGACTCC CAA 
1 TCCC ACTTCAAGTTAAG CACCAAAGC 

AATCACTAATTCTGGAG C ACAGGA 
1 CATGGATG GGGGCAGTGGTGTTTCT 

AGTGTGTGAG GAAGCAGAG CAGATG 
1 TCACC AC AGATGG G AAGATC GTTTCC 

TGAAAACAGTCTATAAATCACAGA 
1 CAGACGCTCCAGTGCTGCCGAGGTT 

AGTGTGTTTATTAGACCTGAAATGA 
1 CCCTTTAGGCCTCTTGCCCGAACAGT 

GAACACTAATAGATATCCTAAGCT 
1 ATGGGGATC^TGTTTTATTTTTCTCTA 

TATAATGG GCCAGTGTGTTCCCA 
1 AGCTGTAGACCATAAGCCACCTTCAG 

GTAGTGGTTTGGGAAATCAAGCAA 
1 TGTACTTATGCTTGTCTTCTCTACCTG 

CCCCCAGTCTTGAAGTGGTGGAA 
1 GGAGGGTGTGGGAAGCAAGAGAAGA 

ACATTCTGTTAGG GGC AG AG AAGAA 

1 GCATCTCCAGCTTTCATAGTTACCCA 
ACTTGTAAAC CAGAAGATGTGCTG 

1 G GCCAGTGC CAGACGGTAG CTAGTT 
GGATGCTAAAGGTAGAATTTAGATA 

1 GGCATTGTAGGTTGACACCAGCAAAG 
ACTCAGAGTGACTTGAGCATTGGA 



1 AGCCC ATTTGGATATG GCCCATCTTT 
ACCTAATGGCTACTATAGTGAGGT 

1 AATCACAGCAGTAACTCCCAGTAGGA 
AAGATTCTCAAAGGAATAGTTCTT 

1 AATGGTCAGGC AC AG GTAGAATC AAA 
GTC CTGTATGTATGTTC ACACAG A 

1 TAC CTG AAGGTGTAG AG AGTGCCCG 
C ATCC AGC AAGGCCAACAG CTCCAC 

1 CTGTGTTTTTCCCAAAG CAACAATTTC 
AAACAAAGTGAG AG CCACTGACA 

1 GACTCCGAGCTCAAGTCAGTCTGTAC 

CCCCAACCCCTAACCCACTGCATC 
1 TGTAACTGACTTTATGTATCACTCAAG 

TCTTGCCTTTACTGAGTGCCTGA 
1 TCTCTCTAAC C AAAACTGTAATCTTCA 

GGACCAGCAAACTCAGCCCAAGG 
1 AACTCTTG GTTAAATGG GTTAATAG A 

GGATTG GAAC ACTTTGTTTGCTGT 
1 AGAAGC AAACCTGTG AAG CTACTATC 

GTTTATCATCAGTGTG AATG C ACT 
1 GGACTAACTTCCACCTCCTCTGCTAC 

TTCCAGCTG CTTCTAATCACACTT 
1 AGTCTTCCACCCAGCATAGGTATCAC 

ACAACCAGCTCTGTTTTACTCCTG 
1 TTAGCTGGTACATTGTTCAGAGTTTA 

CTGGGAGCCGGTAAGATAGTCACC 
1 AGCGTG ATGCTTCCTC ATGTCG GTG A 

TTTTCTGTTG AGAC ATCTTC AAG C 
1 C AG GGTTAACAAAAGTATG G AATTC A 

ATTCTTTTTATATGCTG CAGCC ATGTT 

CCT 

1 TGTAATTGATTTCCGCATAAACGGTC 
ATTACTGGCACCTATGGCAGCACC 
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Table 8 



6754 


Table 3A 


NA 


BF827734 


6755 


Table 3A 


NA 


BF845167 


6756 


Table 3A 


NA 


BF869167 


6757 


Table 3A 


NA 


BF875575 


6758 


Table 3A 


NA 


BF877979 


6759 


Table 3A 


NA 


BF897042 


6760 


Table 3A 


NA 


BF898285 


6761 


Table 3A 


NA 


BF899464 


6762 


Table 3A 


NA 


BF904425 


6763 


Table 3A 


NA 


BF906114 


6764 


Table 3A 


NA 


BF926187 


6765 


Table 3A 


NA 


BF928644 


6766 


Table 3A 


NA 


BG006820 


6767 


Table 3A 


NA 


F11941 


6768 


Table 3A 


■ NA 


U46388 


6769 


Table 3A 


• NA 


U75805 


6770 


Table 3A 


NA 


W27656 



6771 Table 3A 
8772 Table 3A 

6773 Table 1 

6774 Table 1 

6775 Table 3A 

6776 Table 1 

6777 Table 3A 

6778 Table 3A 

6779 Table 3A 

6780 Table 2 

6781 Table 1 

6782 Table 3A 



NA 
NA 
NA 
NA 

Hs.197345 

NA 
NA 

Hs. 169476 

NA 
NA 
NA 

Hs.1 32906 



12171909 
12201450 
12259297 
12265705 
12268109 
12288501 
12289744 
12290923 
12295884 
12297573 
12323197 
12326772 
12450386 
706260 



1236904 

1938265 
1307658 



6783 Table 1 ma 

6784 Table 1 NA 

6785 Table 1 NA 



RC6-HN0025-041200-022-F08 
HN0025 cDNA, mRNA sequence 
RC5-HT1 035-271 200-01 2-F08 HT1035 
cDNA, mRNA sequence 
IL5-ET01 19-1 81 000-1 81. b11 ET0119 
cDNA, mRNA sequence 
QV3-ET0100-11 1100-391-C02 ET0100 
cDNA, mRNA sequence 
MRO-ET0109-171100-001-b02 ET0109 
cDNA. mRNA sequence 
IL2-MT01 79-271 100-254-C11 MT0179 
cDNA, mRNA sequence 
QV1 -MT0229-281 1 00-508-e1 1 
MT0229 cDNA, mRNA sequence 
IL5-MT02 1 1 -01 1200-3 1 7-f03 MT021 1 
cDNA, mRNA sequence 
CM1-MT0245-21 1200-662-d02 
MT0245 cDNA, mRNA sequence 
IL3-MT0267-281200-425-A05 MT0267 
cDNA, mRNA sequence 
CM2-NT01 93-301 100-562-C07 NT0193 
cDNA, mRNA sequence 
QV3-NT0216-061200-517-g03 NT0216 
cDNA, mRNA sequence 
RC4-GN0227-271 1 00-01 1-d03 
GN0227 cDNA, mRNA sequence 
HSC33F051 normalized infant brain 
cDNA cDNA clone c-33f05, mRNA 
sequence 

HSU46388 Human pancreatic cancer 
cell line Patu 8988t cDNA clone xs425 r 
mRNA sequence 

HSU75805 Human cDNA clone 146, 
mRNA sequence 

36f10 Human retina cDNA randomly 
primed sublibrary cDNA, mRNA 
sequence 
36G5 

36F11 

37G7 

37G8 

thyroid autoantigen 70kD (Ku antigen) 
(G22P1), mRNA/cds=(17,1846) 

40E4 

41 E9 

Homo sapiens, glyceraldehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 IMAGE:3628129, mRNA, 
complete cds /cds=(2306.33i 3) 
47E5 

47D11 



50A11 

DNA sequence from clone RP11- 
404F10 on chromosome 1q23. 1-24.1. 
Contains the 5' end of the SLAM gene 
for signaling lymphocytic activation 
molecule, a SET (SET translocation 
(myeloid leukemia-associated)) protein 
pseudogene, the CD48 gene for CD48 
antigen (B-cell membrane protein), the 
gene for a novel LY9 (lymphocyte 
antigen 9) like protein and the 5' end of 
the LY9 gene. Contains ESTs, STSs 
and GSSs /cds=(41,1048) 

52B9 

53B1 

53E3 



PCT/US01/47856 



GTGATCCACTTGGAGCTGCTACTGGT 

CCCATTGAGTCCTATAGTACTTCA 

TGCCATGAAATCTCTATTAATTCTCAG 

AAAG ATCAAAG GAGGTCCCGTGT 

CCC AC CTGGCAAATCCTCAAGTGTGA 

CCCTAGTCATCTTTCTC CTTTTGG 

GCTAAACAGAAAAGAACCTGAAGTAC 

AGTTCCCGTCTTCAAAGAAGATGC 

ATCCTCCTCCCCTGG GATGG CATAGA 

AGAGACTTTAAAACCAAATGAGCC 

GTCAGTAAGCTCTGCCTGCCAAGAAG 

ACACAGTG AGAGGTGTC CACAGTC 

GTTTCCACTTAGTTACTTCTTCCTACC 

TGCTGTGAAGCTCTGCACCCTGC 

AGAGTAATCCACATCCCAGGGACAGT 

CACAATGACCTACGGCTTTAGCTG 

GCAGGGCTACACCAAGTCCATTGATA 

TTTGGTCTGTAGGCTGCATTCTGG 

TC TTCTC TAAAATGCCCTCCTCTCCTT 

CCTTTTTCCAGACCTGGTTTAAA 

TCGCCATTTGGTAGTTCCACAGTGAC 

TGCTCTTCTATTTTACGAAGCCAC 

GTAGATTACTATGAGACCAGCAGCCT 

CTGC TCCCA GCCAGCTGTGGTGTG 

TTTCCTTTTCGCTGACTTTCTCACTCA 

CTGTCTGTCTCTCATTTTCTCCA 

TGGTAAGTTTCTG GCAGTGTGGAGAC 

AGGGGAATAATCTCAACAGTAGGT 

CCATGGTGGTGCTTGACTTTGCTTTG 
GGGCTTAATCCTAGTATCATTTGG 

TCAGTGGGTGTTG GTTGTCC ATTAGT 
TGAGACTTAGTTGTTGCTCTGGGA 
GGCTGGACAGCAGATGATTCAAATCT 
CAATACTACATGCCCATTCTGTGG 

CAGGATGGAACAAGACTCCAGCCCC 

TGCCTGTCTCATGTATCTGCAAGGG 

CTTCAGTGCGTACACGAGCTCAACGT 

TAGTGC CAGGAAAGACAACTACTC 

ACTCGTATGCCAACTCTTCTGTCTTC 

ACTACTAGAGTGTAGATTGGACTC 

TGGACTG GAACTTGACTCGAAGTTAT 

GTGGCTTAATGAGTAAGTTCAGCC 

ACTG GTTCATTTGTTTCCCGATAGAG 

CTTTATTGGAGGAGGCTTGAGAGC 

ACCATCTCCTTTAATCCTCACAGTGA 
TCCTGGAGCAATGTGTGCATTCCT 
CATCACCTGCTCACCTAGG AACCAG G 
AGTACTGGGAACTGTTCCGTTACT 
TC ATTG CTGATGATCTTGAG GCTGTT 
GTCGAACTTCTCATGGTTCACACC 



TGGCACCACGCTGATTATTTTCCTTTT 

CAAATCCCAGCCTATACACCTCC 

GCTGTCTGTCTTCCCAATATCCATGA 

CCTTG ACTGA TGCAGGTGTCTAGG 

AGGCCTTTTTATTTGTCTGTTTAGATA 

CACTGCTTCCTATATCTGCTGGA 

CCCGTGCCCCACCAGTCTCACTGCC 

TGACTCCAAGTCTCGTACACTAGAT 



-1 
-1 
-1 



AGCGATGAACTGTTGCAAAAGAATTT 

TCCAGAGCATTTTCCATTAAACCA 

C C ATATTCTTGTTCCCC AG CCAGGTG 

CTGCACCTCCCCACTCTTTTAGTG 

AAATGCTTAAAGGAACAATATATGTC 

CCTTTCGAGGCACGTGATTCGTTT 
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6786 


Table 1 


NA 


6787 


Table 2 


NA 


6788 


Table 1 


NA 


6789 


Table 1 


NA 


6790 


Table 1 


NA 


6791 


Table 1 


Hs.48320 


6792 


Table 1 


NA 


6793 


Table 2 


NA 


6794 


Table 3A 


NA 


6795 


Table 1 


NA 


6796 


Table 2 


NA 


6797 


Table 2 . 


NA 


6798 


Table 2 


NA 


6799 


Table 2 


NA 


6800 


Table 1 


NA 


6801 


Table 1 


NA 


6802 


Table 1 


NA 


6803 


Table 3A 


NA 


6804 


Table 3A 


Hs.17109 


6805 


Table 2 


NA 


6806 


Table 3A 


Hs.234279 


6807 


Table 2 


NA 


6808 


Table 1 


NA 


6809 


Table 1 


NA 


6810 


Table 2 


NA 


6811 


•Table 3A 


Hs.174228 


6812 


Table 3A 


Hs.3945 


6813 


Table 1 


NA 


6814 


Table 3A 


Hs.249495 


6815 


Table 2 


NA 


6816 


Table 2 


Hs.205442 


6817 


Table 3A 


NA 


6818 


Table 3A 


Hs. 179565 


6819 


Table 1 


Hs.119640 


6820 


Table 3A 


Hs.215595 


6821 


Table 1 


NA 


6822 


Table 1 


NA 



Table 8 

53E10 

53G7 

54F4 

54G9 

59G1 

mRNA for ring-IBR-ring domain 
containing protein Dorfin, complete cds 
/cds=(317,2833) 
60G8 

62C9 

62F11 

63E1 

65B1 

65D10 

65D11 

65D12 

68C9 

69F8 

69H11 

70B6 

integral membrane protein 2A (ITM2A), 

mRNA /cds=(1 39,930) 

72D4 

microtubule-associated protein, RP/EB 
family, member 1 (MAPRE1), mRNA 
/cds=(64,870) 
72DB 

73C4 

73H4 

73A7 

small inducible cytokine subfamily C, 
member 2 (SCYC2), mRNA 
/cds=(0,344) 

CGI-107 protein (LOC51012), mRNA 
/cds={84,719) 
75A2 

heterogeneous nuclear 
ribonucleoprotein A1 (HNRPA1), 
transcript variant 2, mRNA 
/cds=(104,1222) 
75B12 

601439689F1 cDNA,5'end 
/clone=IMAGE:3924407 /clone_end=5' 

101G7 

minichromosome maintenance 
deficient (S. cerevisiae) 3 (MCM3), 
mRNA/cds=(44,2470) 

hBKLF for basic kruppe) like factor 
(LOC51274), mRNA/cds=(55,1092) 

guanine nucleotide binding protein (G 
protein), beta polypeptide 1 (GNB1), 
mRNA/cds=(280,1302) 
105A10 

107G11 



-1 TCTGGAGCCACACCCTTACCATCACC 

TTCCAAAGAAGAAATTGAACCCTT 
-1 AATCACACAAGGTCGAAAGTAGACAG 

TCCTCTTGGACTTGGAATTGTCCA 
-1 ACTTTCCTCCGGGAAGTTTGTATCTT 

AGCGTG GACAACAGGTTAAC AC AA 
-1 TC AG GATGCTCTC ACTTTAAG AACCG 

GG CAAATAATAG AACACTGTGACA 
-1 ACTTCACTCAGAGTAAATGAAAAGAC 

TGGGTGCCTCATCAATATCATTGT 
-1 TG ACTG AAGGCAAG CTCACAG ATGAA 

G C AGAG GACTG AAGATCTCG ATCT 

-1 GCTGAGAAGGATGTGGTATAAATGTA 

TTAAGCAGCTTAGGGTCTCTGGCC 
-1 AAGTCCCC GTCTAGTGGG AAAGAAA 

GAAGTTGAACAAGTAATTCCAAGGG 
-1 CGCCCGGCAAGTACTGGGGTTTCTTA 

TAGCTTCTCTCTGCATCTACAAAG 
-1 CTGTTTCTCTATTTTAACTTACATTGG 

TTATTCTGTAAAGTCAGATGTG GCAG 
-1 GCACTGTCCTTCCCAGTTCTACATTT 

GAGTCTGAGTTGACTCGCAAGACT 
-1 AACAGATTGTG CTTCTGTTCTG AATC 

TTCTAAAGCCATCTGCACAGTGCT 
-1 AACAGATTGTG CTTCTGTTCTG AATC 

TTCCAAAGCCATCTGCACAGTGCT 
-1 ATCTGCACAGTGTTAGCATGGTGACT 

C CAGTGTCCTCC AAGACTCCATAG 
-1 TTTAGCATCCACTAGTTACTGTCTGG 

CACTGG CCACGAAGGGTGACAGGG 
-1 GAATCCCGGTCATCTCTACCCAAGTC 

CCGGTCTCTCTACCCTATTCTCTC 
-1 TGGTAACTTCAAAGTCC CTAACACAT 

TCGATATTTCTCCTAGCTTCCACT 
-1 ACTCCCACCAAACCC CACTTTGTAAT 

CACTGGTAGTAAAGAGAGATG CAG 
-1 AAGAGTAAGAGGCAACAGATAGAGT 

GTC CTTGGTAATAAGAAGTCAGAGA 
-1 GAAATTGGAAGGTGATACTTGGGGAC 

CACAACACGCACATCTGGGAACTG 
-1 TCATCTGTG GCATACAGAATGTCTAC 

AATCTTCTGCAATACAGGGTCGTT 

-1 GGCAAGGGAACAAACTTGAGTAAATC 

TAGCTCTTGAAGGGCTCGGGACCC 
-1 ACTCATTTGTCTCCTCATTCTCAAAAG 

TCTTCTGTGGTTTGGCTTCAGTG 
-1 TCGATGGGCCATTATCCACTCTGCTA 

TCTTCTGAAGAGTAATTTTCACCT 
-1 AAGGACGGAACTCACACATCTTCTTT 

AGACAGAAATGTAGTCTCACTGCA 
-1 TATAATC C CAGTCCATGAGGGTGTAA 

AGTGAAATGAGCTGGCTGGCTGGA 

-1 GCTCTGTTCTGGG GTTGGTCC AAAGT 
CAGGTGGAGTTCCAATGTATGAAA 

-1 TCCCTG AGATCTAG G AGGGCAGCAT 
AGTATCATTTTTGTATTCCG GTGCT 

-1 AGCTG CTACAAAGAAG AC ATGTTTTA 
GACAAATACTCATGTGTATGGGCA 



AG G GATCTGAATACTTCGGGTGCAAA 
AATTTTCCTGCAGTTTAGATTTGC 
TATGGTTTCCAATATC GACATG GC AT 
CATTGGTTACATTAGCACTGGGCC 

GGCCTGGGCATAGACTGTGGTGAGG 
TCACTAGATTATCTTGTTCTTCCCC 
GAGTCCTGATCTCAGCTTCATCACCA 
ACATTCCTCGCCTTCAGTTGAATT 

GGAGGTCTTTGCCACCAATGGGAGA 
TGAGCCCAAACTTTCGATATAGGTG 
ACCAGAGGTAAACTTGAGTGTAATTG 
TCAGACAGACACACTTTTCCACCA 

TGCATTTTACATTAGCTTCCAATATTT 
ATGGCAGTAACCAACAGTATTATCGT 
TTTCCAATGCTCCTTGCTCCATTTTAA 
ACTTGCTGTCCTTTATAAGAGAA 
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6823 Table 1 NA 

6824 Table 3A Hs.64239 



6825 Table 1 

6826 Table 3A 

6827 Table 3A 

6828 Table 3A 

6829 Table 1 

6830 Table 1 

6831 Table 3A 

6832 Table 1 

6833 Table 3A 

6834 Table 3A 

6835 Table 1 

6836 Table 1 

6837 Table 3A 

6838 Table 1 

6839 Table 3A 

6840 Table r 

6841 Table 2 

6842 Table 3A 

6843 Table 1 

6844 Table 1 

6845 Table 3A 

6846 Table 1 

6847 Table 3A 

6848 Tablel 

6849 Table 1 

6850 Table 3A 

6851 Table 1 

6852 Table 3A 

6853 Tabte3A 

6854 Table 3A 

6855 Table 3A 

6856 Table 1 



NA 

Hs.80261 

Hs.1422 

Hs.333114 

NA 

NA 

NA 

NA 

Hs.250655 
Hs.249495 

NA 
NA 
NA 
NA 

Hs.334330 

NA 
NA 
NA 
NA 
NA 
NA 
NA 

Hs.153 

NA 

NA 

Hs.1 19598 
NA 

Hs.326249 
Hs.297753 
NA 

Hs.108124 
NA 



Table 8 

107H8 

DMA sequence from done RP5- 
1174N9 on chromosome 1p34. 1-353. 
Contains the gene for a novel protein 
with IBR domain, a (pseudo?) gene for 
a novel protein similar to MT1 E 
(metallothloneln 1E (functional)), ESTs, 
STSs, GSSs and two putative CpG 
Islands /cds=(0,21 95) 
109H9 

enhancer of filamentation 1 (cas-like 
docking; Crk-associated substrate 
related) (HEF1), mRNA 
/cds=<1 63,2667) 

Gardner-Rasheed feline sarcoma viral 
(v-fgr) oncogene homolog (FGR), 
mRNA /cds=(l 47, 1736) 
AV713318cDNA, 5' end 
/clone=DCAAAC09 /clone end=5' 
129A12 

129F10 

137D4 

142F9 

Prothymosin, alpha (gene sequence 28) 

heterogeneous nuclear 
ribonucleoproteinAI (HNRPA1), 
transcript variant 2, mRNA 
/cds=(104,1222) 
149G2 

149A11 

151F11 

162E8 

calmodulin 3 (phosphorylase kinase 
delta) (CALM3), mRNA/cds=(123,581) 

170F7 

170F9 

177A3 

331 A3 

331A5 

146C3 

146D8 



PCT/US01/47856 



-1 TGTTTTCAC GATAGAAATAAGGAAGG 
TCTAGAG CTTCTATTCTTTGGCCA 

-1 TTTCATACAAAG CCAACAG AATTCAC 
AG CCACACACTGC ACAGGTCATGT 



-1 AGGAAGCTGTGAGGGTGGGTTCATT 
AGTTGCAGGGATGGTAGTTATGTCA 

-1 GAGACAAGCTGGAAGGCCGGACCTC 
AGACCGGAGGGGGTTTATGTCATTC 



-t ATAACTAGACAAGGTCTGAGCACTTT 
G GGTG GGGATGGAGTGAGAAAGGC 



-1 
-1 
-1 
-1 
-1 
-1 
-1 



ATTAAGTTGGGTAAC G CCAGGGTTTT 

CCCAGTCACGACGTTGTAAAACGA 

GCGTTCTAGCTG GGCCAACAGAGCA 

GGATTTCGTTTCAGAAAACAAAACA 

ATCATGTCTCATTAACAGAGTGAAGA 

TGGAGCAACGTCATCCAGCTTCTG 

TGGTCGCGCCCGAGGTACGGTTTTC 

ATGGTAGGGCTGAATGGAAGATGTG 

CAGAAAGATAGGAGTGTGCAATGGC 

AAGGAAACTCAATTTAAAGCAAATT 

TTGCAAATTCTCATGGTTTGGGTTGG 

GTGGTGGAGAGCGCGTGTCATCTG 

TTATTCAGCGTCACGATCAGACTGTT 

ACATTTAGCAATC AACAG CATGGG 



ribosomal protein L7 (RPL7), mRNA 
/cds=(1 0,756) 
158G6 

158H6 

ribosomal protein L3 (RPL3), mRNA 
/cds=(6,1217) 
158G11 

ribosomal protein L22 (RPL22), mRNA 
/cds=(51,437) 

vimentin (VIM), mRNA/cds=(l22,l522) 
155H10 

cDNA: FLJ23088 lis, clone LNG07026 
/cds=UNKNOWN 
159F6 



-1 TGTGTGTATGTGTGTAACCAGGTCTG 

ACTATAGCTTGGTCTGTCTGTGTC 
-1 AGCATTTGGGGTTTTAGCTTTGGTGT 

CCTAAATTTCAGTGATCTTTGCCA 
-1 CATAAACCAGCAGCTCAGCGTTTCTA 

TAGCAAGCGGTCTCGAGCACAAGC 
-1 TAGTGATAGGCGTGGTGGCGGCGAA 
GGTCAGTAATGGGGCTTTTAACCAG 
-1 TACTGTAGAAAGAAGAAGAGCACACA 
TGAGACAGAGAAGGAGGTGGATGC 

-1 CGAGGCGGCCCGGCAGGGTACCAAT 

TTG GATG AATTCTTG ATAG ATTTAA 
-1 TTGGGTTCAGAATAGCTTCATCTACT 

GCCGAGCAAAGTCAATACAGCACT 
-1 GGTAACAGCCATCCCACCACCAATAA 

TCATCTCATTGTCTTTGTCCAGCA 
-1 GTATGAATAGATTGCCCCATTCCCTG 

CCAGCCTGGTAGTGACTTTTCCAC 
-1 TATAATTTCTACCAAACTAAGTrTTAT 

TTTGTGCCCGCTCCCTGTCCCTT 
-1 CTGTAAAATTCTTTTCGGGTCCATCn 

TGG CTCTCATCTCCAGTG CTTTGA 
-1 AG G GTTAA CAAAAGTATGGAATTCAA 

TTCTTTTTATATGCTGCAGCCATGTTC 
CTG 

-1 CCCAATCTGAAGTCAGTAAATGAACT 

AATCTACAAGCGTGGTTATGGCAA 
-1 CCGAG GTACTCTCTTAGAGAAAGGTG 

ATTGGATGCTCCGGTTGCCTGTAA 
-1 GCGGGTTGGAAAATAGTCGAGAATTG 

ACAGTCCCTCTCGAAGATGCTTTT 
-1 TTGAGACCCCACCAACTGCAAAATCT 

GTTCCTGGCATTAAG CTCCTTCTT 
-1 AATGAAAAACTCCAGCTCTCAGCTCA 

caaatctgtaatttaggtgtctct 
-1 tcgtcctggttaatctggaagtaacg 

taattcgtaactctctttgctgtt 
-1 tcggttgttaagaactagagcttatt 

cctattccaaatctatcttgcgct 
-1 agataagaacttcatcctaaagcatc 

cgggccttggcatcttgtccatgc 
-1 actgatttcatcaagttcgacactgg 

taacctgtgtatggtgactggagg 
-1 aatcattggctacctcctcccctttt 

acagtcacaagtccagatgtttgg 
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6857 Table 3A 

6858 Table 1 

6859 Table 1 

6860 Table 2 

6861 Table 1 

6862 Table 1 

6863 Table 3A 

6864 Tabid 

6865 Table 1 

6866 Table 3A 

6867 Table 3A 

6868 Table 1 

6869 Table 1 

6870 Table 1 

6871 Table 1 

6872 Table 2 

6873 Table 1 

6874 Table 1 

6875 Table 3A 

6876 Table 1 

6877 Table 3A 

6878 Table 3A 

6879 Table 3A 



6880 Table 1 

6881 Table 1 

6882 Table 1 

6883 Table 1 

6884 Table 1 

6885 Table 1 

6886 Table 1 

6887 Table 1 

6888 Table 1 
6869 Table 1 
6890 Table 1 



NA 
NA 

Hs.8121 
Hs.25130 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 

NA 
NA 

Hs.205442 
NA 

Hs.169363 
NA 

Hs.30212 
NA 

Hs.334853 
Hs.20252 



NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 



Table 8 

166F3 
166F6 

Notch (Drosophila) homolog 2 
(NOTCH2), mRNA/cds=(1 2,7427) 

cDNA FLJ 14923 fis. clone 
PLACE1008244, weakly similar to 
VEGETATIBLE INCOMPATIBILITY 
PROTEIN HET-E-1 /cds=UNKNOWN 
168A9 

171F11 

171G11 

175D1 

182H1 

184B5 

184D2 

184H1 

46D1 

98C1 
98C3 

601 439689F1 cDNA, 5' end 
/clone=lMAGE:3924407 /clone_end=5' 

98H4 

GLE1 (yeast homotog)-like, RNA 
export mediator (GLE1 1), mRNA 
/cds=(87,2066) 
113F12 

thyroid receptor interacting protein 15 
(TRIP15), mRNA /cds=(1 5,1 346) 
173A10 

hypothetical protein FLJ23544 
(FLJ23544), mRNA /cds=(1 25,51 7) 
DNA sequence from clone RP4- 
646B12 on chromosome 1q42. 11-42.3. 
Contains an FTH1 (ferritin, heavy 
polypeptide 1) (FTHL6) pseudogene, 
the gene for a novel Ras family protein, 
ESTs, STSs, GSSs and a putative CpG 
island /cds=(0,776) 

174D1 

45B9 



45H8 

111H6 

111E12 

111H11 

112H3 

112E9 

114G3 

117H6 

165E7 



PCT7US01/47856 



AATAAATCC C ATACCTCCC ATTGAAC 

TACCACCCACCCCGACCACCATAA 

CAAGACATTTCCAGCCAACTTCAGAA 

TGTAGATCTTTGAGCCAGACAGCT 

GAGGTACTGGC CTGTG AAG CCCTGA 

AGGCACTGGCACTGGTAGGAACCAG 

ATCTTCTGTCAAAGTCAGTCGCTGCT 

CCAAGATTGAAACAGTCTGTGTCA 



TGGATGGATTTCCAAGTGGCCTCATA 
TTTATCATGGTG CTTTAAATAGC A 
TTCAGCTTAG GGAAAG AGAGATACAT 
TTTAG ATTATAGAGC ATCGC CTGC 
ATCTTCCTATGTGCGCCAGATAATGA 
TCAAGTTCAC AG GTGGTCTTACTT 
AGTTTCTTAAGTCAAATGACACATTAG 
CCCACGCAATTCCCAGCCCCAGC 
CCCTCTTCTGACATGAATTAGGCATA 
ATTTAGCAATCGGTTCTTCCCAAA 
ATAC AGTGAACTG GCC ACTGGCTGTT 
TGCTATATAAATGGTATACTGCTT 
AGGTTACTTAAAAGCATCATTGGCGT 
GGTCCTCTCACTACCAAAGGGCAG 
CTGGG GTCAG CAAAGAGGGGTAGCA 
AGTGTGCCTTAGAGATGAAGAAATG 

TTTAGAGTACTTAGAGGAGGACCAGG 
AAACACTG AG ACAGAC ACGCAGGC . 

TGTTTGAAAACTACCTTCATGGGAGC 
AATGAC AAGC AC ATGTCTAG GATT 
TTTGTG CCAAGGTTTGGG ATTTTGTC 
TTCTAGAGCTTCTTCTCTATTGGT 
TTTTTG ACGCTCTCTCACTG GTCTTG 
GCATTTGATGTTTCTGTTGAAGCC 

C CTATAATGGGGGAAAGATGCTGGTT 
AGATGTTTATTTTAGTGG GCTTGC 
CCACAAACACACCCTGCCACAAGACA 
TTTAGCACAGAGGAACAGATCCAT 

GAC AC CACAACTCACCTCCTCTATTA 
TTAGAGATCCCGAGACATTACGGC 
TGTTACAATTTCAGCAGTTGAATTCA 
GTGAACACTGGTTGAG GAGTGCCT 
CCTTCCGTATTCTCCCAAGTATTCAC 
AAGCCCTCCCTTAAAACCCTCTCT 
ACAGC CATCTG GGATGAG CCGCTTTT 
C AG CC ACC ATGTCTTCAAATTCAT 
TAACTGAATACAGTCTCATCTTG CCG . 
CG CCTG G CTTACCTATCTGTGGAA 



AG GTACTAC ACAAGGTGTC AGATGG 
GGTTGCCACAATGACTAGGACAAGA 
CCAAGAAGACAGAAGGAAGTGTCGA 
ACACCATGACAAGAGCTTGCCAGAA 

GAGAGCTTTCTCCCCGCCTTCAGTTT 

CTGATGGATCTAG CC ATGTTG AAA 

TAAAACTTTCTGCCAGGGTTCCAGAG 

AAAGAGTAATTTCCTTTGAGTACC 

CGCTCGCCGGGCCAGGTACCAAAAC 

TTTC ATAATAAAAG GTAGGAAGGAT 

TGACTTCATTGAAGGCTCCATCACCC 

AAAGTAGATGTTAAAAACCTTAAT 

TTTATGTGGAAGGCTTCCCTATTACC 

TCCCAGCGAAATTCGTAGTCTTTC 

TAAAATGTTGCCAGTGGAGGACCGAA 

TCAAG GTTATTG CTG ACCTCATTT 

AGATATGTTCTGAGCCCCGCCCACAC 

ACTGCCTGGTTACAGGGAGAGAAG 

GAGGTTCCTTCATCCCAGAAGAAGCA 

ACAGGATTTCCAGATCAGGGCAAC 

CTGGTCTGTGTC GTTGGCTTTATG AC 

AG G AAGTGCCTGTGGGTTATCTTA 
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6891 


Table 1 


NA 


6892 


Table 1 


NA. 


6893 


Table 1 


NA 


6894 


Table 1 


NA 


6895 


Table 1 


NA 


6896 


Table 3A 


NA 


6897 


Table 1 


Hs.232400 


6898 


Table 1 


NA 


6899 


Table 1 


Hs.172028 


6900 


Table 1 


Hs.180610 



6901 


Table 1 


NA 


6902 


Table 1 


NA 


6903 


Table 1 


NA 


6904 


Table 3A 


NA 


6905 


Table 1 


Hs.50180 


6906 


Table 1 


NA 


6907 


Table 1 


NA 


6908 


Table 2 


NA 


6909 


Table 3A 


NA 


6910 


Table 1 


NA 


6911 


db mining 


NA 


6912 


Table 1 


NA 


$913 


Table 1 


NA 


6914 


Table 1 


NA 


6915 


Table 1 


NA 


6916 


Table 1 


NA 


6917 • 


Table 3A 


Hs.20830 



6918 Table 3A NA 



Table 8 

165E11 

165F7 

176A6 

176G2 

176E10 

176F11 

heterogeneous nuclear 
ribonucleoproteinA2/B1 (HNRPA2B1), 
transcript variant B1, mRNA 
/cds=(169,1230) 
71 F2 

a disintegrin and metalloprotelnase 
domain 10 (ADAM10), mRNA 
/cds=(469,2715) 

splicing factor proline/glutamlne rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
/cds=(85,2208) 
124G4 

124C8 

124F9 

127A12 

601652275F1 cDNA, 5' end 
/clone=IMAGE:3935610 /clone_end=5' 

161E8 

186E8 

191F6 

193G3 

194C2 

458C6 

458E4 



458G10 
459B3 
459D2 
459E6 

DNA sequence from cosmid ICK0721Q 
on chromosome 6. Contains a 60S 
Ribosomal Protein L35A LIKE 
pseudogene, a gene coding for a 60S 
Ribosomal Protein L12 LIKE protein in 
an intron of the HSET gene coding for a 
Kinesin related protein, the PHF1 
(PHF2) gene coding for alternative 
splice products PHD finger proteins 1 
and 2, the gene coding for five different 
alternatively spliced mRNAs coding for 
a protein similar to CYTA (CYCY) and 
identical to a polypeptide coded for by a 
known patented cDNA, and the first two 
exons of the gene coding for the 
homolog of the rat synaptic ras GTPase- 
activating protein pi35 SynGAP. 
Contains three predicted CpG islands, 
ESTs and an STS/cds=(1 63,21 84) 



460D5 
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CCCAACGCTTGTGTGCGTATGTATGT 
GTGTATTTAACATCCTGTTCCCAT 
GCATAAAGGCAGC CATTTCCATTCTC 
TACATTCTCTAGTGATAG CAGAGG 
CGTTACGCAATGGAGAAGTCCCCTTG 
AGG CTGAATAATCACATCTGTATC 
AGGCCAMTCACCGCACAGTTGAATT 
GCTGATTCTAATTGGTAACAATAA 
TTGTAGTGTAATTGTGTGATACGCAA 
ACCTTTAGTTAAC CCAAGTGATG A 
CCTTGT TGCCG TGGGTATATGCATGA 
TCTTAC CTTTTGTTTG ACTATGAA 
AAATGATATGTTAAGCACCCAAATCTT 
CAC ATGGAGG GG AAG GGG GTGGG 



GGCCAAAGCTGTTTATTATGAGATCT 
TTGAGTGGAATCAGCATGTCTCCC 
TTAACAGCATTGAAGGTGAAACAGCA 
C AATGTC C C ATTC C AAATTTATTT 

AGGTACGAAAATACATTCTGGCATCA 
CACCCCTGAACCCAAGACTGTTCT 



-1 GAACTACCTACTG GC AGTTGGGTTCA 

GGGAGATGGGATTGACTTCGC CTT 
-1 AGAGCTAATATACAGAGTACCTGACA 

CACTACCTCACCAACAGTTTAACT 
-1 GCCCAGGCAACAAGAATACTTTTATC 

TTTGATCCGTTCTGTTTATCCAGT 
-1 CTGAGGGTAGACTGTGGG CAAAGAG 

GACAACTCTCCCTCCCCTAAGGGAC 
-1 TGCCCAGACCTATTTCCTTAGGACAG 

TATTCTAAAGTTCAGTAGTCCAGT 

-1 GCCCTGTCCCTTGAGAGGCTCACAG 

CGATGGAG GCCACTTTTGTTGTTTG 
-1 ACCAAAAAGGGCTACATTACCACCAC 

TGTATCATAAAAGCCAGCCACCTT 
-1 AGCTGACGATTTTCTATCCCGGCCTA 

TAGTGCATGTATGGCAATTGAGCA 
-1 CCCCAAAACAAACAAAATAAAC CACA 

CCAGATATCAGTCACATCCTTGAA 
-1 AGTCTGTTATTGCCTGATTTTGTCCC 

CACCTTGTTCAAATTTCCAAAGCT 
-1 CTCAC AG CCGAAGCTCTGATCCTTTG 

TTCTCAGGAAACACTCAGGAAGTG 
•1 AGAGAAAATGAGAGACAGACAGTGA 

GTGGGAAAGTCAGCG AAAAG GAAAA 

-1 TCCTTGAGTTTATACACCGTGCTATG 

AGTGATGACAGCCAATTCCCATGC 
-1 TCGCTTC AG G GGTCAGCC AAAAG ATA 

GACAGCCAGGTAACTTGAGTGGAC 
-1 GGACAGTACCAAACACTCCCCTCCTC 

C CCTCTGCCTCTTTGCTTACTTAG 
-i GACCAAATACTGAACTTCCACCCTGC 

ATAATAATCATGAACACCGCACCA 
-1 AGGTGAGCAGTG CCTCAGATACCTG 

C AAAACCTTTCTG CACAAATGTGCT 



-1 CAG ATCCAATGAGG GTCC C ATCTCTT 
C CC ACTTCAATCC CGTGTTGTTCT 



WO 02/057414 



PCT/US01/47856 



6919 


Table 1 


NA 


6920 


Table 3A 


NA 


6921 


Table 1 


NA 


6922 


Table 1 


NA 


6923 


Table 3A 


Hs.80768 


6924 


Table 1 


NA 


6925 


Table 1 


Hs.333513 


6926 


Table 1 


NA 


6927 


Table 1 


NA 


6928 


Table 1 


NA 


6929 


Table 3A 


Hs.40919 


6930 


Table 1 


NA 


6931 


Table 1 


NA 


6932 


Table 1 


NA 


6933 


Table 1 


NA 


6934 


Table 1 


NA 


6935 


Table 1 


NA 


6936 


Table 1 


NA 


6937 


Table 1 


NA 


6938 


Table 1 


NA 


6939 


Table 1 


Hs.221695 


6940 


Table 1 


NA 


6941 


Table 1 


NA 


6942 


Table 2 


NA 


6943 


Table 1 


NA 


6944 


Table 1 


NA 


6945 


Table 1 


NA 


6946 


Table 1 


' NA 


6947 


Tablet 


NA 


6948 


Table 1 


NA 


6949 


Table 3A 


Hs. 136309 


6950 


Table 1 


NA 


6951 


Table 1 


NA 


6952 


Table 1 


NA 


6953 


Table 1 


NA 


6954 


Table 3A 


NA 



Table 8 

460B9 
461A4 
461 G6 
461 D9 

chloride channel 7 (CLCN7), mRNA 
/cds=(38,2455) 
461 H7 

small inducible cytokine subfamily E, 
member 1 (endothelial monocyte- 
activating) (SCYE1), mRNA 
/cds=(49,987) 
463A5 

463B2 

463C5 

hypothetical protein FLJ14511 
(FLJ14511), mRNA /cds=(22,1 272) 
463H5 

463A7 

463B10 

463C7 

463F10 

464C2 

464C5 

464C10 

464D8 

7k30d01.x1cDNA,3'end 
/done=lMAGE:3476785 /clone_end=3' 

464E7 

464H12 

465B3 

465G2 

465H5 

465A12 

465F7 

465G8 

465H10 

DNA sequence from clone RP4-, 
612B15 on chromosome 1p22.2-31.1. 
Contains the (possibly pseudo) gene for 
a novel protein similar to 60S ribosomal 
protein 117 (RPL17), the gene for CGI- 
61, endophilin B1 and KIAA0491, ESTs, 
STSs, GSSs and two CpG islands 
/cds=(101 1,1406) 
515C12 

515H10 

55G3 

55F9 

99E7 



-1 CC AACCAAAC C ATCAAAC AGC AGGGA 

GCTAGTGAAGAGGTCTATTGTTCC 
-1 ACATCGCCTAAAACCGTGCATCGTAA 

ACATTTACCTCAAAGTCATCCTCT 
-1 TTTTCACTCCTCTCAGAGTCTACTCC 

ACCTCTCCTCACTCCCCAGGACAC 
-1 AG ATCTGTGTTCGTCTCTAG GTAATA 

GGAAACACAATCCAGACATGATCT 
-1 TTCATGAACTCGGAGAGGTCCATGGT 

GCACTCCCGCTCGTCCTGGGACAC 
-1 CTGG CAATATTAACTTGGGTTCTGTT 

TCATCTCTGGCTATAAGCCATACA 
-1 TGCCATTCTTTTGTTGAACCTGTAAA 

GGTAAGGCCC AGATTCTG AAAC CT 



-1 TAAAGCACTTATGAGAATGCTGCATT 

TGTACATGAGCTACGCCTCATCTT 
-1 GCACCCACCTCCTCAGTTCAGACAAG 

CCCAGCACCCAAATACCACTATCT 
-1 AGCGCATGAGTGACTCCCATCTATAT 

ATGTCAGTCGTCTCTGGTGCAAGG 
-1 GAAACAGTGGCC CG GGTCGTAGTG C 

GCTGTCCAGATCTTCACGCTACACC 
-1 AGTGCATTCACACTGATGATAAACGA 

TAGTAGCTTC AC AGGTTTG CTTCT 
-1 GCTTCAAAATTCCTTACCCCCAACCT 

CTGGCACCCCAAATTGTATCACTA 
-1 GAGGAAGGGCTGGCTCTTACTCCCC 

ACAAGAGGTGTTCCTTAGGCCACAC 
-1 CC AATCTAATTTAAAC CCTCATAACAG 

GACATAAGCTTGCGCCCGCATCT 
-1 TGCTCAATGTTTTGCACTGATTTTATT 

CAATGTTTTGAAGGGCGTTATGA 
-1 TG CTAACAACAGCTTCTC GGTATGTT 

AATATTCTGCTAACTC CTTTCTCA 
-1 GGAGGAATGGCTGTGCCCGTCCCCT 

CCACTTAAGC GAC CTGAGTCTCCAG 
-1 ACACACACTTAAGAGTACAGATGAGA 

GCCAAAAATAAGTGGCAGGTCTTT 
-1 TTTTGTGACTGTGCATGCTTGAAAAG 

AATAAGTTTTCTGCAG CTGTGTCT 
-1 CTTGTCTGTGGCGTGGCACACAGTA 

GGTGCTCGGTTTGTGTTGTTGAATG 

-1 GAATTCTGAATACATGTTGGACTGTG 

TTTCTTTGACCTGTGTTTCCTAGG 
-1 TGAGTCCTTG GCCTCAGCTTCTAATC 

TCAAACCTAAAATAGATTGCGTTT 
-1 TCTTCTCGTCTTTGCTATTAAATTTCT 

TCACGGACCATGCATCTGGAGGA 
-1 CC AGAG ACTCCTAAG CAG AATCAAGG 

ATGTGTGGCATAAGCATGAGAGCC 
-1 CCCATAAAGAG GAATAAGCTACTGTC 

CTCAGCTCTTGTTAGCTCAGGCTT 
-1 AGAGTTTGTAACACAATCCAGTCCAC 

ATGCTTATCCAATCCCATCATCCA 
.1 AGCTCAAAATATGGCAAAGTGATGAT 

TTCGTGTTAATCCTAGAAACAGCA 
-1 TG GGTCTGCTTTC ACATGAAAGTGCT 

ACGAATTCTCTTTTGTGCTGAGCC 
-1 GGATGAGCCCACTCACAGCACCAGA 

TTTGTACTGAAAGTACCTTAATATC 
-1 AACQCAAATCCAAATGCCAGGATAGA 

AGAATTTGTTTATGAGAAACTGGA 



-1 * CG CTTTTTG ATCTGATTACTATTTCAC 

ACAGGTTACAGCTATGACCATGA 
-1 CTGCCGCTAATTCACTAGTAATTTCG 

ATCGTCCGCCCTCCAGGTACATAT 
.1 AGGC GTGCTATTAATTATCCC ATAC C 

CTCCTTACAGAAATTACACTCGCA 
-1 GGGAGAAGTTCTTTAAACTAAGGGTA 

C AAAATG AATTG AATGCTG G GGG C 
.1 ATTAGCGTGTTCGCGCCCGAGGTAC 

ACCAAAACCTTCAGAAAGCAAAGTT 
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WO 02/057414 


6955 


Table 1 


Hs.319825 


6956 


Table 1 


Hs.17481 


6957 


Table 1 


MA 


6958 


Table 1 


MA 


6959 


Table 1 


NA 


6960 


Table 1 


NA 


6961 


Table 1 


NA 


6962 


Table 1 


NA 


6963 


Table 1 


Hs.292457 



6964 Table 3A 

6965 TabJel 

6966 Table 1 

6967 Table 1 

6968 Table 1 



6984 Table 1 

6985 Table 1 

6986 Table 1 

6987 Tablel 

6988 Table 1 

6989 TabJel 

6990 Table 1 

6991 Table 1 

6992 Table 1 

6993 Table 1 



NA 
NA 
NA 
NA 
NA 



NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 



Table 8 

103C4 

mRNA; cDNA DKFZp434G2415 (from 
clone DKFZp434G2415) 
/cds=UNKNOWN 
116C9 

128F5 

135F10 

189F3 

189A8 

195H12 

Homo sapiens, clone MGC: 16362 
IMAGE:3927795, mRNA, complete cds 
/cds=(498,635) 
466C4 

466D1 

466G2 

466H5 

466B7 



6969 


Table 2 


NA 


466B10 


6970 


Table 1 


NA 


466C9 


6971 
6972 


Table 1 
Table 1 


Hs.7187 
NA 


mRNA for KIAA1757 protein, partial 
cds/cds=(347,4576) 
121F1 


6973 


Table 1 


NA 


121A11 


6974 


Table 3A 


NA 


121F8 


6975 


Table 1 


NA 


178B2 


6976 


Table 3A 


NA 


178B5 


6977 


Table 1 


NA 


178F5 


6978 


Table 1 


NA 


178C12 


6979 


Table 1 


NA 


462A11 


6980 
6981 


Table 1 
Table 1 


Hs.13231 
NA 


0d15d12.s1 cDNA 
/clone=lMAGE: 1368023 
462D9 


6982 


Table 1 


NA 


4G2E8 


6983 


Table 1 


NA 


462F9 



462F11 

462G12 

462H9 

472B1 

472C1 

472E6 

472F4 

472G2 

472D7 

472G12 



PCT/US01/47856 



AAGATATGAAATATGCCTACCC GCAG 
AGCTTGGCACAAAGTGGAGTCAAT 
GTACAGAGATCGGATCACACAAGCC 
CGGAGACAGTGCAGCTTCTCCACTG 

AATGCACTTGTG ATAAACTGACAG CA 

GGGTTAGACATTACTTTCAAAGCT 

CCACTGCTCAGGAAACTGCCTGTTCG 

GTGCTC CTCCAATTCAATTAAGCT 

AGTG CTGGTATAACTGC AGAAAG AG A 

TAGAGAAGAGAGATCAGTGAGAGC 

AAGTC AGGACCTTTGCACTTGCC CC G 

CCTCTGCCTTCACAGCTCTTCTCA 

TAATCAGGGAAGAGCTTGAGATCATT 

AG CAACTG AACTGAAC AG GGAGTT 

CTGGGTCAC GTCGCCCACCAATGGT 

ATCTGTGTGGTTAGGCATTAGGCTG 

GGTGGTAGGTGAGTGGGTATTGCGG 

GCTAGTATCCGAGCAAAAGATGGTG 

CAGCCCTGCTATCTCTGGTTGTTCAT 

GTACTTCTGTAAGGTGGAGACCCT 

GAAGGTGAGAAACCCGAGAGACACC 

AACTATGATTTTTACTTTTCCTGGT 

ACCACCCCTCCCTTCCCTCCTTTAAC 

TCATCTCGAATCTCTCTCATACAT 

CTCTTATCCTGCTCTGCCCTGGAACT 

TGAACCCCAGTGCCAATACTCATG 

CGACCTAATCTCTGTCCCCAGAAGGC 

AGACCAGGACTCCAGCCCCAGGAG 

GCCAA ATCTTT GTCCTGTACAAAGTA 

CAGATG I ( f 1 1 GACTGAAGTTCCA 

GCCACAGTGAATAAATACAAGGCAAG 

GCTCATAGGTAAAACAAGTTCTAT 

AGTGGAGTGTTTACACCTTGCTGTAA 

CATTTGAACTTTCACAAGAGATGT 

AAACCCACCCATCATTTGCCCTGACT 

ACCCATCTCCCGATTAATTCACCC 

AGGGAACAGAGCCAGGATTTAAACTC 

TAACAATTTGTCTCCACAATTG C A 

CTCCTGGCACGACAGAACTAGTAGTT 

TCCATGTCTTGAGGACATAGGTCC 

TCGAACCTGTTCCAGGTATG CTG ATA 

GATGTCG GTAGG GCATCCTTAATT 

GAGGTACTATAAACCAGATGCCCAAA 

ACACCTGCCCTCCTGGGTTGGCCG 

ACATTCATCTGTTTCCACTGAGGTCT 

GAGTCTT CAAG TTTTCACCCCAGC 

TTAGCCCTTTTCTGCGCTAATTAGAAT 

TTCAAGCGTCACAGAGCCTGGGG 

TTCAACGAGGTGAACCAGTGTGATGT 

CTGTG GGGAAAACACGTAGTCAGG 

GGAAAAAAGAAATTTCCTGAGATTTC 

CAGTGTATACAGAAGTGTCTTTCCAT 

GAGTTCACGTGGGGTGGCCCTCCTC 

AGTGCTCTTAGGGTACTGTACTGTC 

CCACCTTCGAGGTCCCTTCCGGCCTA 

AGATGCCTGAAATCTCCAAGGAAA 

ACAAGGCAAAGCTTAAAGAAACACTA 

AACGAATGAGTGAAAGAAGCGGAG 

TTCTCAATAACAAACCCAGGGCTTTC 
ATAAATG CATG ATC AAAATGTGG A 
ACAGAAAATAGGGTGTATATCAGCAT. 
TACGCTGATTCAGCAGAAGATAGC 
TCTC G ACTGACACCCACTATAAATTC 
CCTG GGTTG AAAAACTTTTCTTTT 
TCCAAACCCCTCCATTACAATCTAAC . 
ACACTTCCCCCTACATCGTCTCCT 
GCATTTATTTTCTTCTACAGAGAACCT 
GGCGGCTGGGTCTGGGAAAGAGC 
AC C CACAATTAGTG AG AGTGCCCTTG 
AGCTTGAGATTCCCATTCCTCCTT 
TGGATATAAAGTGTGTGTTCTGACAG 
AAAATGGGGAGAAGGTGGCTATTT 
GCCAGAAAATCCTGGTTTCCCTGGTG 
TCC CCTCCMTCTCTTTTACCAAA 
CCATTGTCGCCCGGAGCTGGAAAGA 
TAGTTTAG AG AATGCCTTAG CACTT 
CAGCACCCAGTACAGGTATG CAGGA 
AGGACTCGCTTGACTTAGAGAGTGG 



553 



WO 02/057414 



Table 8 



PCT/US01/47856 



6994 


Table 1 


Hs.75354 


mRNA for KIAA021 9 gene, partial cds 


-1 AACACACCAGAAGGAAAAGACACAGA 








/cds=(0,7239) 


CAGG G AATGAAG CCTGCAAAGTCC 


6995 


Table 2 


NA 


64G9 


-1 GTAACTCAGTGCCCCCAAAGATTCAT 










AGTCAGCAGGATTGGCCAGCAAAT 


6996 


Table 1 


NA 


467E5 


-1 CGCCC CAAATATAAAATCTC AATACC 










AGTTCCTTTTCCCCAGTACCCCAG 


6997 


Table 1 


NA 


467A8 


-1 AGTCACAGGATGTTCTCTGCACCTCA 










TCTG CAACTCTG AG CCTTACTC AA 


6998 


Table 1 


NA 


467C9 


-1 GTTAGAGCCCTCGTGCCCTGCTTCTT 










CAGCTACCATTTCTCTCTGTGACC 


6999 


Table 3A 


NA 


467F8 


-1 CCACCACAACCACACACACAAAAAGT 










CAACCCACACG AATATACCG GAAA 


7000 


Table 1 


NA 


468E6 


-1 CAGTTGG GCTGTTAGTAGTCTGTC AC 










ACAGGTGAGAGGAGCAAGAGATCC 


7001 


Table 1 


NA 


468B9 


-1 AATCTATTATCAGGCATTTAATCACTG 










AGCACTCTTCTGTCCCACACTGT 


7002 


Table 1 


NA 


466E10 


-1 AGAGGAGTGACGGTGAATGGTACTG 










AAAGCGGTTGTAAATTGCGAGAGAG 


7003 


Table 1 


NA 


468F10 


-1 TCTCCTTGTTCTGATTCTCTCCCCATC 










TACAACAACTC CACTCC CC AAAG 


7004 


Table 1 


NA 


468F11 


-1 C ACCTAACCAAG CGG GTTGG GCTGA 










TGACCGATGACCGTAAGCAGTAAGG 


7005 


Table 1 


NA 


468G12 


-1 ACCTCTTCTTTAGCAACACTAACCAC 










TCCACACTGGGGAAATTATACTCT 


7006 


Table 1 


NA 


468H11 


-1 ACTACCG CACAACAGAACACATG AC C 










AGGTGAGTG CAGACACGACATCAG 


7007 


Table 1 


NA 


469B6 


-1 CAGTTTTACTCCTGGTCATCTCTTGT 










GAGTGTGGATTCTTCTCTGCCCCT 


7008 


Table 1 


NA 


469D2 


-1 TTTTATTTTGGCTGAAGTTTGGGTATG 










GCTGCTTGTTGGCCTCTGCTGGG 


7009 


Table 1 


NA 


469A10 


-1 ACAG CTTATAAAGCACTTTCTCATGC 










ACTTCTTCTCGCCGTATTTGCACA 


7010 


Table 1 


NA 


469E12 


-1 GGGGCTCAAACCTGTGACTTACTGCT 










AACTAACATC AAAGGAAAAG CTGG 


7011 


Table 1 


NA 


469F8 


-1 ATGATCATTGATAGATATTCTAAGAG 










CATGCAGGAATGAGGATGCGTGCC 


7012 


Table 1 


NA 


469G8 


-1 G ACAAC AAACCTGCTTG CTTGGTTAC 










CCACAGCGCACTGAGTATAGAAGT 


7013 


Table 1 


NA 


470B2 


-1 TCTTCAATTATTCATGCTCTAAGGCA 










GTGTCTGTCTTCCCACCATCCCGC 


7014 


Table 1 


Hs.1 18174 


tetratricopeptide repeat domain 3 


-1 TGAGTAI 1 1 1 1 AAAATCCCCTGTTTGG 








(TTC3), mRNA /Cds=(2082,7460) 


ATGCTTCCAGCTAAATAGTCTACCT 


7015 


Table 1 


NA 


470C3 


-1 TGG GTTTACTC AGATCTTCTCCTTCTT 










AAGTGAGAGTTTTAACCTACATTTT 


7016 


Table 1 


NA 


470D5 


-1 GTCCAGAGCTAGAAGAACCAAGTCTT 










CCTTTCTTCATTCATTGTTCAGGT 


7017 


Table 1 


NA 


470E1 


-1 CTTCTTCTTAG GATCTGGAGGGAGG G 










GAGTGTTAGAGCTTGTGAGCCATG 


7018 


Table 1 


• NA 


470E5 


-1 CTGAACGAACCAGTTCTTTTGGACTA 










CCAGTTCTTGAAGTGAAGCTCAGA 


7019 


• Table 1 


NA 


470F3 


-1 AACAAAAGCACTGACAAGCTCATATG 










AACAGGCTAAAAAGTGAGTGAAGT 


7020 


Table 1 


NA 


470G6 


-1 TTCTCTTTCTATATCTAGCTAAATTGC 










CTGTGCGCCTCCCATCCTCCTCA 


7021 


Table 1 


NA 


470B8 


-1 ACACACTTGATAAATTAGACCGATGC 










AAACCGCAAGAATCCAAATCAGCT 


7022 


Table 1 


NA 


470G10 


-1 ATAGTAGGTGAGCCAGTAGTGTGAAT ■ 










GCTTGTCAAGCTTCC AAGGATG G A 


7023 


Table 1 


NA 


471 D6 


-1 AACCACCACCCAGCTTCCTGGTACAA 










GCAG GG ACTCTGGCTACAGTG CTA 


7024 


Table 1 


NA 


471 F1 


-1 TTTCCTCCCCTCCCTCCCCAATCCAC 










AAAAC ACGTAATTCTGACTATC CA 


7025 


Table 1 


NA 


471 F4 


-1 CAACATTCACAAAACTGGTCCCCGAA 










TTAGTGAGAAGGTTCCAGGAGTGC 


7026 


Table 1 


NA 


471 F6 


-1 GAGAGATTATAGCACAGTCTCCCAGG 










GCTC AGTCAGGT C ATCCG CAGCAA 


7027 


Table 1 


NA 


471 E9 


-1 TTCAATGCTTTGTCCTCCC CTC G CAG 










ATGTTTAGAACAGATC CTCCTTCT 


7028 


Table 1 


NA 


471E11 


-1 TCCCTCTCTCAGGGCTGGGAAAGAAA 










GGTTCATCTTCACTCAGATGCAAG 


7029 


Table 1 - 


NA - , . 


. 471 H11 


-1 TTCTGTTGGTCTGCCAGCTCATCCAT 










TC ATCCATC ACCTGCCAG CTAGAC 


7030 


Table 1 


NA 


473E4 


-1 ACAC AGTTTTG GCTCCCTTATTTTCC 










CCGTACTCGAAACATTTCCATGCA 


7031 


Table 1 


NA 


473F3 


-1 ACCAAATCGCAAAAATACAGAATGCC 










TGTAAATTGAGTCACACCTTAAAA 


7032 


Table 1 


NA 


473E11 


-1 GAGTCCATAAATCTG CATTTC ATGTA 










GTTGTAAGACTTTCTCCCAAAGGT 


7033 


Table ^ 


NA 


476C1 


-1 TCCATTTGAGTTTTCTTCCCATCTCTC 



ACAGTTGATTGTTCTGTCCCTTC 



554 



WO 02/057414 



Table 8 



7034 Table 1 

7035 Table 1 

7036 Table 1 

7037 Table 2 

7038 Table 1 

7039 Table 1 

7040 Table 1 

7041 Table 2 

7042 Table 1 

7043 Table 2 

7044 Table 1 

7045 Table 1 

7046 Table 2 

7047 Tablel 

7048 Tabid 

7049 Table 1 

7050 Table 1 

7051 Table 1 

7052 Table 1 

7053 Table 1 

7054 Table 1 

7055 Tabid 

7056 Tabid 

7057 Tabid 

7058 Table 1 

7059 Table 3A 

7060 Table 1 

7061 Table 3A 

7062 Tabid 

7063 Table 1 

7064 Table 1 

7065 Tabid 

7066 Table 3A 

7067 Table 1 

7068 Table 3A 

7069 Table 3A 



NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA- 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 



476D3 

476F5 

476G3 

476G4 

476A10 

476G8 

476H10 

477E1 

477E6 

477A11 

477D9 

477D10 

480A3 

480B5 

480D2 

480E2 

480E3 

480F3 

480G4 

480C8 

480D9 

480E7 

480E11 

480F8 

487F11 

499G1 

518F10 

524A12 



583B5 
583D6 
583G8 
584A1 
584D3 

DNA sequence from clone RP4-620E1 1 
on chromosome 20q1 1 .2-12 Contains t 

591H9 



PCT/US01/47856 



AAAATTCAGCCCTCCTGGATTCACGT 

GCCCAATGAAAGTCCCCAAACTAG 

TTTAACAGGAAAAGCCCAAAATTATTT 

TTATGCTGTCTACAATCTGGGCC 

AGTTG CACTGGTTGTTCTTG GCTGC G 

GTGCTTCTCACACAAGAAGCCCAG 

TTTCCTTTTTCCCTTGTCCCTTG GCTT 

CCCCCATCACCGAATCCCCCTTC 

CTC C CACGCCTGGCCGTAGTCCAG A 

GCTrCTTCTTTTTCATGGTTGGGTT 

GCCAGTGTACGTTGCCAGGCATTTCA 

TGTAAGAGAAAACTCAAATAGCCA 

CCGTCTTCTTTTGGGTGTTTCCTCCT 

AGTTTCGGCGGAAATCAGAGTTCA 

AT G AAC CCTCACCTGCTCTGCAGTG C 

AGTTTTGATTTTAGTCCCAGCAAA 

AGATATAGATGGTAAAATGTGATGCA 

ATGTAAAAAAATGGTAATACACACAC 

TCTCCA 

TGAGTGGGCTTCTCTTATGGTACAGT 

CTCTTCTCTATGAGGGGCTTCAAA 

TGGGCTTCCAAATGGTACAATGGAGT 

AATCAAGCTCATGGACTGAGAGTT 

CTTGAAGCTACTTGTCC CTTTCTGTG 

CCAGACCACTTAATGGCTACCCAC 

TTCCCAGGGCGCTCCATCTACAGCCT 

TACTGTGACTCCACTCAGCACCAG 

ATTCCCCCTAAGCTCCTGTCCCCCGC 

CATGCACGACTGGTCACATCAAAA 

AAGACACACCCCTCCTGTTTAATAAA 

AGTTGTCCCCTCGACATGCATAAT 

CCTGGTTACAATAATGAAACTGTCGT 

GGAGTAAAGAGG GAAACATGACCA 

AGAAC CC ACAGACTGGGAG ACAATAA 

CTGCCATTCATATAACCAACAGAA 

CGCCACTGCTTAAAGATTACAGACAA 

TTCC CAGGTAAAGTTGCCAGG ACT 

ACAATGATGTTTGAAACGCACTCTGA 

ATCTGTGAAAGCTAGATAAGTCCT 

GCCTTCCTCCTCCTCCCTCTTGGGCC 

TATGTCCTAGATAAGCCTGTTAAA 

TGTCAAGATGACAGATCTTAATCCAG 

AGTGGAGGCTCGTTCGGCCTGGAG 

TTTATGTTTCAG CCTC7TTCTCTCCCG 

TTGAGTCCTGCCACAAGTCCTGC 

ATTGTCCAGGTGACTTGACACTTGCC 

TACC GGAAAAGTTGGGATGTTCTT 

TAAAATATGCCCTAATTTAAAGGGCG 

CAGGGTCCCACAACAAGCCACAGA 

AAATCTCTTCTCACGTTCTGTTTGTCA 

TTTAATCACCAGGTTTTTAGCGC 

GCTACTGATGGGTGGCCCTTTATTCT 

TGTCTTTATTTGTTGTGTGCAGGA 

AAAAATTGGTAGCTGCCCCCATGTGG 

TATGATGTTTAATTTGAACAACAT 

ACC CGGCA CGTC TCCT CAACCCCTTA 

ATTCTTTTCCAGCTTTTCATATTA 

CTCAAGAGGGCATAGACATTCCACAC 

GAG G ACTG C ATTC GTC A G G GTAAC 

AACAAATACCCAATTAACTGTATTCCC 

CTTTCCCCTATGACTGCTGGTGT 

CCGTTGTCCGAAAGCTTGCTTCCAAC 

TAAAGACCAGAGATGGGAGGGAGT 

TTTAG CCCAAAGAAGACTTTCGC ATA 

AATTCTGCCGTAACCCTTGTTGGA 

CAAAGCAGCAAATACAGAGCACACAA 

CAATCCTTGGCCTGAGCAGAACAA 

ATATGAAGATGGATTGGATGAGGACT 

GACAAAACGAAGACATGCCGGGCC 

ATGCCTAGTCAGTCAGTATTTCTTCTT 

GCTGCAGGTGTCTAAAAACCCAC 

CCTTCGCATTCCCCCATCCATGCTCC 
AAGATAATAGATTTTTCTTTAAAA 
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WO 02/057414 



PCT7US01/47856 



7070 Table 3A Hs.6179 



7071 


Table 1 


Hs.44577 


7072 


Table 3A 


Hs.108124 


7073 


Table 1 


NA 


7074 


Table 1 


NA 


7075 


Table 1 


NA 


7076 


Table 1 


NA 


7077 


Table 1 


NA 


7078 


Table 2 


NA 


7079 


Table 1 


NA 


7080 


Table 1 


NA 


7081 


Table 3A 


NA 


7082 


Table 1 


NA 


7083 


Table 1 


NA 


7084 


Table 1 


NA 


7085 


Table 3A 


NA 


7086 


Table 1 


NA 


7087 


- Table 1 


NA 


7088 


Table 1 


NA 


7089 


Table 1 


NA 


7090 


Table 1 


• NA 


7091 


Table 1 


NA 


7092 


Table 1 


NA 


7093 


Table 1 


NA 


7094 


Table 1 


NA 


7095 


Table 1 


NA 


7096 


Table 1 


NA 


7097 


Table 3A 


NA 


7098 


Table 1 


NA 


7099 


Table 1 


NA 


71 00 


Table 1 


NA 


7101 


Table 1 


NA 


7102 


Table 3A 


Hs.1 69370 



Table 8 

DNA sequence from clone RP3-434P1 
on chromosome 22 Contains the 
KCNJ4 gene for Inwardly rectifying 
potassium channel J4 (hippocampal 
inward rectifier, HIR, HRK1, H1RK2, 
KIR2.3), the KDELR3 gene for KDEL 
(Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein retention receptor 3, 
the DDX17 gene for DEAD/H (Asp-Glu- 
Ala-Asp/Hls) box polypeptide 17 (72kD), 
ESTs, STSs, GSSs and six putative 
CpG islands /cds=(307,2259) 
602388170F1 cDNA,5'end 
/clone=IMAGE:4517129 /clonej2nd=5' 

cDNA: FLJ23088 fls. clone LNG07026 
/cds=UNKNOWN 
119F12 

119G10 

485A6 

485D5 

489H9 

494B11 

478E5 

478G6 

478H3 

478C7 

478G8 

478H7 

479B4 

479D2 

479G2 

479G3 

479G5 

479G6 

479H4 

479H5 



479H6 

479G12 

479H12 

482A5 

483G5 

486C4 

490F10 

493C2 



58G4 

DNA sequence from PAC 6BH14 on 
chromosome 6q21-22. Contains FYN 
(P59-FYN. SYN, SLK) gene coding for 
two isoforms. Contains ESTs and STSs 
/cds=(12.1706) 



-1 GGG G AAC ACTTTGGTTTGAAAGCACA 
GAGCAGTTTGCCATGTTTCTTCTG 



-1 ACTGAATG GTC G AAATCAC ATATGCA 
CCACACATACTGATCTTAAGTAAC 

-1 CGAGGTACAGC AAAGCGAC CCTTGG 

TGTCATAGATCAGACGGAAATTCTC 
-1 TAC AGAAGAGCAGAGACC AAC CTTCT 

CAAAGTTG GTGAGTATTAACCC AG 
-1 CCAG ATTTG CTGATGTGTTAGGTAGT 

TGTGGCACACTCACCTGTCTTTCC 
-1 CTTTCCAGGTTTTCCCTTTCCGCCAT 

TGTTTTCCCGCTCGCTAAAGTGAC 
-1 TTG AACATTCG CAAAGTAAC ATCTCT 

CACTCCCAACACCACAGCTTATCG 
-1 AGTAACCACCAAAGCATAGTTTTAGA 

AGGGCTTTCGCAAACCTAGCCTTT 
-1 TCTTGCTTGTTCTTCTCGTTTTTGTTT 

TATCTTCCGCCCGGCAGG GTCAG 
-1 GCTCTGAAACCCCTGGAACTCTTGAG 

CCTAAAATGTATTTTTACAATCTT 
-1 ATCTTTGATGTGAAGCCCTTTAAAAAT 

AAACGTGAAGGTGCCAGCTTGCA 
-1 ACCCAGCCTGATGTTCATCTTTTCCC 

CCTCTTCATTTTCCTTCTrTGTTT 
-1 AGAAAGACTAACACCAGAAATCATGC 

TGCAACACCAGAACATCCTTTGGA 
-1 TCACAAAATATGGCTCAAGGAGTATA 

AATCCCCTCTCACGCACCCACAAA 
-1 ACTAACCAACCAATGAGAATACTACT 

TACCTCCACCCATGCTGTGAACCC 
-1 TGACCGCCTCAAAGACCAAAAGGACT 

CTACTCCATATTCTTCTCACTGTC 
-1 GAATGACCACCTGACGCATTCAGAGC 

TCACCTTCTTGTTCTTCAGCTGTT 
-1 TTGGTAGAAACCACCCAACCATAAAA 

TTCCCAAGCCTGTACTGGTCAGCC 
-1 CATAAGTTGGGTGAAGAAATGGTGGT 

TTTAATCAGTAATATAGCTCCCCC 
-1 TTCTCATCTCAATATCCC CCAGAGCC 

CCAGTACCTCATAATACAAGACTT 
-1 CTATCAGGCCCTC CAGATAGTCTTCT 

ATAAACCAATGATTCAGCAGGACT 
-1 TAC C CAAAGTCTATTCGTAAGTGCAT 

CTTTTCTATTAGACTGGAAGCTCC 
-1 G ATGGTTCAGCAACTGAG GAGCTCA 

GGGTGACGGGTCCACAGAGCACAGA 

-1 AGAAATTAGAAGATGACTAC CATTTG 

CTAAAGTCTATCCACATGCCAGCA 
-1 CCCCCTCGACCCCCTCACACCCTTTC 

CAGAGAGGCCTTAAGATTCCCATT 
-1 TGTAAGGTTTCATAAATTTAGAGACC 

CTAGCCAGTCAGTGACAATATGCA 
-1 GAGTTG CTTATTCCAGTCTCTCTAAG 

ATATATCTCCCTTTTTAGTTGCTGAC 
-1 TGGTGTAATGAACATGCCGTATTGCC 

TTTATGGC CAGTTTG AGTCCTTCC 
-1 AGG GAACCCC AAAGAGTTAAAACC AG 

GAC C ACTATTTCATAGTC AACAAA 
-1 GTG GTAAATG AG AGCATTACAGACCA 

CCCACATCAGCCTAAAATATAATT 
-1 CCACCAAACCCAACAGGCCGGGACA 

AATGCAATACCATACAGAAACACAG 

-1 GGCCAAACTTTCTTACTCTGCCATTT 
GTTCAATGTCCTAATGAGCATGAA 

-1 ATCAATCGGGCCAATCCGAAGTCAGC 
AATCTTGCATATGAGTCCATTCCC 



556 



WO 02/057414 

7103 Table 1 NA 

7104 Table 3A NA 



7105 Table 3A 



NA 



7106 Table 3A NA AA501934 

7107 Table 3A NA AA579400 



7108 Table 3A 


NA 


AF249845 


7109 db mining 


Hs.27705 


AI630242 


7110 db mining 


Hs.277052 AI630342 


7111 db mining 


NA 


AI732228 


7112 Table 3A 


NA 


AW379049 


7113 Table 3A 


Hs.232000 


AW380881 


7114 Table 3A 


Hs.325568 


AW384988 


7115 Table 3A 


NA 


AW836389 


7116 Table 3A 


NA 


AW837717 


7117 Table 3A 


NA 


AW837808 


7118 Table 3A 


NA 


AW842489 


7119 Table 3A 


NA 


AW846856 


7120 Table 3A 


NA 


AW856490 


7121 Table 3A 


NA 


AW891344 


7122 Table 3A 


NA 


BE061115 


7123 Table 3A 


NA 


BE086076 


7124 Table 3A 


NA 


BE091932 


7125 Table 3A 


Hs.173334 


BE1 60822 


7126 Table 3A 


NA 


BE163106 


7127 Table 3A 


Hs.301497 


BE168334 


7128 Table 3A 


Hs.172780 


BE176373 


7129 Table 3A 


NA 


BE177661 


7130 Table 3A 


NA 


BE178880 


7131 Table 3A 


NA 


BE247056 



Table 8 

598H2 

AA077131 1836605 7B08E10 Chromosome 7 Fetal Brain 
cDNA Library cDNA clone 7B08E10, 
mRNA sequence 

AA501725 2236692 ng18e12.s1 NCI_CGAP_Lip2 cDNA 

clone IMAGE:929806 similar to contains 
Alu repetitive element;, mRNA 

2236901 nh56a10.s1 NCI_CGAP_Pr8 cDNA 

clone IMAGE:956346, mRNA sequence 

2357584 nf33d05.s1 NCI_CGAP_Pr1 cDNA 

clone IMAGE915561 similar to contains 
Alu repetitive e!ement;contains 

8099620 isolate Siddi 1 0 hypervariabie region I, 

mitochondrial sequence 
4681572 ad07c09.y1 cDNA /cfone=ad07c09- 
(random) 

4681672 ad08g11.yl cDNA/clone=ad08g1l> 
(random) 

5053341 nf19e05.x5 NCI_CGAP_Pr1 cDNA 

clone IMAGE:914240 similar to contains 
Alu repetitive element;, mRNA s 

6883708 RC3-HT0230-201199-013-C12 HT0230 

cDNA, mRNA sequence 
6885540 UI-H-Bl0p-abh-h-06-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2712035 
/clone_end=3* 
6889647 602386081 F1 cDNA, 5' end 

/clone=IMAGE:4514972 /done_end=5' 

7930363 
7931691 
7931782 
7936472 
7942373 
7952183 
8055549 
8405765 
8476469 
8482384 
8623543 



7132 Table 3A Hs.11050 BE763412 



7133 Table 3A 

7134 Table 3A 

7135 Table 3A 



NA BF330908 
NA BF357523 
NA BF364413 



PMO-LT0030-101299-001-f08 LT0030 
cDNA, mRNA sequence 
CM2-LT0042-281299-062-e11 LT0042 
cDNA, mRNA sequence 
CMl-LT0042-100300-140-f05 LT0042 
cDNA, mRNA sequence 
PM4-CN0032-050200-002-C1 1 
CN0032 cDNA, mRNA sequence 
QV3-CT0195-01 1 099-001-c09 CT01 95 
cDNA, mRNA sequence 
PM4-CT0290-271 099-001 -c04 CT0290 
cDNA, mRNA sequence 
PM2-NT0079-030500-001-a04 NT0079 
cDNA, mRNA sequence 
QVO-BT0041-011199-039-f09 BT0041 
cDNA, mRNA sequence 
PM2-BT0672-130400-006-h09 BT0672 
cDNA, mRNA sequence 
IL2-BT0733-130400-068-C11 BT0733 
cDNA, mRNA sequence 
ELL-RELATED RNA POLYMERASE II 
ELONGATION FACTOR (ELL2), 
mRNA /cds=(0,1 922) 
8625827 QV3- TC457-C604 00-i 46-hi 0 HT0457 

cDNA, mRNA sequence 
8631 1 59 arginine-tRNA-protein transferase 1-1 p 
(ATE1) mRNA, alternatively spliced 
product, partial cds /cds=(0,1544) 

8639102 60234301 6F1 cDNA, 5' end 

/clone=IMAGE:4453466 /clone_end=5' 

8656813 RC1-HT0598-020300-011-h02 HT0598 

cDNA, mRNA sequence 
8658032 PM1-HT0609-060300-001-g03 HT0609 

cDNA, mRNA sequence 
9098807 TCBAP1 D6404 Pediatric pre-B cell 

acute lymphoblastic leukemia Baylor- 

HGSC project^TCBA cDNA clone T 
10193336 mRNA; cDNA DKF2p434C01 18 (from 

clone DKFZD434C0118); partial cds 

/cds=(0,1644) 
11301656 RC3-BT0333-3l0800-115-f11 BT0333 

cDNA, mRNA sequence 
1 1 316597 CM2-HT0945-1 50900-379^06 HT0945 

cDNA, mRNA sequence 
1 1 326438 RC6-NN 1 068-070600-01 1-B01 

NN1068 cDNA, mRNA sequence 

557 



PCTAJS01/47856 



TATTTTTAACAAAATCACACGGAAGG 
ATTTCCTTCCCGTCCCATGTGTTG 
CAGATAGTGGTATTTG GGTGCTGGG 
CTTGTCTGACCTGAGGAGGTGGCTG 

AACTCCATAGAGAAAGACTACGAATT 
TCGCTGGGAGGTAATAGGGAAGCC 



GCATTTAGGAAAGACAGGTGAGTGTG 
CCACAACTACCTAACACATCAGCA 

TTACTTTGTCTTCTCTCACCATCCTAA 
AACGTTGTTTTGCTGAGCATGAA 



CCCCAGACGAAAATACCAAATGCATG 
GAGAGCTCCCGTGAGTGGTTAATA 
G CCTAAGTTTCCAG AAGACTTTGACG 
ATGGAGAGCATGCAAAGCAGGTAA 
TTTTGCAGTTCAAGGATTGGTGGGAA 
ACGTTTGTATGTGTTGGGGTGGGG 
AATAGATTTCCATTTCTTCCTTCGAGT 
TAGTTGGGTATTGGGAC CTTGAA 



CGACGGTGTTCTGGAGTTTCGATGAG 
ACATGTAAGTAAGAGTTCTGTGCA 
ATATTCAGCAGTGGCTGTGAAATTGG 
ATTTGAATTACCGGGATACATGCA 

ACTGGTTTTCATTCTAGTGTCCCCCA 
C CCGTCTAGTTTCATTTTCCTGTA 

TTGGGAGTCACCAGGTTAAAGCAAAG 

CCTCAGTCACTGAAAGCAGAAACT 

TCCTGTGCTCCAGAATTAGTGATTGC 

TTTGGTGCTTAACTTGAAGTGGGA 

CATCTGCTCTGCTTCCTCACACACTA 

GAAACACCACTGCCCCCATCCATG 

TCTGTGATTTATAGACTGTTTTCAGGA 

AACGATCTTCCCATCTGTGGTGA 

TCATTTCAGGTCTAATAAACACACTAA 

CCTCG GCAG CACTGGAGCGTCTG 

AGCTTAGGATATCTATTAGTGTTCACT 

GTTCGGGCAAGAGGCCTAAAGGG 

TGGGAACACACTGGCCCATTATATAG 

AGAAAAATAAAACATGATCCCCAT 

TTGCTTGATTTC CC AAACCACTACCT 

GAAGGTGGCTTATGGTCTACAGCT 

TTCCACCACTTCAAGACTGGGGGCA 

GGTAGAGAAGACAAGCATAAGTACA 

TTCTTCTC TGCC C CTAACAG AATGTT 

CTTCTCTTGCTTCCCACACCCTCC 

CAGCACATCTTCTGGTTTACAAGTTG 

GGTAACTATGAAAGCTGGAGATGC 

TATCTAAATTCTACCTTTAGCATCCAA 
CTAGCTACCGTCTGGCACTGGCC 
TCCAATGCTCAAGTCACTCTGAGTCT 
TTGCTGGTGTCAACCTAC AATGC C 



ACCTCACTATAGTAGCCATTAGGTAA 
AGATGGGCCATATCCAAATGGGCT 

AAGAACTATTC CTTTGAGAATCTTTCC 

TACTGGGAGTTACTGCTGTGATT 

TCTGTGTGAACATACATACAGGACTT 

TGATTCTACCTGTGCCTGACCATT 

GTGGAGCTGTTGGCCTTGCTGGATG 

CGGGCACTCTCTACACCTTCAGGTA 

TGTCAGTGG CTCTCACTTTGITTG AA 
ATTGTTG CTTTG G GAAAAAC ACAG 

GATGCAGTGGGTTAGGGGTTGGGGG 

TACAGACTGACTTGAGCTCGGAGTC 

TCAGGCACTCAGTAAAGGCAAGACTT 

GAGTGATACATAAAGTCAGTTACA 

CCTTGGGC TGAGT TTG CTGGTCCTGA 

AGATTACAGTTTTGGTTAGAGAGA 



WO 02/057414 



7136 


Table 3A 


NA 


BF373638 


11335663 


7137 


Table 3A 


NA 


BF740663 


12067339 


7138 


Table 3A 


NA 


BF749089 


12075765 


7«toa 


i aoie ja 


MA 
NA 


BF758480 


12105360 


/ l**u 


Tahlo OA 

i aoie OA 


H| A 
(NA 


BF773126 


12121026 


7141 


Table 3A 


NA 


BF773393 


12121293 


7142 


Table 3A 


NA 


BF805164 


12134153 


7143 


Table 3A 


NA 


BF818594 


12156027 


7144 


Table 3A 


NA 


BF827734 


12171909 


7145 


Table 3A 


NA 


BF845167 


12201450 


7146 


Table 3A 


NA 


BF869167 


12259297 


7147 


Table 3A 


NA 


BF875575 


12265705 


7148 


Table 3A 


NA 


BF877979 


12268109 


7149 


Table 3A 


NA 


BF897042 


12288501 


7150 


Table 3A 


NA 


BF898285 


12289744 


7151 


Table 3A 


NA 


BF899464 


12290923 


7152 


Table 3A 


NA 


BF904425 


12295884 


7153 


Table 3A 


NA 


BF906114 


12297573 


7154 


Table 3A 


NA 


BF926187 


12323197 


7155 


Table 3A 


NA 


BF928644 


12326772 


7156 


Table 3A 


NA 


BG006820 


12450386 


7157 


Table 3A 


NA 


F11941 


706260 


7158 


Table 3A 


NA 


U46388 


1236904 


7159 


Table 3A 


NA 


U75805 


1938265 


7160 


Table 3A 


NA 


W27656 


1307658 


7161 


db mining 


Hs.661 


NMJJ04146 


10764846 


/ 1 oz 


od mining 


Hs.943 


NWI_004221 


4758811 


7163 


db mining 


Hs.1063 


NMJ>03093 


4507126 




db mining 


Hs.1321 


NM_oaoouo 


8961354 


7165 


db mining 


Hs.288856 


NM_003903 


14110370 


7166 


db mining 


Hs.1975 


NM_030794 


13540575 


7167 


db mining 


Hs.3804 


NM_014045 


13027587 


7168 


db mining 


Hs.3832 


NMJ>32493 


14210503 


7169 


db mining 


Hs.4113 


NMJ506621 


5729723 


7170 


db mining 


Hs.83848 


NM.000991 


13904865 


7171 


db mining 


Hs.5076 


AK025781 


10438401 



Table 8 

MRO-FT0176-040900-202-g09 FT0176 
cDNA, mRNA sequence 

QV1-HB0031-071200-562-h04 HB0031 
cDNA, mRNA sequence 

MR2-BN0386-051 000-O14-b04 
BN0386 cDNA, mRNA sequence 

MR4-CT0539-141100-003-d05 CT0539 
cDNA, mRNA sequence 

CM3-IT0048-151200-568-f08 IT0048 
cDNA, mRNA sequence 

CM2-lT0039-191200«638-h02 IT0039 
cDNA, mRNA sequence 

QV1-CI0173-061100-456-f03 CI0173 
cDNA, mRNA sequence 

MR3-CI0184-201200-009-a04 CI0184 
cDNA mRNA sequence 

RC6-HN0025-041200-022-F08 
HN0025 cDNA, mRNA sequence 

RC5-HT1035-27120O-012-FO8 HT1035 
cDNA, mRNA sequence 

IL5-ET0119-181000-181-b11 ET0119 
cDNA, mRNA sequence 

QV3-ET0100-111100-391-C02 ET0100 
cDNA, mRNA sequence 

MRO-F_T0109-171100-001-b02 ET0109 
cDNA, mRNA sequence 

IL2-MT0179-27110O-254.C11 MT0179 
cDNA, mRNA sequence 

QV1 -MT0229-281 1 00-508-e1 1 
MT0229 cDNA, mRNA sequence 



cDNA, mRNA sequence 
CM1-MT0245-21 120O-662-dO2 
MT0245 cDNA, mRNA sequence 
IL3-MT0267-281200-425-A05 MTC 
cDNA, mRNA sequence 
CM2-NT01 93-301 100-562-C07 NT 
cDNA, mRNA sequence 
QV3-NT0216-061200-517-g03 NT 
cDNA, mRNA sequence 
RC4-GN0227-271 100-01 1-d03 
GN0227 cDNA, mRNA sequence 



cDNA cDNA done c-33f05, mRNA 
sequence 

HSU46388 Human pancreatic cancer 
cell line Patu 8988t cDNA clone xs425, 
mRNA sequence 

HSU75805 Human cDNA clone f46, 
mRNA sequence 

36f10 Human relina cDNA randomly 
primed sublibrary cDNA, mRNA 
sequence 

NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 7 (18kD, B18) 
(NDUFB7), mRNA/cdS*(22,435) 

natural killer cell transcript 4 (NK4), 
mRNA/cds=(59,763) 

small nuclear ribonucleoprotein 
polypeptide C (SNRPC), mRNA 
/cds=(1 5,494) 

coagulation factor XII (Hageman factor) 
(F12), mRNA /cds=(49,1 896) 
prefoldin5(PFDN5), mRNA 
/cds=(423,926) 
hypothetical protein FLJ21007 
(FU21007), mRNA /cds=(257,2212) 
DKF2P564C1940 protein 
(DKFZP564C1940), mRNA 
/cds=(565,1260) 
clathrin-associated protein AP47 
(AP47), mRNA/cdS=(76,1347) 
S-adenosylhomocysteine hydrolase- 
like 1 (AHCYL1), mRNA /cds=(47,1549) 



mRNA/cds=(34,783) 
cDNA: FLJ22128 fis,< 
/cds=UNKNOWN 



PCT/US01/47856 



-1 ACAGCAAACAAAGTGTTCCAATCCTC 

TATTAACCCATTTAACCAAGAGTT 
-1 AGTGCATTCACACTGATGATAAACGA 

TAGTAGCTTC AC AGGTTTG CTTCT 
-1 AAGTGTGATTAGAAGCAGCTGGAAGT 

AGCAGAGGAGGTGGAAGTTAGTCC 
-1 CAGG AGTAAAACAG AG CTG GTTGTGT 

GATACCTATGCTGGGTGGAAGACT 
-1 GGTGACTATCTTACCGGCTCCCAGTA 

AACTCTGAACAATGTACCAGCTAA 
-1 GCTTGAAGATGTCTCAACAGAAAATC 

ACCGACATGAGGAAGCATCACGCT 
-1 AGGAACATGGCTGCAGCATATAAAAA 

G AATTGAATTCC ATACTTTTGTTAAC C 

CTG 

-1 GGTGCTGCCATAGGTGCCAGTAATG 

ACCGTTTATGCGGAAATCAATTACA 
-1 TGAAGTACTATAGGACTCAATGGGAC 

CAGTAGCAGCTCCAAGTGGATCAC 
-1 ACACGGGACCTCCTTTGATCTTTCTG 

AGAATTAATAGAGATTTCATGGCA 
-1 CCAAAAGGAGAAAGATGACTAGGGT 

CACACTTGAGGATTTGCCAGGTGGG 
-1 G CATCTTCTTTGAAGACG GGAACTGT 

ACTTCAGGTTCTTTTCTGTTTAGC 
-1 GGCTCATTTGGTTTTAAAGTCTCTTCT 

ATGCCATCCCAGGGGAGGAGGAT 
-1 GACTGTGGACACCTCTCACTGTGTCT 

TCTTGGCAGGCAGAGCTTACTGAC 
-1 GCAGGGTGCAGAGCTTCACAGCAGG 

TAGGAAGAAGTAACTAAGTGGAAAC 

-1 CAGCTAAAGCCGTAGGTCATTGTGAC 

TGTCCCTGGGATGTGGATTACTCT 
-1 CCAGAATGCAGCCTACAGACCAAATA 

TCAATGGACTTGGTGTAGC CCTGC 
-1 TTTAAACCAGGTCTGGAAAAAGGAAG 

GAGAGGAGGGCATTTTAGAGAAGA 
-1 GTGGCTTCGTAAAATAGAAGAGCAGT 

CACTGTGGAACTACCAAATGGCGA 
-1 CACACCACAGCTGGCTGGGAGCAGA 

G GCTG CTGGTCTCATAGTAATCTAC 
-1 TGGAGAAAATGAGAGACAGACAGTG 

AGTGAGAAAGTCAGCGAAAAGGAAA 

-1 ACCTACTGTTGAGATTATTCCCCTGT 
CTCCACACTGCCAGAAACTTACCA 

-1 CCAAATGATACTAGGATTAAGCCCCA 
AAGCAAAGTCAAGCACCACCATGG 

-1 TCCCAGAGCAACAACTAAGTCTCAAC 
TAATGG ACAACCAACACC C ACTGA 

-1 CCACAGAATGGGCATGTAGTATTGAG 
ATTTGAATCATCTGCTGTCCAGCC 

1 ACCTCATCCGGCTGCTCAAGTGCAAG 
CGTGACAGCTTCCCCAACTTCCTG 

1 GACCTGGTGCTGTCGCCCTGGCATC 
TTAATAAAACCTGCTTATACTTCCC 

1 G CATAAG GAAGACTTGCTC CCCTGTC 
CTATGAAAGAGAATAGTTTTGGAG 

1 GGGACTCATCTTTCCCTCCTTGGTGA 

TTCCGCAGTGAGAGAGTGGCTGGG 
1 AGACTGGATCGCACACCTTTG CAACA 

GATGTGTTCTGATTCTCTGAACCT 
1 AAGCAAATACCTTTTACAAGTGAAAG 

GAAGAATTTTTCTTCTGCCGTCAA 
1 GCAACAAATGCTTCTATTCCATAG CT 

ACGGCATTGCTC AGTAAGTTGAGG 

1 TCCGTGTAGAGGTTACAGCCTTTTAT 
GCTGTTGAGCTCCCAGGTACCAAA 

1 G CCC ACTTGG ATTTATAGTATAG CC C 
TTCCTC GACTCCC ACC AG ACTTGC 

1 AAGAGCTCCTGAGCCCCCTGCCCCC 
AGAG CAATAAAGTCAG CTG GCTTTC 

1 GCTC AAC ATGGAAAG AAG GTAC AGAA 
AGTGATGTGTTCAAAACATTAGCA 
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WO 02/057414 



7172 


db mining 


Hs.5298 


NM_015999 


7705760 


7173 


db mining 


Hs.5473 


AW953785 


8143468 


7174 


db mining 


Hs.5831 


NMJ)03254 


4507508 


7175 


db mining 


Hs. 5890 


BF698885 


11984293 


7176 


db mining 


Hs.6211 


NM_0 15846 


7710138 


7177 


db mining 


Hs.6285 


AL080220 


5262711 


7178 


db mining 


Hs.6441 


AL110197 


5817115 


7179 


db mining 


Hs.6459 


NMJ)24531 


13375681 


7180 


db mining 


Hs.6616 


AL524742 


12788235 


7181 


db mining 


Hs.6650 


NMJJD7259 


6005775 


7182 


db mining 


HS.6763 


NMJM5310 


7662395 


7183 


db mining 


Hs.6780 


NM.007284 


6005845 


7184 


db mining 


Hs.6817 


NM 025200 


1 3376793 


7185 


db mining 


Hs.7709 


U79457 




7186 


db mining 


Hs.7740 


AF288741 


14909837 


7187 


db mining 


Hs.8108 


NM_021O80 


10835268 


7168 


db mining 


Hs.8109 


NM_022743 


12232400 


7189 


db mining 


Hs.8207 


NM 020198 




7190 


db mining 


Hs.226627 


BC007375 


13938462 


7191 


db mining 


Hs.8768 


NMJ518243 


8922711 


7192 


db mining 


Hs.8834 


NM_006315 


5454011 


7193 


db mining 


Hs.9683 


NMJX36260 


5453979 


7194 


db mining 


Hs.9825 


NM_016062 


7706342 


7195 


db mining 


Hs.10590 


AL031685 


9368423 



7196 db mining Hs.11465 NM_004832 4758483 

7197 db mining Hs.11538 NMJ305720 5031600 



Table 8 



/cds=(182,1294) 
602659796F1 cDNA, 5' end 
/clone=IMAGE:4802950 /clone end=5' 



(erythroid potentiating activity, 
collagenase inhibitor) (TIMP1), mRNA 
/cds=(62,685) 

hypothetical protein FLJ2330B 
(FU23306), mRNA/cds=(562,930) 

methyl-CpG binding domain protein 1 
(MBD1), transcript variant 1 , mRNA 
/cds=(139,1956) 

mRNA; cDNA DKFZp586P0123 (from 
clone DKFZp586P0123); partial cds 
/cds=(0,1067) 

mRNA; cDNA DKF2p586J021 (from 
clone DKFZp586J021) 
/cds=UNKNOWN 
hypothetical protein FU11856 
(FU11856), mRNA/cds=(239,1576) 
AL524742cDNA 
/clone=CSODC008YI07-(5-prime) 
vacuolar protein sorting 45B (yeast 
homotog) (VPS45B), mRNA 
/cds=(33,1745) 

KIAA0942 protein (KIAA0942), mRNA 
/Cds=(52,1656) 

protein tyrosine kinase 9-like (A6- 
related protein) (PTK9L), mRNA 
/cds=(104,1153) 

putative oncogene protein hlc14-06-p 
(HLC14-06-P), mRNA /cds=(51 ,635) 
Homo sapiens, Similar to WW domain 
binding protein 1, done MGC.15305 
IMAGE:4309279, mRNA, complete cds 
/cds=(162,971) 

oxysterol binding protein 2 (OSBP2) 
mRNA, complete cds /cds=(1 12,2748) 

disabled (Drosophila) homotog 1 
(DAB1), mRNA/cds=(765,2426) 
hypothetical protein FU21080 
(FLJ21080), mRNA/cds=(127,1236) 
GK001 protein (GK001), mRNA 
/Cds=(184,1635) 

leptin receptor short form (db) mRNA, 
complete cds /cds=(0,2690) 
hypothetical protein FLJ 10849 
(FLJ10849), mRNA/cds={93,1382) 
ring finger protein 3 (RNF3), mRNA 
/cds=(1 14,857) 

protein-kinase, interferon-indudbJe 
double stranded RNA dependent 
inhibitor (PRKRI), mRNA 
/cds=(690,2204) 

CGH2B protein (LOC51647), mRNA 
/cds=(35,526) 

DNA sequence from clone RP5- 
963K23 on chromosome 20q1 3.1 1-13.2 
Contains a KRT18 (Keratin type I, 
Cytoskeletal 18 (Cytokeratin 18, 
CK18.CYK18)) pseudogene, a gene for 
a novel protein, the gene for 
spermatogenesis associated protein 
PD1 (KIAA0757) and the 3' end of the 
gene for KIAA0939 (novel 
Sodium/hydrogen exchanger family 
member). Contains ESTs, STSs, GSSs 
and four putative CpG islands 
/cds=(2,688) 

glutathione-S-transferase like; 
glutathione transferase omega 
(GSTTLp28), mRNA/cdS=(9,734) 
actin related protein 2/3 complex, 
subunit 1A (41 kD) (ARPC1B), mRNA 
/cds=(80,1198) 
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TTATATACCCTGGTCCCATCTTTCTAG 
GGCCTGGATCTGCTTATAGAGCA 
GTTTACTCCGTCCCTATCACTGGTGT 
GGCTGTGGGCAAACCACTTATTGC 

GAACTGAAGCCTGCACAGTGTCCAC 
CCTGTTC CCACTCCCATCTTTCTTC 



GAAGACCAAGAGAGACAACAGACGC 
AGCAAACAGCCGAAGCACCAGACAA 

AATTC AGAAAATTGTTGG GA G GA C AG 
CCCTTTTGTGAACCTTGTTTGGGG 

TTTACCCAGCTCTGAAGGTCATTGTT 
CTTGCCTGTGTTTGAATAAAATCA 

GTCTCTGATGCTTTGTATCATTCTTGA 
GCAATCGCTCGGTCCGTGGACAA 

GGTAAGCCCCTGAGCCTGGGACCTA 

CATGTGGTTTGCGTAATAAAACATT 

TCTGGCTCTGACC GGTTG ATGGCCTT 

GAGCGAATGAAATCATGAAATTGA 

TGCCCTACATAGCAATTTTCTGTGGC 

ACTGAGAAACCATGTATGACCACA 

GCAGTGTACTGTGTG CAATACCAAGG 
GCATAGCTCCCTGTAATTTGGGAA 
CTG AGACTAGGGTCCCAGCAC AG CC 
CAGAAACCTTTGG CCACAAGAAGTG 

TCGCCTTCCATGGTTTTTAAATGCAG 
TAAATAACATTTCTGGATGAGACT 
GCTTTACCCCCG CAGG ACATACACAG 
GAGCCTTTGATCTCATTAAAGAGA 



GGAATGTACCTCTCCCCAACACTGTT 
TTGTTAGCGAGCACCTTTTGACCA 

ACTCGC TCAGAAGAGGGAACTAAGC 

ATTTTTGGCAACCAATGGGCAGATA 

AG CTGTGTGAACCTCTCTTATTGGAA 

ATTCTGTTCCGTGTTTGTGTAGGT 

AGT CC CAT ACATTTGGACC ATGGCAG 

CTAATTTTGTAACTTAAGCATTCA 

CTGCCCCCTTCCTGGACTTCGTGCCT 

TACTGAGTCTCTAAGACTTTTTCT 

GGATAACATTTCTCATGAACCCACTG 

CCCCTCTGCATT7TCCTCACTGGT 

CGCTTAAGAACATTGCCTCTGGGTGT 

CATGTGGACCAGACTTCTGAATAG 

GGGTTCAATCCCTTCAGCTCAGGCG 

GACCATTTAGATTTAAATTCCACTT 



GCTCCTGCCAGGGCTGTTACCGTTGT 
TTTCTTGAATCACTCACAATGAGA 
AATCTGGCGAAACCTTCGTTTGAGGG 
ACTGATGTGAGTGTATGTCCACCT 



GACTATGGGCTCTGAAGGGGGCAGG 
AGTCAG CAATAAAGCTATGTCTGAT 

AGGGAGGGGACAGATGGGGAGCTTT 
TCTTACCTATTCAAG G AATAC GTGC 
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Table 8 

10434970 cONAFUl3106fis, clone 

NT2RP3002455, highly similar to 
mRNA for KIAA0678 protein 
/cds=UNKNOWN 
9368423 DNA sequence from clone RP5- 

963K23 on chromosome 20q13.11-13.2 
Contains a KRT18 (Keratin type I, 
Cytoskeletal 18 (Cytokeratin 18, 
CK18,CYK18)) pseudogene, a gene for 
a novel protein, the gene for 
spermatogenesis associated protein 
PD1 (KIAA0757) and the 3» end of the 
gene for KIAA0939 (novel 
Sodium/hydrogen exchanger family 
member). Contains ESTs, STSs, GSSs 
and four putative CpG islands 
/cds=(0,1313) 

hypothetical protein FLJ22059 
(FU22059), mRNA/cds=(783,1967) 



dipeptidyl peptidase 7 (DPP7), mRNA 
/cds=(0,1478) 
calreticulin (CALR), mRNA 
/cds=(68,1321) 
hypothetical protein FLJ11026 
(FU11026), mRNA /cds=(31, 2355) 
clone 24775 mRNA sequence 
/cds=UNKNOWN 

KIAA0451 gene product (KIAA0451), 
mRNA/cds={1482,2219) 

CG1-11 protein (LOC51 606), mRNA 
/cds=(233,1684) 

cDNA: FLJ21811 fis, clone HEP01037 
/cds=UNKNOWN 
Mov10 (Moloney leukemia virus 10, 
mouse) homolog (MOV10), mRNA 
/cds=(70,3081) 
601471579F1 cDNA, 5' end 
/clone=IMAGE:3874747 /clone_end=ff 

insulin receptor tyrosine kinase 
substrate (LOC55971), mRNA 
/cds=(333,1553) 

nucleolar protein family A, member 2 
(H/ACA small nucleolar RNPs) 
(NOLA2), mRNA/cds=(86,547) 
KJAA0846 protein (KIAA0846), mRNA 
/cds=(272,2341) 

tubulin, alpha, ubiquitous (K-ALPHA-1), 
mRNA /cds=(67,1 422) 
cDNA FU12920 fis, clone 
NT2RP2004594 /cds=(96,2144) 
cDNA: FLJ21737 fis, clone COLF3396 
/cds=UNKNOWN 
protein kinase domains containing 
protein similar to phosphoprotein C8FW 
(LOC57761), mRNA/cds=(294,1370) 



BM040 (BM040), mRNA /cds=(357,749) 

RNA 3'-terminal phosphate cyclase 
(RPC), mRNA /cds=(1 70,1 270) 

unknown (LOC51693), mRNA 
/cds=(58,480) 

DKFZP586B0519 protein 
(DKFZP586B0519), mRNA 
/cds=(75,1199) 

602372491 F1 cDNA, 5* end 
/cIone=IMAGE:4480510/clone - end=5 , ' 



(APRT), mRNA/cds=(71,613) 
mRNA full length insert cDNA clone 
EUROIMAGE 146397 /cds=UNKNOWN 

602272333F1 cDNA, 5' end 
/clone=lMAGE:4360233 /ctone_end=5' 
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ACCTTCTGAAAGCTCACAGTACACAT 
TAGTATGTATAACTG G CTTTACC A 



TTTAAGG G AGTC AGG AATAG ATGTAT 
GAAC AGTCGTGTC ACTGGATG CCT 



CCCACCTTCCACCTCTTAGCACTGGT 

GACCCCAAAAATGAAACCATCAAT 

AGACCAGCAGTGTTTAAATCTAAATA . 

CGTTGTGAGTCTGTTATCTGTCCT 

ACCTCGACCTCAGAGCCTCCCACCC 

AGAAGATCCTGCTTCCGTGGTTGAG 

GGGCAGTGGGTCCCAGATTGGCTCA 

CACTGAGAATGTAAGAACTACAAAC 

TGGCCTTAAGTTTTCTAATTCAAGCG 

GGI 1 1 1 1 GGAAAAATTTATGGTCT 

TGCAGAGTTATAAGCCCCAAACAGGT 

CATGCTCCAATAAAAATGATTCTA 

CCAAACAATG ATGTG GATTCTTTTGC 

ACAGAAATATTTAAGGTGGGATGG 

ACAAAAGTCAACTGTTGTCTCTTTTCA 

AACCAAATTGGGAGAATTGTTGC 

GCTGGGGACTCTAGCCTCTGTGTTCA 

TAAAGACATTAAGAAGTGGATG G A 

GGAGAATGACACATCAAGCTGCTAAC 

AATTGGGGGAAGGGGAAGGAAGAA 

ACCTGGGTTTAATACAGCTCACATCA 
CTG AATGTTA CACATG AGTTTAAA 

CTTAAGGACGCCTTTGCCTGGCCCCT 
TTATTACAG CCC AACACGGTAGGC 

TCCATCAGTGC CATTTCCTGTAGAAC 
TAAAGGCTGTTCCAAGAATGTGGG 

ATCTGTAAAG CACTCAGAAG GCAGCC 

ATCCCTAGATGTTGGTTTCATGTA 

TGGTTAGATTGTTTTCACTTGGTGAT . 

CATGTCTTTTCCATGTGTACCTGT 

CATGTCCCTTGAAACATGATAGTTAC 

ATACACAGTTTTCTCTCCACACAT 

AGGTTTCACATGAACCTGTTCTAGGC 

TGTGGACATTGGTGTGGAGAGGTT 

GACACTTGGGGTCCACAATCCCAGG 

TCCATACTCTAG GTTTTGGATACCA 



AGAAATGATTTGCAGCTGAGTGAATC 
AGGAAGTGACAGTGATGACTGAAG 

TCCTGAGAGATGGACAATGAAATATC 
AGTTGGTGGATATGTGTGATAGCT 
CTTTCAG G GCAGGC AGCTGTGC ATG 
TTCTCTCAACTAAAGGTCT TGTG AG 
GCTGGACACACGGTGAGATTTTCTCG 
TATGTAAATAAAAGGC AATTTG GT 

CTCAACGAAAGGCTCACACTAACAGG 
GGAGGATTACAGCACCACAATACT 
» 

CCAC ACTGAACCCAATTAC ACAC AGC 
GGGAGAACGCAGTAAACAGCTTTC 
AGGCCCTGGAAAATTTTGTGCTTCCA 
AC GTGG CCTTCAATTCTTG CTTTT 

TATTAAGCTTGCC C AG GCTC CTGTTC 
ATGAAGGTTCCCCCAGCGGTGGCC 
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Table 8 

short form transcription factor C-MAF 
(c-maf) mRNA, complete cds 
/cds=(807,1928) 

mRNA; cDNA DKFZp564G1816 (from 
clone DKFZp564Gl816); complete cds 
/cds=(137 l 3091) 

protein tyrosine phosphatase, receptor 
type,E(PTPRE), mRNA 
/cds={51,2153) 

ATPase, Na+/K+ transporting, alpha 2 
{+) polypeptide (ATP1A2), mRNA 
/cds=(104,316B) 
hypothetical protein FLB6421 
(FLB6421), mRNA /cds=(31 0,792) 
nad26g06.x1 cDNA,3*end 
/clone=IMAGE:3366730 /clone__end=3 , 

tt13b01.x1 cDNA, 3' end 
/clone=IMAGE:2240617 /done_end=3' 

cateineurin-bmding protein calsarcin-1 
mRNA, complete cds /cds=(131,925) 



cds/cds=(0,1697) 
601176827F1 cDNA, 5' end 
/clone=lMAGE:3532039 /done_end=5* 

clone CDABP0095 mRNA sequence 
/cds=UNKNOWN 

2 , -5 , -oligoadenylate synthetase 3 (100 
kD) (OAS3), mRNA/cds=(34,3297) 

Zd30g09.s1 cDNA, 3' end 
/clone=IMAGE:342208 /clone end=3' 

602034942F1 cDNA, 5' end 
/cione=IMAGE:41 82851 /clone_end=5' 

hypothetical protein DKF2p434L0718 
(DKFZP434L0718), mRNA 
/cds=(133,3285) 
hypothetical protein FLJ22573 
(FU22573), mRNA /cds=(99,1 166) 
DKFZp564J1 57 protein 
(DKFZP564J157), mRNA /cds=(77,523) 

RNA binding motif protein 8A 
(RBM8A), mRNA /cds=(1 2,536) 
oh47h10.s1 cDNA,3'end 
/clone=IMAGE:1469827 /clone end=3' 



delta 1 subunit (AP3D1), mRNA 
/Cds=(209,3547) 

ras homolog gene family, member G 
(rho G) (ARHG), mRNA /cds=(1 29,704) 

eukaryotic translation elongation factor 
2 (EEF2), mRNA/cds=(0,2576) 
transgelin 2 (TAGLN2), mRNA 
/cds=(73,672) 
retinoblastoma 1 (including 
osteosarcoma) (RB1), mRNA 
/cds=(1 38,2924) 

phosphatidylinositol glycan, class C 
(PIGC), mRNA/cds=(293,1186) 
galactose-4-epimerase, UDP- (GALE), 
mRNA /cds=(76, 1122) 
hypothetical protein MGC2993 
(MGC2993), mRNA /cds=(1 58,1048) 
quiescin Q6 (QSCN6), mRNA 
/cds=(75,2318) 

transaldolase 1 (TALD01), mRNA 
/cds=(50,1063) 

ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 31 kD (ATP6E), 
mRNA fcds=(75,755) 
eukaryotic translation initiation factor 
2B, subunit 1 (alpha, 26kD) (E1F2B1), 
mRNA /cds=(1 0,927) 
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GCTATACCACTGACTGTATTGAAAAC 
CAAAGTATTAAGAGGGGAAACGCC 

TCGG GGTCA GTTAAGC CTC AGTATTC 
TTAGCTT7TGTTG ATTTTG GCACT 

ATGGTGCAAACCCTGGAACAGTATGA 
ATTCTGCTACAAAGTGGTACAAGA 

AGAAGCAGCGAGTGCATGGGCTAAT 
TATCATCAATCTTTATGTATTTGTT 

GG AAATGTTGCTGTG GGGGATTCATT 
GTAACTCTCCTTGTGAACTGCTCA 
ATGCCAAATTCCTGACACGTGGCGTT 
TGAAAATACCATGGAACGTTTCCA 

ACATTCTGACTCCATCTGCGGCCTCA 
TTAAGGTGATAGAAACATACTAGG 

ATGATAATGTTGGCATCTGTGATAAA 
CTATCAATGAG GCTCCCATCATG C 

AGAGTCACATGTAGAAAAGCCTCCAG 

TATTAAGCTCCTGAATTCATTCCT 

ATGGCAACAATGCTGACAGCAAGCA 

GTAGATCCTCTGATTCCAATTACCA 

G G GAACC CTC ATTAATTAGAC AAGAA 

CACCAAGGCTATGACCACAGCAGC 

GGCTCACCAGAGTACCCAGAAGAAT 
CAGTATGGAATTAGAGGACAGTGGC 
ATTCCAGGCCCTCAGTCTTTGGCAAT 
GGCCACCCTGGTGTTGGCATATTG 

GCATACATAAAGGCAAAGAATGACAA 
AAG GCTTAATCC ACCTAGAAG ACA 
ATATAGTGGGAGACAAAACACAGGAG 
GCG GGGGATATC ATGTAG CAGAGC 

TCTAATGTGCCTTGGATATGTGCCAA 
ATGATGGAAAAGAAACAGTAAACT 

GCTTGGCTCATCTGGGGTTTGCTGG 
GCTTAACACCCAATAAAGAACTTTG 
CTGC GGTTTTG GAACCTTACCTCTCC 
TCCTTAGCCCAATATGCTGTCTTG 



TCCAGGCCATTTTGCAGGGACTCTGA 
AGTGACCTTTAGTAGTAATAGTCT 
TGGCAGCCAGGAACTGAGTATGACA 
ATGTTGTACTAAAGAAAGG CCCAAA 

AGAGAGAGACATATCACG CTG CTGTC 
ATGATTTTGTGTCAAGATGATCCA 

CTTCTGGGGACCTTTCCTAC CCCCAT 
CAG C ATCAATAAAAC CTCCTGTCT 

TAGATGATTTCTAGCAGGCAGGAAGT 

CCTGTGCGGTGTCACCATGAGCAC 

CC ATGGTCTGG GGCTTG AGGAAGAT 

GAGTTTGTTGATTTAAATAAAGAAT 

AGGTCAAGGGCTTACTATTTCTGGGT 

CTTTTGCTACTAAGTTCACATTAG 

TTTCTGGGGACCTCTTGAATTACATG 
CTGTAACATATGAAGTGATGTGGT 
TG GCAC AAAACCTCCTCCTCCCAGGC 
ACTCATTTATATTGCTCTGAAAGA 
TGAG GTC ACTG CC ACTTCTC ACATGC 
TG CTTAAGGGAGC ACAAATAAAGG 
C ACG CTACCCCCTGCCTTGGG AGGT 
GTGTG GAATAAATTA I 1 1 I I GTTAA 
AATG CAG AGAATG GAAAGTAGCGC AT 
CCCTGAGGCTGGACTCCAGATCTG 
GTGGCACACCACTCCTTCCAGCAGTA 
GTCGCTTTACTGTTACCTGTTTAG 

AGCAACAGTATTCTGCATGGTTCACT 
GCTTAAGAAAATGC CTTCTGG AAT 
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Table 8 

1 3544046 Homo sapiens, clone IMAGE:3635549, 
mRNA, partial cds /cds=(0,891) 

5852969 NUMB isoform 1 (NUMB) mRNA. 

complete cds /cds=(270,2225) 
5453604 chaperonin containing TCP1 , subunit 4 
(delta) (CCT4), mRNA/cds=(Q,1619) 

7705476 hypothetical protein (HSPC1 52), 

mRNA ^={35,412) 
5803055 Lysosomal-associated multlspanning 
membrane protein-5 (LAPTM5), mRNA 
/cds=(75,863) 
4503142 cathepsln D (lysosomal aspartyl 
protease) (CTSD), mRNA 
/cds=(2,1240) 
6806889 lectin, galactoside-binding, soluble, 9 
(galectln 9) (LGALS9), transcript variant 
long, mRNA /cds=(56,1 123) 
77101 55 tryptophanyl-tRNA synthetase (WARS), 

mRNA /cds=(1 87, 1602) 
8051620 2\5'-oligoadenylate synthetase 1 (40- 
46 kD) (OAS1), transcript variant E18, 
mRNA/cds=(33,1235) 
14250568 Homo sapiens, protein x 013, clone 
MGC:3073 IMAGE:3346340, mRNA, 
complete cds /cds=(101,325) 
45071 24 small nuclear ribonucleoprotein 
polypeptides B and B1 (SNRPB), 
mRNA/cds=(0,695) 
solute earner family 16 
(monocarboxylic add transporters), 
member 3 (SLC16A3), mRNA 
/cds=(62,1459) 
9558756 clone HQ068S /cds=UN KNOWN 

5031876 tamin B1 (LMNB1), mRNA 



475851 5 hepatoma-derived growth factor (high- 
mobility group protein 1-Bke) (HDGF), 
mRNA/cds={315,1037) 

1 1 497001 a disintegrin and metalloproteinase 
domain 15 (metargidin) (ADAM 15), 
mRNA/cds=(7,2451) 
4503632 SH2 domain protein 2A (SH2D2A), 
mRNA/cds=(86,1255) 

11294957 Homo sapiens, clone MGC:18216 

1MAGE:41 56235, mRNA, complete cds 
/cds=(2206,2373) 
3043629 mRNA for KIAA0553 protein, partial 

cds/cds=(0,3289) 
857381 1 DNA sequence from clone RP1 1- 
16H23 on chromosome 10. Contains 
the gene KIAA0204 (HSLK) for a 
protein kinase, the COL17A1 gene for 
collagen type XVII alpha 1 (BP180), 
ESTs and GSSs /cds=(0,3557) 

10439662 ribosomal protein L41 (RPL41), mRNA 
/cds=(83,160) 

1 2669914 E2F transcription factor 4, p1 07/p1 30- 
binding (E2F4), mRNA /cds=(62,1303) 



7280 db mining Hs.1 09760 NMJ)02491 4505360 NADH dehydrogenase (ubiquinone) 1 

beta subcomplex, 3 (12kD, B12) 
(NDUFB3), mRNA/cds=(252,548) 
1 4248494 MEG3 (MEG3) mRNA, complete cds 

/cds=(52,2253) 
76621 93 cDN A FLJ 1 0935 fis, clone 

OVARC10006B1 /cds=(250,936) 
13672965 602617003F1 cDNA, 5' end 

7clone=lMAGE:4730856 /clone end=5' 



Hs.109857 AF151783 
Hs.308417 NMJJ14714 
Hs.1 14199 BG621594 



Hs.1 18786 BF131637 

Hs.1 22559 NM_024872 
Hs.1 23373 AW963279 



10970677 601820457F1 cDNA, 5* end 

/clone=tMAGE:4052246/clone_end=5 , 

13376307 hypothetical protein FLJ22570 

(FLJ22570), mRNA /cds=(0,1490) 
8153115 602853825F1 cDNA, 5' end 

/clone=IMAGE:4994982 /clone end=5' 
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1 AAACATGTCCCTGGAGAGTAGCCTGC 
TCCCACACTGTCACTGGATGTCAT 

1 CAGTTGCAGCCTCTTGACCTCG GATA 
ACAATAAGAGAGCTCATCTCATTT 

1 TGGGCTTGGTCTTCCAGTTGGCATTT 
GC CTG AAGTTGTATTGAAAC AATT 

1 TTCTGCCGTGTGTATCCCCAACCCTT 
GACCCAATGACACCAAACACAGTG 

1 TGTGTG CGACAGGGAGGAAGTTTCA 
ATAAAGC AACAACAAG CTTC AAGGA 

1 CTCCCCTTGGGCGGCTGAGAGCCCC 
AGCTGACATGGAAATACAGTTGTTG 

1 CTCCACCACCTGACCAGAGTGTTCTC 
TTCAGAGGACTGGCTCCTTTCCCA 

1 CTCTGCCCTCCTGTCACCCAGTAGAG 
TAAATAAACTTCCTTGGCTCCTAA 

1 AAATTCCAGC CTTG ACTTTCTTCTGT 
GCACCTGATGGGAGGGTAATGTCT 

1 CTGTAGGCCAGGGTGGAATGAAGTC 
AGCTCCTTTTTATAGTTGAAATACA 

1 TTGGCGGGCCATCCCAACAGGTGAT. 
GACCCCACAAGGAAGAGGTACTGTT 

1 GGAAGATGGAAATAAACCTGCGTGTG 
GGTGGAGTGTTCTCGTGCCGAATT 



1 AGTGAGGACAATGTGGCTTGCTCCTT 
TTTGAATCTACAGATAATGCATGT 

1 GAGGGTGGGGGAGGGAGGTGGAGG 
GAGGGAAGGGTTTCTCTATTAAAATG 

1 TGCTGACTGTAGCTTTGGAAGTTTAG 
CTCTGAGAACCGTAGATGATTTCA 

1 GATTGAGGAAGGTCCGCACAGCCTG 
TCTCTGCTCAGTTGCAATAAACGTG 

1 GATTCTTGTCTGGCTAATAAATCATCA 
CC AACTGC CTTCTCCTACAGGGA 

1 AGATTCTTAGGGCACGTTTGTTCCCC 
TTGGAGGGTTTTCCACACGGAGTC 

1 GCCATACTCTGGCTGCCTCTTTGCCT 
TCCTAG GGGCATTTTCTTTAACTT 

1 TGCCTCTTATCTACTTGAGAGCAACA 
TGTCTTTTCAATCATGG GATTG AC 



TGG AC CTGTGACATTCTG GACTATTT 
CTGTGTTTATTTGTG G CCGAGTGT 
TGAAG GTGTCTGTG ACCTCTTTGATG 
TGC CTGTTCTCAACCTCTGACTGA 

CCTGGAGTCCCTGAATAAAGATAAGA 
AG CATCACTGAAGATAATAC CTGG 

TTGTCCCGAAGATTTGCGCCTTTAGT 

GCCTTTTGAGGGGTTCCCATCATC 

CTGCTAGGCTCTGCCCACCGGCCAC 

CAACACTCCTGTAATTCCAATAAAG 

TTAAAATACTGTCATTGGTTGGGAGG 

GG ATTG C ATTAAATG ATTAGTC CA 

CTCACACACGCAGGCGACAGTCAGA 
ACAAACAGGAACAAAGCTACAACAC 

TGAATAGTGTGCAGACTCACAGATAA 
TAAAG CTCAGAG CAGCTCCCGGCA 
CCCAGTGCTTCACGAAGTTAAAGGAA 
AGATCTGCTGGTAGTGTTTAGTCT 
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7287 db mining 

7288 db mining 

7289 db mining 

7290 db mining 

7291 db mining 

7292 db mining 

7293 db mining 



7294 db mining 

7295 db mining 

7296 db mining 

7297 db mining 

7298 db mining 

7299 db mining 

7300 db mining 

7301 db mining 



7303 db mining 

7304 db mining 

7305 db mining 

7306 db mining 

7307 db mining 

7308 db mining 

7309 db mining 

7310 db mining 

7311 db mining 

7312 db mining 

7313 db mining 

7314 db mining 

7315 db mining 

7316 db mining 



Hs.125078 AF090094 

Hs.130740 AK000315 

Hs.132955 AL132665 

Hs.133230 BC00OO85 

Hs.142677 AK024108 

Hs.146170 NM.022842 

Hs.146550 282215 



Hs.149846 NM_002213 
Hs.151738 NMJ)04994 



Hs.336451 

Hs.1 54276 

Hs.1 55975, 

Hs. 159410 
Hs.160999 
Hs.164036 



NM_024519 

NMJJ01186 

NMJJ05608 

NM_014484 

AV648418 

NMJJ02O76 



7302 db mining Hs.164478 NM_022461 11968002 



Hs.169615 
Hs.171811 
Hs.171992 



NMJJ23080 
AK023758 
NM 002843 



Hs.173373 AB023148 

Hs.173638 NMJD30756 

Hs.177534' NMJJ07207 

Hs.177592 NM_001003 



Hs. 179661 BC008791 14250851 

Hs. 179986 NMJ)05803 6552331 

Hs. 180859 NM_016139 7705850 

Hs. 181 301 AK024855 10437263 

Hs.181311 NWL004539 7262387 

Hs. 181 391 AL390158 9368848 

Hs. 182281 NM_016407 7705482 



Table 8 

4063629 clone IMAGE 172979 

/cds=UNKNOWN 
7020316 cDNA FLJ20308 fis, clone HEP07264 

/cds=(90,1226) 
61 37021 mRNA; cDNA DKFZp566E034 (from 

done DKF2p566E034); complete cds 

/cds=UNKNOWN 
12652672 Homo sapiens, ribosomal protein S15, 

clone MGC:2295 IMAGE:3507983, 

mRNA, complete cds /cds=(14,451) 

10436406 cDNA FLJ14046 fis, clone 

HEMBA1 006461 /cds=UNKNOWN 

12383093 hypothetical protein FU22969 

(FLJ22969), mRNA /cds=(274,2223) 
31 35984 DNA sequence from clone RP1 -6802 
on chromosome 22 Contains the 5' end 
of the APOL2 gene for apolipoproteln L 
2, the APOL gene for apolipoprotein L, 
the MYH9 gene for nonmuscie type 
myosin heavy chain 9. ESTs, STSs and 
GSSs/cds=(0,5882) 



integrin, beta 5 (ITGB5), mRNA 
/cds=(29,2419) 

matrix metalloproteinase 9 (gelatinase 
B, 92kD gelatinase, 92kD type IV 
collagenase) (MMP9), mRNA 
/cds=(19 t 2142) 

Nucleoside diphosphate kinase type 8 
(inhibitor of p53-induced apoptosis- 
alpha) 

BTB and CNC homology 1 , basic 
leucine zipper transcription factor 1 
(BACH1), mRNA /cds=(1 18,2328) 

protein tyrosine phosphatase, receptor 
type, C-assoclated protein (PTPRCAP), 
mRNA/cds=(63,683) 

molybdopterin synthase sutfurylase 
(MOCS3), mRNA /cds=(2, 1384) 

AV648418cDNA,3'end 
/c)one=GLCBJC04 /done_end=3' 

glucosamine (N-acetyl)-6-sulfatase 
(Sanfilippo disease HID) (GNS), mRNA 
/cds=(87,1745) 

hypothetical protein FU21939 similar 
to 5-azacytidine induced gene 2 
(FLJ21939), mRNA /cds=(379,1 557) 
hypothetical protein FLJ20989 
(FLJ20989), mRNA/cds=(52,741) 
cDNA FLJ1 3696 fis, done 
PLACE2000140 /cds=UNKNOWN 
protein tyrosine phosphatase, receptor 
type, J (PTPRJ), mRNA 
/Cds=(349,4362) 

mRNA for KIAA0931 protein, partial 
cds /cds=(0,2204) 

transcription fador 7-like 2 (T-cell 
spedfic, HMG-box) (TCF7L2), mRNA 
/cds=(307,2097) 

dual spedfidty phosphatase 10 
(DUSP10), mRNA/cds=(142,1590) 

602761 378F1 cDNA, 5' end 
/clone=IMAGE:4896906 /clone_end=5 , 

Homo sapiens, tubulin, beta 5, done 
MGC:4029 IMAGE:3617988, mRNA, 
complete cds /cds=(1 705,3039) 

flotillin 1 (FLOT1), mRNA 
/cds=(164,1447) 

16.7Kd protein (LOC51142), mRNA 
/cds=(81,536) 

cDNA: FU21202 fis, clone COL00293 
/cds=UNKNOWN 

asparaginyl-tRNA synthetase (NARS), 
mRNA/cds=(73,1719) 
mRNA; cDNA DKFZp76lG2113 (from 
clone DKF2p761G21 13) /cds={0,564) 
hypothetical protein (HSPC164), 
mRNA /cds=(70,990) 



4504772 
4826835 

13375657 

4502352 

5032004 

7657338 
9869432 
4504060 



12751496 
10435787 
4506314 

4589505 
13540470 

13518225 
4506668 



PCT/US01/47856 



CGAGCCGACCATGTCTTCATTTGCTT 

CCAC AAGAACCGCGAGGACAGAGC 

TTTTCCCCCTTTAGTCTCCTG GCTTTT 

TCCTTTCCCTTCCCTTCTCCACT 

AACCCGTTGTGGAAATTATTGGAATT 

AACTGAGCCAAAGTGATTATGCAT 

GCCCCCGATCCTACACCCTGAGCCT 
CAG AG CACTGCTACTTTTTAAAATA 



AAGCGTCTCATGGAGTTCGGACTGGT 

TGGGGTGATAATATTTGTTTCTTT 

AAGCCAGGCTTTGGGATACAAGTTCT 

TTCCTCTTCATTTGATGCCGTGCA 

AGCTGTCACCACTACAGTAAGCTGGT 

TTACAGATGTTTTCCACTGAGCAT 



TGAAGGTACATCGTTTGCAAATGTGA 
GTTTCCTCTCCTGTCCGTGTTTGT 
GGATACAAACTGGTATTCTGTTCTGG 
AGGAAAGGGAGGAGTGGAGGTGGG 



CT GCCG CTGCCCAGCCACATCCCTT 
GGTTTTGTATTTTATTTACAGAGTT 

TGCAGTAGACGATACAGGTTGCATGT 
GGACACTCAGTCACATTAACAACT 

CCCCAACCACAGGCATCAGGCAACC 
ATTTGAAATAAAACTCCTTCAGCCT 

GTACTGAGGTGACTGGTATAGTCTGA 

TGAGAAAGATGTGGATTGCCATAA 

CACTTGTTCAATCATGGAACTTTCTA 

GAACGCTGCCACTCTTCAAAGGCT 

TCATCACAGTGTGGTAAGGTTGCAAA 

TTCAAAACATGTCACCCAAGCTCT 

ACAACCTGATCATTGAAGCCAACTTT 
GTCCCAGCACATTCCTTAAGTCCT 

ACTTGATTAGGCTCCGGTTTTCCTTT 
G G CTTCTG CTTTTCAGTGAATGGC 
TTGCAGACAAATTCCTCTGAGCTTAG 
CTAG GAGTTCATTATG CTTCCTGT 
AC AGTAGCTTAGCATC AGAG GTTTGC 
TTCCTCAGTAACATTTCTGTTCTC 

ATGTGAGCCAGAGCATGTTGCAGCAA 
ATCTATTGTTTGTAAAAATAACAA 
TTTGTGCCATGTGGCTACATTAGTTG 
ATGTTTATCGAGTTCATTGGTCAA 

AGCCCAACCATTAAAAATTTAATACAA 
CTTGGTTTCTCCCC C \ l I i t CCT 
GCAAAGAAAGAAGAATCCGAGGAGT- 
CTGATGATGACATGGGCTTTGGTCT 

TTGAAAAGATGACATCGCCCCAAGAG 
CC AAAAATAAATG G GAATTGAAAA 

TTTTCCTGACCAAGACTGAGGGATGG 

GCTGGAGGTTTTCAACTTTGCTAC 

TCTGGGACTGGGCAAATGTTTGTGTG 

G C CTCCTTAAACTAGCTGTTATGT 

AACCTAAACGTATTTCACTAACTCTG 

GCTC CTTCTCCATAAAGC AC ATTT 

CCACCAAATGCATGTCATGTATTCTC 

AATAG GCTGTATTCCCAGC AGTCA 

TGTACAGGTAGCTAACTTTGTAAACG 

CTGTGTATTCCCTCTGCCCCCATG 

TCTCATCATTTCGAAGATAGCAGAGT 

CATAGTTGGGCACCCAGTGATTGG 



563 



WO 02/057414 



7317 db mining 

7318 db mining 

7319 db mining 

7320 db mining 

7321 db mining 

7322 db mining 

7323 db mining 

7324 db mining 

7325 db mining 

7326 db mining 

7327 db mining 

7328 db mining 

7329 db mining 

7330 db mining 

7331 db mining 

7332 db mining 

7333 db mining 

7334 db mining 

7335 db mining 

7336 db mining 

7337 db mining 

7338 db mining 

7339 db mining 

7340 db mining 

7341 db mining 

7342 db mining 

7343 db mining 

7344 db mining 

7345 db mining 

7346 db mining 

7347 db mining 



Hs. 1831 80 NM_016476 

Hs. 183593 NMJJ06965 

Hs.184029 AL137509 

Hs. 187652 AA833892 

Hs.188751 BG111636 

Hs.193392 U46120 

Hs.195453 NMJJ01030 

Hs.196914 D86976 

Hs.198281 NM_002654 

Hs.200317 AB037825 

Hs.202613 BG284262 

Hs.210778 AL136679 

Hs.211594 NM_006503 

Hs.226307 NMJJ04900 

Hs.326048 NM_006319 

Hs.227835 NM_014972 

Hs.231967 NM_014423 

Hs.232400 NM 031243 



Hs.236131 NMJJ22740 13430859 

Hs.343556 AF090896 

HS.23B936 BG538032 

Hs.241412 NM_030882 

Hs.241471 AL133642 

Hs.245188 NM_OO0362 

Hs.249170 NM_012476 

Hs.258551 NMJH2100 

Hs.259412 BG772376 

Hs.259577 AW665292 

Hs.259679 AW956608 

Hs.265827 NM_022873 

Hs.265891 AK001503 



Table 8 

1 332471 1 anaphase promoting complex subunit 

11 (yeast APC11 homotog) (ANAPC11), 

mRNA /cds=(0,398) 
5902161 zinc finger protein 24 (KOX 17) 

(ZNF24), mRNA/cds=(164,1270) 
6808164 Homo sapiens, clone MGC:2764 

IMAGE:2958229 1 mRNA, complete cds 

/cds=(70,1785) 
2907491 Od64g04.s1 cDNA 

/clone=IMAGE:1372758 
12605142 602282682F1 cDNA, 5' end 

/clone=IMAGE:4369892 /ctone_end=5' 

1 184779 expressed unknown mRNA 

/cds=UNKNOWN 
450871 0 ribosomal protein S27 

(metallopanstimulin 1) (RPS27), mRNA 

/Cds=(35,289) 
1 504025 mRNA for KIAA0223 gene, partial cds 

/Cds=(0,3498) 
4505838 pyruvate kinase, muscle (PKM2), 

mRNA/cds=(109,1704) 
72431 B8 mRNA for K1AA1404 protein, partial 

cds/cds=(64,5841) 
13035032 602407238F1 cDNA, 5' end 

/clone=IMAGE:4519449 /done_end:=5' 

12052881 mRNA; cDNA DKFZp564C1278 (from 
clone DKF2p564Cl278); complete cds 
/cds=(104,1690) 
5729990 proteasome (prosome, macropain) 26S 
subunit, ATPase, 4 (PSMC4), mRNA 
/cds=(12,1268) 
47581 59 phorbolm (similar to apolipoprotein B 
mRNA editing protein) (DJ742C19.2), 
mRNA/cds=(79,651) 
5453905 cDNA FU14186 fis, clone 

NT2RP2005726 /cds=UNKNOWN 
14149656 KIAA1049 protein (KIAA1049), mRNA 

/cds=(96,2126) 
7656878 ALL1 fused gene from 5q31 (AF5Q31), 

mRNA/cds=(337,3828) 
1 404307 1 heterogeneous nuclear 

ribonucleoprotein A2/B1 (HNRPA2B1), 
transcript variant B1, mRNA 
;cds=(169,1230) 

homeodomain-interacting protein 
kinase 2 (HIPK2), mRNA 
/cds=(108,3704) 
6690168 clone HQ0131 PRO0131 mRNA, 

partial cds /cds=(0,233) 
13530264 602563534F1 cDNA, 5' end 

/clone=lMAGE:46881 93 /clone end=5* 



13562089 apolipoprotein L, 2 (APOL2), mRNA 

/cds=(477J490) 
6599293 mRNA; cDNA DKFZp586G1721 (from 
clone DKFZp586G1721); partial cds 
/cds=(0,669) 
9257248 tissue inhibitor of metalloproteinase 3 
(Sorsby fundus dystrophy, 
pseudoinflammatory) (TIMP3), mRNA 
/cds=(1183,1818) 
71 1 0734 ventral anterior homeobox 2 (VAX2), 

mRNA/cds=(32,904) 
6912247 aspartyl aminopeptidase (DNPEP), 

mRNA /cds={1 51 , 1 578) 
14083029 602722490F1 cDNA, 5* end 

/clone=IMAGE:4839143 /clone_end=5' 

7457838 hj02d 1 .x1 cDNA, 3' end 

/clone=IMAGE:2980628 fclone_end=3' 

8146291 EST368878 cDNA 

13259549 interferon, alpha-inducible protein 
(clone IFI-6-16) (G1P3), transcript 
variant 3, mRNA /cds=(1 07,523) 
7022798 CDNA FU10641 fis, done 

NT2RP2005748 /cdS=UNKNOWN 
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CAACAAGGTGGAAACAAGGGCTGGA 
GCTGCGTTTGTTTTGCCATCACTAT 

GAGCATTCCTCAGGGGAGGTCACCT 
GTGAG GTTCCCAGAACTGTAGTTTT 
TGCAGGTGTTGACAAGATCCGCCATC 
TGTAATGTCCTTGGCACAATAAAA 

AAGAGTCTGACTTCTCACTAGGAGCA 
TGTCTGTTGTACTTACTTCAAACA 
CAAACACCAAACCAAGATAACACCGG 
AACGATAAACAGCAGAAACAGAGA 

TGGGTTTGTCCAGTTCAGGCTAGATG 
TGCATCATGGCAGGAAGAAAGAAG 
AAGGATGTTCCTTCAG G AGGAAGCA 
G CACTAAAAGC ACTCTGAGTC AAGA 

C GG AAG CC ACCGTGTGGTTCTTTC AC 

AGGCACGTTTATTTTGCTGAAATA 

CCTCCACTCAGCTGTCCTGCAGCAAA 

CACTCCACCCTCCACCTTCCATTT 

TCCCTCCTTCCAGTGTTCCTTAGAAC 

AGACATTTAGGTATCTCAGGTCCT 

CAGCC GCAGCATCTAAAC GAACAACA 

GAGGAGAACGACGAGGACAGAGTT 

TCACTGGATTTCTGTGTCTTCACTAG 
AACACCATTGTCATCTCATATTGA 

GCTTCTCTCGCACCCCCAGCACCTCT 
GTCCCAAAACCTCATTCCCTTTTT 

AGCTG CTC ACAGACACCAGC AAAGC 
AATGTGCTCCTGATCAAGTAGATTT 

ATGCTCATGTGGTGTCCCCACCGCC 
CACTTGTTTGATGTCACTGACTGTC 
GCTGAGTGTGTCGCTCCCTG GTCC A 
CTGTTTCTCCTATAAATGTAAATGG 
TGCAG CACATTGATAAGATGGTTTCC 
GTGAGCTATGATAAGATTGAAATT 
ATAAATATGCAGTGATATGGCAGAAG 
ACACCAGAGCAGATGCAGAGAGCC 



TTGAACCGGGAAGTGGGAGGACGTA 
GAGCAGAGAAGAGAACATTTTTAAA 

TTTGCTCATTCTAAACTCAAGCTTTTA 
AGCCTCACAGAATTTACAGGGGT 
GCCATAGGCTTACATGG GGCATACTC 
GTTACACAGTCAGAATGTTTGAAA 

GGTCTCTCGCTCTGTCTTTCCAGCAT 
CCACTCTCCCTTGTCCTTCTGGGG 
TCAGC ACCAAGTCATGTTTAAAAG AC 
CAGAGAGACAAGCATTTTGCCAAG 

CGAACCCTGTCTAG AAG G AATGTATT 
TGTTGCTAAATTTCGTAGCACTGT 



CAAATGGCCTTGGTCCCGCAGCTTGT 
GTGCGTGAGTGCAGTGTGAGTGTG 
CTCTTG G AAAG ACTTCTCTGCC ATCC 
CTTTGCACCTGAGAGGGGAAGTTC 
GGCG CGGTGAC CCACTTATGG GACT 
TGGCCTTTCTTTGTTGTTTGTTTAA 

ACCCAGTTCATGATTACTTCTACTCTT 
AACACTC AATCCC CCTAATTAAACC 

TTCGATAAACAGCGTTGACTTGCTTG 
TAC C ACTTAAGAGTTGTGAGTGCT 
TCCAGAACTTTGTCTATCACTCTCCC 
CAACAAC CTAG ATGTGAAAAC AGA 

GGGATCTTTCAAATGGATAGTGAGTT 
GCCTTTTCCTATAGGTGACAATCA 
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7348 db mining 

7349 db mining 

7350 db mining 

7351 db mining 

7352 db mining 

7353 db mining 

7354 db mining 

7355 db mining 

7356 db mining 

7357 db mining 

7358 db mining 

7359 db mining 

7360 db mining 

7361 db mining 

7362 db mining 

7363 db mining 
7384 db mining 

7365 db mining 

7366 db mining 

7367 db mining 

7368 db mining 

7369 db mining 

7370 db mining 

7371 db mining 

7372 db mining 

7373 db mining 

7374 db mining 

7375 db mining 

7376 db mining 

7377 db mining 

7378 db mining 

7379 db mining 

7380 db mining 

7381 db mining 



Table 8 

Hs.266456 AW768693 7700715 hk65e11.x1 cDNA, 3' end 

/ctone=IMAGE:3001580 /done_end=3' 



Hs.267368 NMJ)17842 8923451 

Hs.267812 NMJJ03794 4507144 

HS.272027 NMJ>12177 6912365 

Hs.272534 AL080068 5262475 

Hs.273415 NM_000034 4557304 

Hs.273830 AK022804 10434416 

Hs.274287 AK001508 7022805 

Hs.275163 NM_002512 4505408 

Hs.276818 A1435118 4300940 



hypothetical protein FU20489 
(FU20489), mRNA/cds=(482,1201) 
sorting nexin 4 (SNX4), mRNA 
/cds=(0,1352) 

F-box only protein 5 (FBX05), mRNA 
/cds=(61,1404) 

mRNA; cDNA DKFZp564J062 (from 
clone DKF2p564 J062) 
/cds=:UNKNOWN 

aldolase A, fructose-bisphosphate 
(ALDOA), mRNA/cds=(167,1261) 

cDNAFLM2742fi S> clone 
NT2RP2000644 /cds=UNKNOWN 

cDNA FU10B46fis. clone 
NT2RP2005773, highly similar to 
pyrroline 5-carboxylate reductase 
isoform mRNA /cds= UN KNOWN 

non-metastatic cells 2, protein 
(NM23B) expressed in (NME2), nuclear 
gene encoding mitochondria] protein, 
mRNA/cds=(72,530) 

th95e09J(1 cDNA, 3* end 
/c!one=IMAGE:21 26440 /done_end=3' 



AGAGCAAGCATTACAGAAAATAGGTC 
TGGAAGACAGGAAAAGGACAAAGA 

ATGTGTC CTG CCCCTCAG CTCTTTG C 
CTTATCTGTGTCACTGTCACTTTA 
TC CTGTG AATTG AATTTCTCTTC AATC 
AAAGTG CCCCAAACAGAAG CACA 
AGGTCCCCTGCCTGGTACAAAGAAAA 
GCAAAAAGAATTTACGAAGATTGT 
GCCAGAAGCATAATTTACCAGAGACG 
AGAACAGGGTGTGGGAGAGAGGAA 

TCTTTCTTCCCTCGTGACAGTGGTGT 

GTGGTGTCGTCTGTGAATGCTAAG 

CAGTCAAACATTTTACCTTGTGCCTT 

GGCTCACTCTGTGC CTTTTCTCC A 

ACAGGAAACGGGCTTTCTCTGAATTG 

GTAAATGGGAAAGAAGTGAGCAAC 



GTCCCTG GAC ACAGCTCTTCATTCCA 
TTGACTTAGAGGCAACAGGATTGA 



ACCCTCGCCACAAGATTCTGCAATCT 
CCTAAAGTACAGATGAGAAAGGAA 

TGCCAAGGGGTTAATGAAACAAATAG 

CTGTTGAC GTTTGCTCATTTAAGA 

CAGTG GCACACCTTAACCAGTCACTA 

ATTTTCACTGTTGTGAAAGTGATT 

CCCAGTG CCACAGAGAAGACGGGAT 

TTGAAGCTGTACCCAATTTAATTCC 

TGAGCCCTACTCCCTGCAGATGCCAC 

CCTAGCCAATGTCTCCTCCCCTTC 

GCAGGGAGGGGAGGATAAGTGGGAT 

CTACCAATTGATTCTGGCAAAACAA 

GGCCACTACCTTTGTTGGAAACAAAG 

CATAAGGGAGTGAAAGTGTCTAAA 

GCTGGCCCGATCTCTCCCCACAGTT 

GCAAGAAG C ATTTTC AAA G AATAGT 

ATTGGGATGAAACTACTTTAGCAAAG 

TCCACAGATCAGAAACCAGACGGT 

AGGAG ACTGGGTGCTATAATTAGATT 

ATTTTGAGG CAGACAGAGAGCTGT 

AGCCTGCAAGGTTAGGACTTGAAGA 
GGGAAGGTATTTAATAACTGGGCGA 
TTAGTGCAGTTGGAATGAATGTGTAT 
AGGTCAGAGGTCTTCGTGTTCACA 

TCACCTCTCAGTTGAAAGATTTCTTCT 
TTGAAAG GTC AAGACCGTGAACT 
AGTCTG GATGTAAGGC CTG CCTCAAA 
GAGACACTAATGGGAGGGAACAAA 

AAAGGAAGAAGCACGATGCAAACAG 
AAAC AAGACGAGAC AGAGTGAGC GA 

ACTGCTTCAAGTCTTGACCCCTTTGT 

GTCTAATAGCTAAACAAACATGTG 

AA C AATA G G AATAAG GTTACTTC AG C 

CTTAAGGGGCTTATCATACTGCTG 

GACAGGGAAATCTGCCTACCAAGAG 

GGGTGTGTGTGTCTTTGTGCCCACA 

AACAAGTCCATGACTCCCAAGGGTTT 

AAGGACCAATGGTTCAGTGAGACA 

ACACTCATACTCATATGTACGTGCTC 

AGTCG AACG GACTGCAGTCCGTTC 

TACTGCTATGG AATGAGAC CACCACT 

TCTCCTGTTGTCCTTCCCAG CTTC 

TGCC AAGTG AGG ACAAACTG CTAGG 

CTGTATCCCATAATTTCAGGATGAG 



AAACCGACCGCCTGTAGGCTCCTGG 

AACTATACAGATAGGTAAAGAGTTC 

GACCAATCATCAGACTCCTTGAACTC 

CCCCACTCTGCTGGCTCTGTAACC 

AGAGATCCAGGTGCAAGTGGATTGA 

GACAGCAGCAACAGCTCAAGAGATA 



Hs.278582 
Hs.279535 
Hs.283007 
Hs.283565 
Hs.284296 
Hs.284892 
Hs.284893 
Hs.285280 
Hs.288038 

Hs.288283 
Hs.289043 



AF1 35794 

AK027035 

NMJ3D6227 

NM_005438 

AK026646 

AF246229 

AF246230 

AK024885 

NM.006625 

AK026008 
AL136719 



Hs.289087 AK024468 
Hs.290494 BF475245 



4574743 AKT3 protein kinase mRNA, complete 

cds/cds=(0,1439) 
1 0440049 cDNA: FLJ23382 fis, clone HEP16349 

/cds=UNKNOWN 
545391 3 phospholipid transfer protein (PLTP), 

mRNA /cds=(87,1 568) 
4885242 FOS-like antigen-1 (FOSL1), mRNA 

/cds=(34,849) 
1 0439543 cDNA FLJ22993 Rs, clone KAT1 1914 

/cds=UNKNOWN 

10419514 AF246229cDNA/done=RB82 

10419515 AF246230 CDNA /clone-RB16 

10437298 cDNA FU21232 fis, clone COL00752 

/cds=UNKNOWN 
1 2058474 TLS-assoclated serine-arglnine protein 

1 (TASR1), mRNA /cds=(72,623) 

1 0438707 cDNA: FU22355 fis, clone HRC06344 

/cds=UNKNOWN 
1 2052956 mRNA; cDNA DKF2p566G0346 (from 

clone DKFZp566G0346); complete cds 

/cds=(278,790) 
1 0440449 mRNA for FLJ00061 protein, partial 

cds /cds=(0,522) 
1 1 544422 EST 003 cDNA, 5' end /clone_end=5' 



Hs.290874 BE730505 



Hs.332403 
Hs.292998 
Hs.293984 
Hs.295362 
Hs.297964 
Hs.299329 
Hs.300631 



NMJD24113 

AW972292 

NMJ332323 

AK027365 

BF836049 

AK000770 

AK022958 



Hs.301417 M80899 
Hs.301612 NM__005253 
Hs.301636 NM 000287 



1 0144599 601562627F1 cDNA, 5' end 

/done=L»4AG&3832302 /c!cne_end=5' 

1 31 291 29 hypothetical protein MGC4707 

(MGC4707), mRNA/cds=(72,1067) 
8162138 EST384381 cDNA 

1 A 1 50097 hypothetical protein MGC1 31 02 

(MGC13102), mRNA /cds=(1 61 ,1345) 

14041993 cDNA FLJ14459 fis, clone 

HEMBB 1002409 /cds=UNKNOWN 

12187621 RC1-HT0975-1 61 100-01 1-g07 cDNA 

7021066 cDNA FU20763fis, clone COL09911 

/cds=UNKNOWN 
1 0434651 cDNA FLJ 12896 fis, done 

NT2RP2004194, weakly similar to 

Rattus norvegicus Golgi SNARE GS15 

mRNA /cds=UNKNOWN 
1 78282 novel protein AHNAK mRNA, partial 

sequence /cds=(0,3835) 
4885244 FOS-like antigen 2 (FOSL2), mRNA 

/cds=(3,983) 
4505728 peroxisomal biogenesis factor 6 

(PEX6), mRNA/cds=(70,3012) 
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7382 


db mining 


Hs.337774 


NM_004723 


4758671 


rho/rac guanine nucleotide exchange 












factor (GEF) 2 (ARHGEF2), mRNA 












/cds=0 12,2988) 


7383 


db mining 


Hs.318568 


BF475243 


11544420 


EST 001 cDNA, 5' end /clone_end=5' 


7384 


db mining 


Hs. 31 8569 


BF475244 


11544421 


EST 002 cDNA, 5* end /clone_end=5* 


7385 


db mining 


Hs.321709 


NM_002560 


4505548 


purinergic receptor P2X, ligand-gated 












ion channel, 4 (P2RX4), mRNA 














7388 


db mining 


Hs. 322478 


D38491 


559327 


mRNA for KIAA01 17 gene, partial cds 




db mining 








/cds=(0,683) 


7387 


Hs.323114 


AK023846 


10435906 


cDNA FLJl3784fts,done 












PLACE4000593 /cds=UN KNOWN 


7388 


HK mlninn 

uu i nil iii jy 




mm nnoo'ii 

INIVl_UUZ^«J 1 




kangai 1 (suppression of tumorigenicity 












6, prostate; CD82 antigen (R2 leukocyte 












antigen, antigen detected by 












monoclonal and antibody IA4)) (KAI1). 












mRNA /cds=(1 81 ,984) 


7389 


db mining 


Hs.324507 


NM__024524 


13375667 


hypothetical protein FLJ20986 












(FLJ20986), mRNA /Cds=(1 82,2056) 


7390 


db mining 


Hs.326447 


BC004857 


13436058 


Homo sapiens, clone IMAGE3690478, 












mRNA, partial cds /cds=(0,71) 


7391 


db mining 


Hs.333558 


BG577468 


13592532 


gu.seq cDNA 


7392 


db mining 


Hs.334303 


BG642392 


13777102 


gu.seq395250cDNA 


7393 


db mining 


Hs.334804 


NM_000558 


6715603 


hemoglobin, alpha 1 (HBA1), mRNA 












/cds=(37,465) 


7394 


db mining 


Hs.334853 


NM_032241 


14149953 


hypothetical protein FLJ23544 












(FLJ23544), mRNA /cds=(1 25,517) 


7395 


db mining 


HS.250655 


NMJD32695 


14249283 


Prothymosin, alpha (gene sequence 28) 


7396 


db mining 


Hs.336689 


AA493477 


2223318 


ESTs 


7397 


db mining 


Hs.1 80450 


BF791433 


12096487 


ribosomal protein S24 (RPS24), 












transcript variant 1, mRNA 












/CaS-(37,429) 


7398 


Table 3A 


NA 


AA077131 


1836605 


7B08E10 Chromosome 7 Fetal Brain 












cDNA Library cDNA clone 7B08E10, 












mRNA sequence 




TaWo *3A 

i a Die om 


MA 


AACni70C 

AAOOI f do 


22 Jo 69 Z 


ng18e12.s1 NCI_CGAP_Lip2 cDNA 












clone IMAG&929806 similar to contains 












Alu repetitive element;, mRNA 


7400 


Table 3A 


NA 


AA501934 


2236901 


nh56a10.s1 NCI_CGAP_Pr8 cDNA 












clone !MAGE:956346, mRNA sequence 


7401 


Table 3A 


NA 


AA579400 


2357584 


nf33d05.s1 NCI_CGAP_Prl cDNA 












clone !MAGE:915561 similar to contains 












Alu repetitive element; contains 


7402 


Table 3A 


MA 


AF249845 


8099620 


isolate Siddi 10 hypervariable region I, 












mitochondrial sequence 


7403 


db mining 


Hs.277051 


AI630242 


4681572 


ad07cO9.y1 cDNA /clone=ad07c09- 




db mining 








(random) 


7404 


Hs.277052 


AI630342 


4681672 


ad08g1 1 .y1 cDNA /clone=ad08g1 1- 












(random) 


7405 


db mining 


NA 


AI732228 


5053341 


nf19e05.x5 NCLCGAP_Pr1 cDNA 












ciunc jjviMoc.yi^zsu similar to contains 












Alu repetitive element;, mRNA s 


7406 


Table 3A 


Hs.1 97803 


AW379049 


6883708 


mRNA for KIAA0160 gene, partial cds 












/cds={0,2413) 


7407 


Table 3A 


Hs.232000 


AW380881 


6885540 


UkH-BIOp-abh-h-06-0-ULs1 cDNA, 3* 












end /clone=IMAGE:2712035 












/ctone_end=3 t 


7408 


Table 3A 


Hs.325568 


AW384988 


6889647 


602386081 F1 cDNA, 5' end 












/clone=IMAGE:4514972 /clone_end=5' 


7409 


Table 3A 


NA 


AWB36389 


7930363 


PMO-LT0030-101299-001-T08 LT0030 












cDNA, mRNA sequence 


7410 


Table 3A 


NA 


AW837717 


7931691 


CM2-LT0042-281299-062-e11 LT0042 












cDNA, mRNA sequence 


7411 


Table 3A 


NA 


AW837808 


7931782 


CM1-LT0042-100300-140-f05 LT0042 












cDNA, mRNA sequence 


7412 


Table 3A 


NA 


AW842489 


7938472 


PM4-CN0032-050200-002-C1 1 












CN0032 cDNA, mRNA sequence 


7413 


Table 3A 


NA 


AW846856 


7942373 


QV3-CT0195-011099-001-C09 CT0195 



cDNA, mRNA sequence 



ATGTCCCTTTCTCCTCTCCCCTCTTC 
CTCTTACTGCTGTTCTCCCTTTCT 

ACATCCATAGAACAATACATCAAAGT 

TGTTGAAGTGTTGCAGGGGAGGGC 

AGCACTTACTGTCAGGCATTCAGAAT 

GTG AGCAATGACAATAATTTAC CT 

AATCTGATTGAGTCTCCACTCCACAA 

GCACTCAGGGTTCCCCAGCAGCTC 

AACCCAAGAAAAGAGTTG CTCTTACT 

ATCTACTGCTGACTCTTGAACTTT 

TTCGTAGGTGGGCTTTTCCTATCAGA 

GCTTGGCTCATAACCAAATAAAGT 

AGGTGGGCTGGACTTCTACCTGCCC 

TCAAGGGTGTGTATATTGTATAGGG 



TGTGTCAGAATGG C ACTAGTTCAGTT 
TATGTCCCTTCTGATATAGTAGCT 
CTATCAGCCCCAAGTGGAGCAGAAC 
AGAGGGATTTGGG AG GAATGTCCTC 

TG CT AAGGAG AGG GGCCATGAAGAG 

TTTTGTTGAGAACATCGTGTCTGAG 

AGTC AG AACTTC AAGTCCC CATTAAA 

GGGG CTGGAAAATACAAGTACAGT 

CTCCCCTTCCTGCACCCGTACCCCC 

GTGGTCTTTGAATAAAGTCTGAGTG 

C AG ATG GTTGTGGGGTCAAGTACATC 

CCCA GTCGTGGCCCTTTGGACAAG 

TTTTGGCCTGTTTGATGTATGTGTGA 

AACAATGTTGTCCAACAATAAACA 

AGCCTAGGTGACAGAGCAAGACTCC 

ATTTCAAAAACAAAACAAAACAAAA 

ACACTGAGAATACACGACATACACGC 

ACGCACAAGACAACAACAGACAGC 

CAGCCACCTCCTCAGGTCAGACAAG 
CCCAGCACCCAAATACCACTATCTG 

GGCTTCCCTATTACCTCCCAGCGAAA 
TTCGTAGTCTTTCTCTATG G AGTT 



TGCTGATGTGTTAG GTAGTTGTGGCA 
CACTCACCTGTCTTTCCTAAATGC 

TTCATGCTCAGCAAAACAACGTTTTA 
GGATGGTGAGAGAAGACAAAGTAA 



TATTAACCACTCACGGGAGCTCTCCA 

TGCATTTGGTATTTTCGTCTGGGG 

TTACCTGCTTTGCATGCTCTCCATCG 

TCAAAGTCTTCTGGAAACTTAGGC 

CCCCACCCCAACACATACAAACGTTT 

CCCACCAATCCTTGAACTGCAAAA 

TTCAAGGTCCCAATACC CAACTAACT 

CGAAGGAAGAAATGGAAATCTATT 



TGCACAGAACTCTTACTTACATGTCT 
C ATCGAAACTCCAGAAC ACC GTCG 
TGCATGTATCCCGGTAATTCAAATCC 
AATTTCACAGCCACTGCTGAATAT 

TAC AGGAAAATG AAACTAGAC G GGTG 
GGGGACACTAGAATGAAAACCAGT 

AGTTTCTGCTTTCAGTGACTGAGGCT 

TTGCTTTAACCTGGTGACTCCCAA 

TCCCACTTCAAGTTAAGCACCAAAGC 

AATCACTAATTCTGGAGCACAGGA 

CATGGATGGGGGCAGTGGTGTTTCT 

AGTGTGTGAG GAAG C AG AGCAG ATG 

TCACC ACAGATGG GAAGATCGTTTCC 

TGAAAACAGTCTATAAATCACAGA 

C AGACGCTCC AGTG CTG CCG AG GTT 

AGTGTGTTTATTAGACCTGAAATGA 
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7414 


Table 3A 


NA 


AW856490 


7952183 PM4-CT0290-271099-001-C04 CT0290 










cDNA, mRNA sequence 


7415 


Table 3A 


NA 


AW891344 


oUooo^y kivjj£-in i uu/y-uououu-uui-au** in i uu/ a 










cDNA, mRNA sequence 


7416 


Table 3A 


NA 


BEO&nio 


O4UDfO0 UVU-D I LfU** l*U 1 1 1 »a-UOi»-iU3 DIUl/tl 










cuna, mKNA sequence 


7417 


Table 3A 


NA 


Bc0B6U7o 


QA~7tiARQ omo DTficvo 1 ^n/inn-nnfi hno RTnR70 










cDNA, mRNA sequence 


7418 


Table 3A 


NA 


BE091932 


QAon'iBA \\ o oTmi'k 4*»n^nn nftft r*n ttTnv'i'* 

84o20tW IL2-D lU/oJ- 1 OU**UU-UDO-L» 1 1 DIU/OO 










cDNA, mRNA sequence 


7419 


Table 3A 


Hs.173334 


BE160822 


8623543 ELL-RELATED RNA POLYMERASE II, 








ELONGATION FACTOR (ELL2), 










mRNA/cds=<0,1922) 


7420 


Table 3A 


NA 


BE163106 


8625827 QV3-HT0457-060400-146-n10 HT0457 










cDNA, mRNA sequence 


7421 


Table 3A 


Hs.301497 


BE1 68334 


8631 1 59 arginine-tRNA-prolein transferase 1-1 p 










(ATE1) mRNA, alternatively spliced 










product, partial cds /cds=(0,1544) 


7422 


Table 3A 


Hs. 172780 


BE176373 


8639102 60234301 6F1 cDNA, 5* end 










/clone=IMAGE:4453466 /done_end=5' 


7423 


Table 3A 


NA 


BE177661 


8656813 RC1-HT0598-020300-011-h02 HT0598 










cDNA, mRNA sequence 


7424 


Table 3A 


NA 


BE178880 


8658032 PM1-HT0609-060300-001-g03 HT0609 










cDNA, mRNA sequence 


7425 


Table 3A 


NA 


BE247056 


9098807 TCBAP1 D6404 Pediatric pre-B cell 










acute lymphoblastic leukemia Baylor- 










HGSC project=TCBA cDNA clone T 


7426 


Table 3A 


Hs.11050 


BE763412 


1 01 93336 mRNA; CDNA DKFZp434C01 1b (from 










done DKFZp434C0118); partial cds 










/cds=(0,1644) 


7427 


Table 3A 


NA 


BF330908 


11301656 RC3-BT0333-31 0800-1 15-f 11 BT0333 










cDNA, mRNA sequence 


7428 


Table 3A 


NA 


BF357523 


1 1 31 6597 CM2-HT0945-1 50900-379-g06 HT0945 










cDNA, mRNA sequence 


7429 


Table 3A 


NA 


BF364413 


11326438 RC6-NN1 068-070600-01 1-B01 










NN1068 cDNA, mRNA sequence 


7430 


Table 3A 


NA 


BF373638 


1 1 335663 MRO-FT0176-040900-202-g09 FT0176 










cDNA, mRNA sequence 


7431 


Table 3A 


NA 


BF740663 


12087339 QV1-HB0031-071200-562-h04 HB0031 










cDNA, mRNA sequence 


7432 


Table 3A 


NA 


BF749089 


12075765 MR2-BN0386-051 000-01 4-b04 










BN0386 cDNA, mRNA sequence 


7433 


Table 3A 


NA 


BF758480 


12106380 MR4-CT0539-141100-003-d05 CT0539 










cDNA, mRNA sequence 


7434 


Table 3A 


NA 


BF773126 


12121026 CM3-rr0048-151200-568-f08 IT0048 










cDNA, mRNA sequence 


7435 


Table 3A 


NA 


BF773393 


12121293 CM2-rT0039-191200-638-h02 IT0039 










cDNA, mRNA sequence 


743B 


Table 3A 


NA 


BF805164 


12134153 QV1-Cl0173-061100-456-f03 CI0173 










cDNA, mRNA sequence 


7437 


Table 3A 


NA 


BF818594 


12156027 MR3-C101 84-201 200-009-a04 CI0184 










cDNA, mRNA sequence 


7438 


Table 3A 


NA 


BF827734 


12171909 RC6-HN0025-041200-022-F08 










HN0025 cDNA, mRNA sequence 


7439 


Table 3A 


NA 


BF845167 


12201450 RC5-HT1 035-271 200-01 2-F08 HT1035 










cDNA, mRNA sequence 


7440 


Table 3A 


NA 


BF869167 


12259297 ILo-tTO1 19-181000-181-011 eT0119 










cDNA, mRNA sequence 


7441 


Table 3A 


NA 


BF875575 


12265705 QV3-ET01 Q0-1 1 1 100-391-CO2 c 1 0100 










cDNA, mRNA sequence 


7442 


Table 3A 


NA 


BF877979 


12268109 MR0-ET01 09-1 711 00-001 -b02 ET0109 










cDNA, mRNA sequence 


7443 


Table 3A 


NA 


BF897042 


12288501 IL2-WTT01 79-271 1 00-254-C1 1 WTT0179 










cDNA, mRNA sequence 


7444 


Table 3A 


NA 


BF898285 


1 2289744 QV1 -MT0229-281 1 00-508-e1 1 










MT0229 cDNA, mRNA sequence 


7445 


Table 3A 


NA 


BF899464 


1 2290923 IL5-IV1 1 0211-011200-01 MO J Ml 0211 










cDNA, mRNA sequence 


7446 


Table 3A 


Hs.324473 


BF904425 


1 2295884 40 kDa protein kinase related to rat 










ERK2/cds=(1 34,1 180) 


7447 


Table 3A. 


NA 


BF906114 


12297573 IL3-MT0267-281200-425-A05 MT0267 










cDNA, mRNA sequence 


7448 


Table 3A 


HS.10467S 


BF926187 


12323197 Homo sapiens, clone MGC:18216 










IMAGE:41 56235, mRNA, complete cds 










/cds=(2206,2373) 


7449 


Table 3A 


Hs.75703 


BF928644 


1 2326772 small Inducible cytokine A4 



(homologous to mouse Mip-1 b) 
(SCYA4), mRNA /cds=(1 08,385) 



PCT/US01/47856 



CCCTTTAGGCCTCTTGCCCGAACAGT 
GAAC ACTAATAGATATCCTAAG CT 
ATGGGGATCATGTTTTATTTTTCTCTA 
TATAATGGGCCAGTGTGTTCCCA 
AG CTGTAGACCATAAGCCACCTTCAG 
GTAGTGGTTTGGGAAATCAAGCAA 
TGTACTTATGCTTGTCTTCTCTACCTG 
C CCCCAGTCTTG AAGTGGTGGAA 
GGAG G GTGTG GGAAGCAAGAGAAGA 
ACATTCTGTTAGGG GC AG AGAAGAA 

GCATCTCCAGCTTTCATAGTTACCCA 
ACTTGTAAACCAGMGATGTGCTG 

GGCCAGTGCCAGACGGTAGCTAGTT 
GGATGCTAAAGGTAGAATTTAGATA 
GGCATTGTAGGTTGACACCAGCAAAG 
ACTCAGAGTGACTTGAGCATTGGA 



AGCCCATTTG GATATGGCCCATCT7T 
ACCTAATGGCTACTATAGTGAGGT 

AATCACAGCAGTAACTCCCAGTAGGA 

AAGATTCTCAAAGGAATAGTTCTT 

AATGGTCAGGCACAGGTAGAATCAAA 

GTCCTGTATGTATGTTCACACAGA 

TACCTGAAGGTGTAGAGAGTGCCCG 

CATCCAGCAAGGCCAACAGCTCCAC 

CTGTGTTTTTC CCAAAGCAACAATTTC 
AAACAAAGTGAGAGCCACTGACA 

GACTCCGAGCTCAAGTCAGTCTGTAC 

CCCCAACCCCTAACCCACTGCATC 

TGTAACTGACTTTATGTATCACTCAAG 

TCTTG CCTTTACTGAGTGCCTGA 

TCTCTCTAACCAAAACTGTAATCTTCA 

GGACCAGCAAACTCAGCCCAAGG 

AACTCTTG GTT AAATG GGTTAATAG A 

GGATTGGAACACTTTGTTTGCTGT 

AGAAGCAAACCTGTGAAGCTACTATC 

GTTTATCATCAGTGTGAATGCACT 

GGACTAACTTCCACCTCCTCTG CTAC 

TTCCAGCTGCTTCTAATCACACTT 

AGTCTTCCACCCAGCATAGGTATCAC 

ACAACCAGCTCTGTTTTACTCCTG 

TTAGCTG GTAC ATTGTTCAGAGTTTA 

CTGGG AGCC GGTAAGATAGTCACC 

AGCGTGATGCTTCCTCATGTCGGTGA 

TTTTCTGTTGAGACATCTTCAAGC 

ACAAAAGTATG G AATTCAATTCTTTTT 

ATATGCTGCAGCCATGTTCCTGCCCT 

AGA 

TGTAATTG ATTTCCGCATAAACG GTC 

ATTACTGGCACCTATGGCAGCACC 

GTGATCCACTTGGAGCTGCTACTGGT 

CCCATTGAGTCCTATAGTACTTCA 

TGCCATGAAATCTCTATTAATTCTCAG 

AAAGATCAAAGGAGGTCCCGTGT 

CCCACCTG GCAAATCCTCAAGTGTGA 

CCCTAGTC ATCTTTCTC CTTTTGG 

GCTAAACAGAAAAGAACCTGAAGTAC 

AGTTCCCGTCTTCAAAGAAGATGC 

ATCCTCCTCCCCTGGGATGGCATAGA 

AGAGACTTTAAAACCAAATGAGCC 

GTCAGTAAGCTCTGCCTGCCAAGAAG 

ACACAGTGAGAGGTGTCCACAGTC 

GTTTCCACTTAGTTACTTCTTCCTACC 

TGCTGTGAAGCTCTGCACCCTGC 

AGAGTAATCC ACATC CCAGGGACAGT 

C ACAATGACCTAC GGCTTTAGCTG 

GCAGGGCTACACCAAGTCCATTGATA 

TTTG GTCTGTAG G CTG CATTCTGG 

TCTTCTCTAAAATGCCCTCCTCTCCTT 

CCTTTTTCCAGACCTGGTTTAAA 

TCGCCATTTGGTAGTTCCACAGTGAC 

TGCTCTTCTATTTTACG AAGC CAC 

GTAGATTACTATGAGACCAGCAGCCT 
CTGCTCCCAGCCAGCTGTG GTGTG 
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7450 


Table 3A 


NA 


BG006820 


7451 


Table 3A 


NA 


F11941 


7452 


Table 3A 


NA 


U46388 


7453 


laDie 3A 


NA 


U75805 


7454 


Table 3A 


NA 


W27656 


7455 


literature 


NA 


X17403 


7456 


literature 


NA 


X17404 


7457 


literature 


Hs.2799 


X17405 


7458 


literature 


Hs.2159 


X17406 


7459 


literature 


NA 


X17407 


7460 


literature 


NA 


X17408 


7461 


literature 


NA 


X17409 


7462 


literature 


NA 


X17410 


7463 


literature 


NA 


X17411 


7464 


literature 


NA 


X17412 


7465 


literature 


NA 


X17413 


7466 


literature 


NA 


X17414 


7467 


literature 


NA 


X17415 


7468 


literature 


NA 


X17416 


7469 


literature 


NA 


J01917 


7470 


literature 


NA 


J01918 


7471 


literature 


NA 


J01919 


7472 


literature 


NA- 


J01920 


7473 


literature 


Hs.250596 


J01921 


7474 


literature 


NA 


J01922 


7475 


literature 


NA 


J01923 


7476 


literature 


NA 


J01924 


7477 


Table 3A 


NA 


AA077131 


7478 


Table 3A 


NA 


AA501725 


7479 


Table 3A 


NA 


AA 50 1934 


7480 


Table 3A 


NA 


AA579400 


7481 


Table 3A 


NA 


AF249845 


7482 


db mining 


Hs.277051 


A1630242 


7483 


db mining 


Hs.277052 


AI630342 



Table 8 

12450386 RC4.GN0227-271100-011-d03 
GNQ227 cDNA. mRNA sequence 
706260 HSC33F051 normalized infant brain 
cDNA cDNA clone c-33f05, mRNA 
sequence 

1236904 HSU46388 Human pancreatic cancer 

ceil line Patu 8988t cONA clone xs425, 

mRNA sequence 
1938265 HSU75805 Human cDNA clone f46, 

mRNA sequence 
1 307658 36f1 0 Human retina cDNA randomly 

primed sublibrary cDNA, mRNA 

sequence 

59591 Human cytomegalovirus strain AD1 69 

complete genome 
59591 Human cytomegalovirus strain AD169 

complete genome 
59591 Cartilage linking protein 1 

59591 mRNA for cartilage specific 

proteoglycan 
59591 Human cytomegalovirus strain AD1 69 

complete genome 
59591 Human cytomegalovirus strain AD1 69 

complete genome 
59591 Human cytomegalovirus strain AD1 69 

complete genome 
59591 Human cytomegalovirus strain AD1 69 

complete genome 
59591 Human cytomegalovirus strain AD1 69 

complete genome 
59591 Human cytomegalovirus strain AD1 69 

complete genome 

59591 Human cytomegalovirus strain AD1 69 

complete genome 
59591 Human cytomegalovirus strain AD1 69 

complete genome 
59591 Human cytomegalovirus strain AD169 

complete genome 
59591 Human cytomegalovirus strain AD1 69 

complete genome 
20981 1 Adenovirus type 2, complete genome 

20981 1 Adenovirus type 2, complete genome 

20981 1 Adenovirus type 2, complete genome 

20981 1 Adenovirus type 2, complete genome 

20981 1 xy45fl 0.X1 cDNA, 3' end 

/clone=IMAGE:2856139 /c!one_end=3* 

20981 1 Adenovirus type 2, complete genome 

20981 1 Adenovirus type 2, complete genome 

20981 1 Adenovirus type 2, complete genome 

1 836605 7B08E1 0 Chromosome 7 Fetal Brain 
cDNA Library cDNA clone 7B08E10, 
mRNA sequence 

2236692 ng18e12.s1 NCI_CGAP_LIp2 cDNA 

clone IMAGE:929806 similar to contains 
Alu repetitive element;, mRNA 

2236901 nh56a10.s1 NCI_CGAP_Pr8 cONA 

clone IMAGE.-956346, mRNA sequence 

2357584 nf33d05.s1 NCl_CGAP_Pr1 cDNA 

clone IMAGE: 91 5561 similar to contains 
Alu repetitive element;contains 

8099620 isolate Siddi 1 0 hypervariable region I, 

mitochondrial sequence 
4681 572 ad07c09.y1 cDNA /clone=ad07c09- 

(random) 

4681 672 ad08g1 1 .y1 cDNA /cione=ad08g1 1 - 
(random) 
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1 TTTC CTTTTCG CTGACTTTCTCACTC A 
CTGTCTGTCTCTCATTTTCTCCA 

1 TGGTAAGTTTCTGGCAGTGTGGAGAC 
AGGGGAATAATCTCAACAGTAGGT 

1 CCATG GTGGTGCTTG ACTTTGCTTTG 
GGGCTTAATCCTAGTATCATTTGG 

1 TCAGTGGGTGTTGGTTGTCCATTAGT 
TGAGACTTAGTTGTTGCTCTGGGA 

1 G GCTGGACAGCAGATG ATTCAAATCT 
CAATACTACATG CCCATTCTGTGG 

1 AATAATAGATTAGCAGAAGGAATAAT 

CCGTG CGACCG AG CTTGTGCTTCT 
1 TTTTG CGAACTTTTAGG AAC C AGCAA 

GTCAACAAAAGACTAACAAAGAAA 
1 GAGATCGACATCGTCATCGACCGAC 

CTCCGCAGCAACCCCTACCCAATCC 
1 ACATTCAAAAGTTTGAGCGTCTTCAT 

GTACGCCGTTTTCGGCCTCACGAG 
1 CCAACGACACATCCACAAAAATCCCC 

CATCGACTCTCAC AATCG CATC AT 
1 CTTTGAGCAGGTTCTCAAGGCTGTAA 

CTAACGTGCTGTCGCCCGTCTTTC 
1 GATGTCCGTCTACGCGCTATCGGCC 

ATCATCGGCATCTATCTGCTCTACC 
1 TCTTCTG GGACGCCAACGACATCTAC 

CGC ATCTTCGCCG AATTGGAAGG C 
1 ACGAACAGAAATCTCAAAAGACGCTG 

ACCCGATAAGTACCGTCACGGAGA 
1 AGAGAACAACAAAACCACCACGACGA 

TGAAACAAAACGCTCAACCAAACA 

1 CTGCATCGTCGTCGTCCTCCTCCTCT 

CGGAGATCGCGACGGAGAAACAAC 
1 CTGAGCCTGGCCATCGAGGCAGCCA 

TCCAGGACCTGAGGAACAAGTCTCA 
1 CCTCTGGAGGCAAGAGCACCCACCC 

TATGGTGACTAGAAGCAAGGCTGAC 
1 TTCGTGGGCACCAAGTTTCGCAAGAA 

CTACACTGTCTG CTGG CCGAGTTT 
1 CTGTGGAATGTATCGAGGACTTGCTT 

AACGAGTCT6GGCAACCTTTGGAC 
1 GCTGGCCTGCACCCGCGCTGAGTTT 

G GCTCTAG CGATGAAG ATACAGATT 
1 GGG G CGGTTAGG CTGTCCTCCTTCT 

CGACTGACTCCATGATCTTTTTCTG 
1 TGTTTGC CTTATTATTATG TGG CTTAT 

TTGTTGC CTAAAGCGC AGACG CG 
1 ACGGTGATCAATATAAG CTATGTGGT 

GGTGG GGCTATACTACTG AATGAA 

1 TTTCTGCCCTGAAGGCTTCCTCCCCT 

CCCAATGC GGTTTAAAAC ATAAAT 
1 GGCTTATGCCCATGTATCTGAACATC 

CAGAGTCACCTTTACCACGTCCTG 
1 CTACTGCCGTACAGCGAAAGCCGCC 

CCAACCCGCGAAACGAGGAGATATG 
-1 CAGATAGTGGTATTTGGGTGCTGGG 

CTTGTCTGACCTGAGGAGGTGGCTG 

-1 AACTCCATAGAGAAAGACTACGAATT 
TCGCTGGGAGGTAATAGGGAAGCC 



-1 GCATTTAGGAAAG ACAG GTG AGTGTG 
CCACAACTACCTAACACATCAGCA 

.1 TTACTTTGTCTTCTCTCACCATCCTAA 
AACGTTGTTTTG CTGAG C ATG AA 



-1 CCC CAGACGAAAATAC CAAATGC ATG 
GAGAGCTCCCGTGAGTGGTTAATA 

-1 GCCTAAGTTTCCAGAAGACTTTGACG 
ATGGAGAGCATGCAAAGCAGGTAA 

-1 TTTTG CAGTTCAAGG ATTGGTGG GAA 
ACGTTTGTATGTGTTGGGGTGGGG 



WO 02/057414 



7484 


db mining 


NA 


AI732228 


7485 


Table 3A 


Hs.1 97803 


AW379049 


7486 


Table 3A 


Hs.232000 


AW380881 


7487 


Table 3A 


Hs.325568 


AW384988 


7488 


Table 3A 


NA 


AW836389 


7489 


Table 3A 


NA 


AW837717 


7490 


Table 3A 


NA 


AW837808 


7491 


Table 3A 


NA 


AW842489 


7492 


Table 3A 


NA 


AW846856 


7493 


Table 3A 


NA 


AW856490 


7494 


Table 3A 


NA 


AW891344 


7495 


Table 3A 


NA 




7496 


Table 3A 


NA 


BE086076 


7497 


Table 3A 


NA 


BE091932 


7498 


Table 3A 


Hs.173334 


BE160822 


7499 


Table 3A 


NA 


RFlR^1f)fi 

DC. I \JO I VU 


7500 


Table 3A 


Hs 301 497 


DC JOOiiW 


7501 


Table 3A 


HS.172780 


BE176373 


7502 


Table 3A 


NA 


BE177661 


7503 


Table 3A 


NA 


BE178880 


7504 


Table 3A 


HS.86543 


BE247056 


7505 


Table 3A 


Hs 1 1 050 

1 19. 1 1 WU 


RF7fi1419 

OL/OO'f I ii 


7506 


Table 3A 


NA 


BF330908 


7507 


Table 3A 


NA 


BF357523 


7508 


Table 3A 


NA 


BF364413 


7509 


Table 3A 


NA 


BF373638 


7510 


Table 3A 


NA 


BF740663 


7511 


Table 3A 


NA 


BF749089 


7512 


Table 3A 


NA 




7513 


Table 3A 


NA 


RF77*?19R 
or i i ij i £.& 


7514 


Table 3A 


NA 


BF773393 


7515 


Table 3A 


NA 


BF805164 


7516 


Table 3A 


NA 


BF818594 


7517 


Table 3A 


NA 


BF827734 


7518 


Table 3A 


NA 


BF845167 



Table 8 

5053341 nf19e05.x5 NCLCGAP_Pr1 cDNA 

clone IMAGE.914240 similar to contains 
Alu repetitive element;, mRNA s 

6883708 mRNA for K1AA01 60 gene, partial cds 

/cds={0,2413) 
6885540 UI-H-Bl0p-abh-h-06-O-UU1 cDNA, 3' 

end /clone=IMAGE:2712035 

/clone_end=3* 
6889647 602386081 F1 cDNA, 5" end 

/clone=IMAGE:4514972 /clone_end=5' 

7930363 PMO-LT0030-101299-001-f08 LT0030 

cDNA, mRNA sequence 
7931 691 CM2-LT0042-281 299-062-e1 1 LT0042 

cDNA, mRNA sequence 
7931782 CM1 -LT0042-1 00300-1 4O405 LT0042 

cDNA, mRNA sequence 
7936472 PM4-CN0032-050200-002-C1 1 

CN0032 cDNA, mRNA sequence 
7942373 QV3-CT0 19 5-011 099-001 -c09 CT0195 

cDNA, mRNA sequence 
7952183 PM4-CT0290-271099-001-C04CT0290 

CDNA, mRNA sequence 
8055549 PM2-NT0079-030500-001-a04 NT0079 

cDNA, mRNA sequence 
8405765 QV0-BT0041 -01 1 1 99-039-f09 BT0041 

cDNA, mRNA sequence 
8476469 PM2-BT0672-130400-G06-h09 BT0672 

cDNA, mRNA sequence 
8482384 IL2-BT0733-1 30400-06 8-C11 BT0733 

cDNA, mRNA sequence 
8623543 ELL-RELATED RNA POLYMERASE H, 

ELONGATION FACTOR (ELL2), 

mRNA /cds=(0,1 922) 
8625827 QV3-HT0457-060400-146-h10 HT0457 

cDNA, mRNA sequence 
86311 59 arginine-tRNA-protein transferase 1-1 p 

(ATE1) mRNA, alternatively spliced 

product, partial cds /cds=(0,1544) 

8639102 602343016F1 cDNA, 5' end 

/done=IMAGE:4453466 /c!one_end=5' 

8656813 RC1-HT0598-020300-011-h02 HT0598 

cDNA, mRNA sequence 
8658032 PM1-HT0609-060300-001-g03 HT0609 

cDNA, mRNA sequence 
9098807 602495247F1 cDNA, 5' end 

/clone-IMAGE:4609330 /clone_end=5' 

1 01 93336 mRNA; cDNA DKFZp434C01 1 8 (from 

clone DKFZD434C0118); partial cds 

/cds=(0,1644) 
1 1 301 656 RC3-BT0333-31 0800-1 1 5-f1 1 BT0333 

cDNA, mRNA sequence 
1 1 31 6597 CM2-HT0945-1 509OO-379-g06 HT0945 

cDNA, mRNA sequence 
11326438 RC6-NN1068-0706OO-011-B01 

NN1068 cDNA, mRNA sequence 
1 1 335663 MR0-FT01 76-040900-202-g09 FT01 76 

cDNA, mRNA sequence 
12067339 QV1-HB0031-07120O-562-hD4 HB0031 

cDNA, mRNA sequence 
12075765 MR2-BN0386-051 000-014-004 

BN0386 cDNA, mRNA sequence 
1 21 06380 MR4-CT0539-1 41 1 00-003-d05 CT0539 

cDNA, mRNA sequence 
12121026 CM3-IT0048-15l200-568-f08 IT0048 

cDNA, mRNA sequence 
12121293 CM2-IT0039-l9i200-638-h02 IT0039 

cDNA, mRNA sequence 
12134153 QV1-Cl0173-061100-456-f03 CI0173 

cDNA, mRNA sequence 

12156027 MR3-CI01 84-20 1200-009-a04 CI0184 

cDNA, mRNA sequence 
12171909 RC6-HN0025-041200-022-F08 

HN0025 cDNA, mRNA sequence 
12201450 RC5-HT1 035-271200-01 2-F08 HT1035 

cDNA, mRNA sequence 



PCT7US01/47856 



-1 AATAGATTTCCATTTCTTCCTTCGAGT 
TAGTTGGGTATTGGGACCTTGAA 



CGACGGTGTTCTGGAGTTTCGATGAG 
ACATGTAAGTAAGAGTTCTGTGCA 
ATATTCAGCAGTGGCTGTGAAATTGG 
ATTTG AATTACCG G GATACATGCA 

ACTGGTTTTCATTCTAGTGTCCCCCA 
CCCGTCTAGTTTCATTTTCCTGTA 

TTGGGAGTCACCAGGTTAAAGCAAAG 

CCTCAGTCACTGAAAGCAGAAACT 

TCCTGTGCTCCAGAATTAGTGATTGC 

TTTGGTGCTTAACTTGAAGTGGGA 

CATCTGCTCTGCTTCCTCACACACTA 

GAAAC ACCACTG CCCCC ATCCATG 

TCTGTGATTTATAGACTGTTTTCAGGA 

AACG ATCTTC CCATCTGTGGTG A 

TCATTTCAGGTCTAATAAACACACTAA 

CCTCGGCAGCACTGGAG CGTCTG 

AGCTTAGGATATCTATTAGTGTTCACT 

GTTCGGGCAAGAGGCCTAAAGGG 

TGGGAACACACTGGCCCATTATATAG 

AGAAAAATAAAACATGATCCCCAT 

TTGCTTGATTTCCCAAACCACTACCT 

GAAGGTGGCTTATGGTCTACAGCT 

TTCCACCACTTCAAGACTGGGGGCA 

GGTAGAGAAGACAAGCATAAGTACA 

TTCTTCTCTGCCCCTAACAGAATGTT 

CTTCTCTTGCTTCCCACACCCTCC 

CAGCACATCTTCTGGTTTACAAGTTG 

GGTAACTATGAAAGCTGGAGATGC 

TATCT AAATTCTACCTTTAGCATC C AA 
CTAGCTACCGTCTGGCACTGGCC 
TCCAATGCTCAAGTCACTCTGAGTCT 
TTGCTGGTGTCAACCTACAATGCC 



ACCTCACTATAGTAGCCATTAGGTAA 
AGATGGGCCATATCCAAATGGGCT 

AAGAACTATTCCTTTGAGAATCTTTCC 

TACTGGGAGTTACTGCTGTGATT 

TCTGTGTGAACATACATACAGGACTT 

TGATTCTACCTGTGCCTGACCATT 

GTG GAGCTGTTGGC CTTGCTGGATG 

CGGGCACTCTCTACACCTTCAGGTA 

TGTCAGTGGCTCTCACTTTGTTTGAA 
ATTGTTGCTTTGGGAAAAACACAG 

GATGCAGTGGGTTAGGGGTTGGGGG 

TACAGACTGACTTGAGCTCGGAGTC 

TCAG GCACTCAGTAAAGGCAAGACTT 

GAGTGATACATAAAGTCAGTTACA 

CCTTGGGCTGAGTTTGCTGGTCCTGA 

AGATTACAGTTTTGGTTAGAGAGA 

ACAGCAAACAAAGTGTTCCAATCCTC 

TATTAACCCATTTAACCAAGAGTT 

AGTGCATTCACACTGATGATAAACGA 

TAGTAGCTTCACAGGTTTGCTTCT 

AAGTGTGATTAGAAGCAGCTGGAAGT 

AGCAGAGGAG GTGGAAGTTAGTCC 

CAGGAGTAAAACAGAGCTGGTTGTGT 

GATACCTATG CTGGGTGGAAGACT 

GGTGACTATCTTACCGGCTCCCAGTA 

AACTCTGAACAATGTACCAGCTAA 

G CTTGAAG ATGTCTCAACAGAAAATC 

ACCGACATGAGGAAGCATCACGCT 

TCTAGGGCAGGAACATGGCTGCAGC 

ATATAAAAAGAATTGAATTCCATACTT 

TTGT 

G GTG CTGCCATAGGTGCCAGTAATG 

ACCGTTTATGCGGAAATCAATTACA 

TG AAGTACTATAGGACTCAATG GG AC 

CAGTAGCAGCTCCAAGTGGATCAC 

ACACGGGACCTCCTTTGATCTTTCTG 

AGAATTAATAGAGATTTCATGGCA 
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PCT/US01/47856 



7519 


Table 3A 


NA 


BF869167 


7520 


Table 3A 


NA 


BF875575 


7521 


Table 3A 


NA 


BF877979 


7522 


Table 3A 


NA 


BF897042 


7523 


Table 3A 


NA 


BF898285 


7524 


Table 3A 


NA 


BF899464 


7525 


Table 3A 


Hs.324473 


BF904425 


7526 


Table 3A 


NA 


BF906114 


7527 


Table 3A 


Hs. 104679 


BF926187 


7528 


Table 3A 


Hs.75703 


BF928644 


7529 


Table 3A 


NA 


BG006820 


7530 


Table 3A 


NA 


F11941 


7531 


Table 3A 


NA 


U46388 


7532 


Table 3A 


NA- 


U75805 


7533 


Table 3A 


NA 


W27656 


7534 


literature 


Hs.99962 


BC005929 


7535 


literature 


Hs.46295 


X14346 


7536 


literature 


Hs.1256 


J05225 


7537 


literature- 


Hs.728 


M28129 


7538 


literature 


Hs.889 


NMJ301828 


7539 


literature 


Hs.1 35626 


M69136 


7540 


literature 


Hs.334455 


NM_003293 


7541 


literature 


NA 


NC.001345 


7542 


literature 


NA 


NC 001345 


7543 


literature 


NA 


NC_001345 


7544 


literature 


NA 


NC.001345 


7545 


literature 


NA 


NC_001345 


7546 


literature 


NA 


NCJ>01345 


7547 


literature 


Hs.279852 


BC004555 


7548 


literature 


NA. 


NC.001345 


7549 


literature 


NA 


NC.001345 


7550 


literature 


NA 


NC.001345 


7551 


literature 


NA 


NC.001345 


7552 


literature 


NA 


NC_001345 


7553 


literature 


NA 


NC_001345 


7554 


literature 


NA 


NCJJ01345 



Table 8 

12259297 IL5-ET01 19-1 81 000-1 81 -b11 ET0119 

cDNA, mRNA sequence 
12265705 QV3-ET01 00-1 11 100-391 -c02 ET0100 

cDNA, mRNA sequence 
12268109 MRO.ETO109-171100-O01.bO2 ET0109 

cDNA, mRNA sequence 
12288501 IL2-MT0179-271100.254-C11 MT0179 

cDNA, mRNA sequence 
12289744 QV1-MT0229.281100-508-e11 

MT0229 cDNA, mRNA sequence 

12290923 IL5-MT021 1-01 1200-317-103 MT021 1 

cDNA, mRNA sequence 
12295884 40 kDa protein kinase related to rat 

ERK2/cds=(1 34,1 180) 
1 2297573 IL3-MT0267-281 200-425-A05 MT0267 

cDNA, mRNA sequence 
1 23231 97 Homo sapiens, clone MGC:1 821 6 

IMAGE:41 56235, mRNA, complete cds 

/cds=(2206,2373) 
12326772 small inducible cytokine A4 

(homologous to mouse Mip-1 b) 

(SCYA4), mRNA /cds=(1 08,386) 
12450386 RC4-GN0227-271 1 00-01 1-d03 

GN0227 cDNA, mRNA sequence 

706260 HSC33F051 normalized Infant brain 
cDNA cDNA clone c-33f05, mRNA 
sequence 

1 236904 HSU46388 Human pancreatic cancer 

cell line Patu 8988t cDNA clone xs425, 

mRNA sequence 
1938265 HSU75805 Human cDNA clone f46 t 

mRNA sequence 
1 307658 36f1 0 Human retina cDNA randomly 

primed sublibrary cDNA, mRNA 

sequence 

1 354354 1 proteoglycan 2, bone marrow (natural 
killer cell activator, eosinophil granule 
major basic protein) (PRG2), mRNA 
/cds=(857 ( 1525) 
31 1 82 eosinophil peroxidase (EPX), m RNA 

/cds=(0,2147) 
179076 arylsuiratase B (ARSB), mRNA 

/cds=(559,2160) 
556208 ribonuclease, RNase A family, 2 (liver, 
eoslnophil-dertved neurotoxin) 
(RNASE2), mRNA /cds=(71, 556) 
6325464 Charot-Leyden crystal protein (CLC), 
mRNA/cds=(33,461) 
180539 chymase 1, mast cell (CMA1), mRNA 
/cds=(0,743) 
13699841 tryptase, alpha (TPS1), mRNA 

/cds=(17,844) 
9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

1 352871 6 G protein-coupled receptor (G2A), 
mRNA/cds=(900,2042) 
9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 



CCAAAAGGAGAAAGATGACTAGGGT 
CACACTTGAGGATTTGCCAGGTGGG 
G C ATCTTCTTTG AAGAC GG G AACTGT 
ACTTC AGGTTCTTTTCTGTTTAG C 
GGCTCATTTG GTTTTAAAGTCTCTTCT 
ATGCCATCCCAGGGGAGGAGGAT 
GACTGTG GACACCTCTCACTGTGTCT 
TCTTG GC AG GC AG AGCTTACTG AC 
GCAGGGTGCAGAGCTTCACAGCAGG 
TAGGAAGAAGTAACTAAGTGGAAAC 

CAGCTAAAGCCGTAG GTCATTGTG AC 

TGTCCCTGG GATGTG GATTACTCT 

CCAGAATGCAGCCTACAGACCAAATA 

TCAATGGACTTGGTGTAGCCCTGC 

TTTAAACCAGGTCTGGAAAAAGGAAG 

GAGAGGAGGGCATTTTAGAGAAGA 

GTGGCTTCGTAAAATAGAAGAGCAGT 

CACTGTGGAACTACCAAATGGCGA 

CACACCACAGCTGG CTGG GAGCAG A 
GGCTGCTGGTCTCATAGTAATCTAC 

TGGAGAAAATGAGAGACAGACAGTG 
AGTGAGAAAGTCAGCGAAAAGGAAA 

AC CTACTGTTGAGATTATTC CCCTGT 
CTCCACACTG CCAGAAACTTACC A 

CC AAATGATACTAG GATTAAGCCCCA 
AAGCAAAGTCAAGCACCACCATGG 

TCCCAGAGCAACAACTAAGTCTCAAC 
TAATG GACAACCAACACCCACTGA 
CCAC AGAATGG GC ATGTAGTATTGAG 
ATTTGAATCATCTGCTGTCCAGCC 

TACTGGCGTCGAGCCCACTGCCTCA 
GAAGACTTCCTTTCATCTGTTCCTA 



GTTTCAAGGGACATCTTCAGAGCCAA 

CATCTACCCTCGGGGCTTTGTGAA 

CTACAGTTCTACCATAAACACTCAGT 

CCCCGTGTACTTCCCTGCACAGGA 

TAGTTGCATGTGACAACAGAGATCAA 

CGACGAGACCCTCCACAGTATCCG 

TTGACCATAGAATCAAGC CTG AGGCT 
GTG AAGATG GTGCAAGTGTGG AG A 
CTGCTGTCTTCACCCGAATCTCCCAT 
TACCGGC CCTGG ATCAACCAGATC 
GTC ACTGG AG GACCAAC CCCTGCTG 
TCCAAAACACCACTGCTTCCTACCC 
CATG CCATGCATATTTCAACTGG GCT 
GTCTATTTTT GAC AC C AG CTTATT 
GAGAAGCACCTCAACCTGGAGACAAT 
TCTACTGTTCAAACAGCAGCAGCA 
ACTTGTCAGGGCCATTCTCTCTCCGG 
GCACTGGGTCACTAGGACTGTTTT 
GACAGCGTCCTAGAAACCCTGGCGA . 
CCATTGCCTCCAGCGGGATAGAGTG 
CATCCTCTGGAGCCTGACCTGTGATC 
GTCGC ATC ATAG ACC G CC AGTAGA 
GCCTCCACACGACATCACACCATATA 
CC G CAAGG AATATCAG GG ATGCTG 
AC AGC CATCCTC CCCTTGAG AGTC AT 
CAGAAAAATACATTAGGAAAATGT 
ACCTTCGTCTTCTGAGTCTCATGCCT 
CAAAACCTAGTTTGATAGACAGGA 
AG ATG GCTACCCTTCTGATTATG ATC 
* CTTTC GTAGAAAATGCTCAAATCT 
ATGCATCGCCGACAAGTCTTGAATTA 
GG ATTGTC G AAATTAG AC AAAGAA 
CGGGTGTGTTCAATCATCGACGGTGA 
CAATCCTATCTCC ATCTATAATC C 
GAAGAGCGAAATGCAATCTTCTGCTT 
CTTCAGTAGAGACTTTACAGTCTT 
GC ACATCC ATC GCCC AAAGTGAAGTC 
TG CAAGG ATGCCATTTATTGGTTG 
TCTCG GTTTACCTTTTTGCTGTTGTG 
GTTCTTTGTTCTTGCTGGTTTGCT 



570 



WO 02/057414 



7572 db mining 

7573 db mining 

7574 db mining 

7575 db mining 

7576 db mining 

7577 db mining 

7578 db mining 

7579 db mining 

7580 db mining 

7581 db mining 



Table 8 

Human herpesvirus 4, complete 
genome 

Human herpesvirus 6, complete 
genome 

Human herpesvirus 6, complete 
genome 

Human herpesvirus 6, complete 
genome 

Human herpesvirus 6, complete 
genome 

Human herpesvirus 6, complete 
genome 

Human herpesvirus 6, complete 
genome 

qz04e10.x1 cDNA, 3' end 
/clone=IMAGE:2020554 /clone_end=3' 



fiber of sperm tails 2, clone MGC:9034 
IMAG&3874501, mRNA, complete cds 
/cds=(656,2947) 

mRNA for K1AA0697 protein, partial 
cds /cds=(0,2906) 
ADP-ribosy)at]on factor 3 (ARF3), 
mRNA /cds=(31 1,856) 
Homo sapiens, ELAV (embryonic 
lethal, abnormal vision, DrosophilaHfke 
1 (Hu antigen R), clone MGC:5084 
IMAGE:2901220, mRNA, complete cds 
/cds=(142,1122) 

DKFZp451F1715_r1 cDNA, 5* end 
/clone=DKFZp451 F1715 /cione_end=5' 



HEMBB1001288, highly similar to CGI- 
32 protein mRNA /cds=UN KNOWN 



complete cds /cds=(29, 1 972) 
nuclear receptor co-repressor 1 
(NCOR1), mRNA/cds=(240,7562) 
similar to rat nuclear ubiquitous casein 
kinase 2 (NUCKS), mRNA 
/cds=(66,557) 

Hs.337616 NM_000753 4502924 phosphodiesterase 3B, cGMP-inhibited 

(PDE3B), mRNA /cds=(0,3338) 



7555 


literature 


NA 


NC_001345 


9625578 


7556 


literature 


NA 


NC_001345 


9625578 


7557 


literature 


NA 


NCJW1345 


9625578 


7558 


literature 


NA 


NC_001345 


9625578 


7559 


literature 


NA 


NCJJ01345 


9625578 


7560 


literature 


NA 


NC_001345 


9625578 


7561 


literature 


NA 




9628290 


7562 


db mining 






4195401 


7563 


db mining 


Hs.129055 


NM_002540 


4505490 


7564 


db mining 


Hs.12329 


AB0 14597 


3327207 


7565 


db mining 


Hs.119177 


NM_001659 


4502202 


7566 


db mining 


He 19^70 


DO0U3376 


13097227 


7567 


db mining 


na.o 1 9000 




13243062 


7568 


db mining 


Hs.315597 


NMJ)15960 


7705727 


7569 


db mining 


Hs.1 10457 


AF071594 


3249714 


7570 


db mining 


Hs.144904 


NM_006311 


5454137 


7571 


db mining 


Hs.1 18064 


NM_022731 


12232386 



Hs.152049 AW962287 
Hs.115325 NM_003929 



Hs.1 19178 
Hs.1 83698 
Hs.15767 
Hs.1 08104 
Hs.1 63593 
Hs.121044* 
Hs.309348 



AK024466 

NM.000269 

AB023166 

NM_003347 

NMJJ00980 

L39061 

NM 032472 



7582 db mining Hs.16493 AK027866 

7583 db mining Hs.1342 NMJ301862 

7584 db mining Hs.111076 NMJJ05918 

7585 db mining Hs.1 07476 NMJ)06476 



8152099 EST374360 cDNA 

4506374 RAB7, member RAS oncogene family- 
like 1 (RAB7L1), mRNA/cds=(40,651) 

10440445 mRNA for FLJ00059 protein, partial 

cds /cds=(2624,4057) 
4557796 ribosomal protein L29 (RPL29), mRNA 

/cds={29,508) 
4589541 mRNA for KIAA0949 protein, partial 

cds /cds-(0,2822) 
4507788 ubiquitin-conjugating enzyme E2L 3 

(UBE2L3), mRNA/cds=(15,479) 
11415025 ribosomal protein H8a (RPL18A), 
mRNA /cds=(1 9,549) 
632997 transcription factor SL1 mRNA, partial 
cds /cds=(0,1670) 
1 42771 25 tc93c1 1 .x1 cDNA, 3' end 

/done=fMAGE:20737l 6 /done_end=3' 

14042851 cDNA FU14960 fis, clone 

PLACE40001 92, weakly similar to ZINC 
FINGER PROTEIN 142 
/Cds=(114,3659) 

4502982 cytochrome c oxidase subunit Vb 
(COX5B), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(21,410) 

51 74540 malate dehydrogenase 2, NAD 

(mitochondrial) (MDH2). nuclear gene 
encoding mitochondrial protein, mRNA 
/cds=(86,H02) 

5453560 ATP synthase, H+ transporting, 
mitochondrial F1 F0, subunit g 
(ATP5JG), mRNA/cds=(73,384) 
571 



PC17US01/47856 



TCTGAATACTCTACAAAACGCTCCTT 

GTCTGCTCTTAAAAC CATCTGTGT 

TGAAGCTGACACCTGTGAAACTAACT 

TAAAC GCAT GTTCTTCTGACTCAG 

TTCTGTTTTGGGCCAGGAACCGTTCT 

ATAAATTGTTTTATTGACTACACG 

TAAC ACCGTCCAAG AAATTTTGCC GT 

TGTGTCCCCATACTTCTCTAGGGC 

AGAAGAAGGATCAGATGGAGAGTTG 

AAAACTTTAG CTGGTAAGTACATG A 

CCGATACCGGCAAGATCTGTCGTCTG 

GCAAACTCGTTTTCCACCTTATGG 

CTGTGGGTCCCTCCCCCTCATCTGTT 

ATTCCCTTCCCCTCTGCCACCGAT 

ACTAC ATTTTAATTAAAGATTAATG G G 

CATATTAGAAGTTTCTCAAAGTTAGG 
CT 

AAAAGGAGTGAGCTATCATCAGTGCT 
GTGAAATAAAAGTCTGGTGTGCCA 



AAAGCCACCACTGTTCCCAGTCAGCA 

TATACAAGCTCTTAATA7TCTGTT 

AAATGTGGGATAACGCGATGACTGTG 

ACCCTGGTTGGAAATTAAACTTGT 

AACACAGAAACATTTGAGCATTGTAT 

TTCTCGCATCCCTTCTCGTGAGCG 



AACCTATCAAAGCCTAGCCTAAG6GC 
TGCCATCTCTGTCTAAATTCTAGT 

AACTGCATGGTATGAATTCAGAGTGT 
GACTTAAGGGTCAATTCAAAGCAG 



ACAGACTTTGTTAATGTAGGAAATCT 

CTCCAAGTGGAAACGTGCTAACTT 

ACAGGCAATTCAGTGGACTATAATAA 

TAGTGGAGGGTTGAGATGTAGAGT 

ACAGGTCACAGTGGATTTCTTTTCAA 

ACTGACAATGTTTAGGTTTTAAGC 

AC CTCAAGCAG ATGAGATTCAG GTAA 
TTGAAGAGGCAGATGAAGAGGAAT 

ACCTTCTACACCACTGGAAAATAACA 
TGGAGGTTTAGAGCCGTGCAAAAT 
ACTAAACTCTGAGGCCTGAAGTTCTG 
TGATAGACCTTAAATAAGTGTCCT 

ACTGGGGTG GTGATGTTTTCGTTCTG 

TTTTATTTTTCTAACTCTGCTGAC 

ACTTCATCATAATTTGGAGGGAAGCT 

CTTGGAGCTGTGAGTTCTCCCTGT 

AGAACGAG GAAG AGAACACAAGGAA 

TGATTCAAGATC C ACCTTGAGAG GA 

AGAGAATAGGCTTTCTAAGATGCTGC 

GATCCCGTTCTGCTGCCCGTAATA 

AGCACAAGCCACGCTTCACCACCAA ' 

GAGGCCCAACACCTTCTTCTAGGTG 

AGGCCAATCACTG CTGACTAAGAATT 

CATTATATTGGCTTAGTACACAGA 

AGGGAAGATTTCTGTATACTTGCTGG 

AGAGGAGGAATGTGTATAGTTACT 

AGTTTTAATAC CTTAAGCTTTTTCAAG 
ACCTAACTGCAGCCGCTTTGGGA 



ATGTGCTGTAAAGTTTCTTCTTTCCAG 
TAAAGACTAGCCATTGCATTGGC 



ATTGTGGGTGGCTCTGTGGGCGCAT 
CAATAAAAGCCGTCCTTGATTTTAT 



ATTTG AGTGTTGTTGGAC CATGTGTG 
ATCAGACTGCTATCTGAATAAAAT 
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Table 8 

5902725 peroxiredoxin 2 (PRDX2), mRNA 

/cds=(89,685) 
11675212 elaC (E. coli) homolog 2 (ELAC2), 
mRNA/cds=(0,2480) 

3043669 mRNA for K1AA0573 protein, partial 
cds/cds=(0,1356) 

13775197 SH3BGRU-like protein (SH3BGRL3), 

mRNA /cds=f71 ,352) 
2910523 od22g11.s1 cDNA 

/clone=IMAGE:1 368740 
8922296 LUC7 (S. cerevisiae)-like (LUC7L), 

mRNA /cds=(7 1 , 1 048) 
5803010 enolase 2, (gamma, neuronal) (EN02), 

mRNA /cds=(222.1 526) 
14042333 cDNA FU14661 fis, clone 

NT2RP2002710, weakly similar to SH3- 

BINDING PROTEIN 3BP-1 

/cds=(70,2481) 
4504390 hexokinase 1 (HK1), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(81,2834) 
13124762 OKF2P566F0546 protein 

(DKF2P566F0546), mRNA 

/cds=(377,1308) 
475781 1 ATP synthase, H+ transporting, 

mitochondrial F0 complex, subunit f, 

isoform 2 (ATP5J2), mRNA 

/cds=(27,311) 
7662505 MIL1 protein (MIL1), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(71,1231) 
14124973 Homo sapiens, Similar to CG 121 13 

gene product, clone IMAGE: 3532726, 

mRNA, partial cds /cds=(0,2372) 
4503956 transcriptional adaptor 2 (ADA2, yeast, 

homolog)-like (TADA2L), mRNA 

/cds=(0,1091) 
701 9400 platelet activating receptor homolog 

(H963), mRNA /cds={21 9,1 178) 
4757993 adaptor-related protein complex 2, mu 

1 subunit (AP2M1), mRNA 

/cds=(1 35,1442) 
7706498 polymerase (RNA) 111 (DNA directed) 

polypeptide K (12.3 kDa) (POLR3K), 

mRNA/cds=(39,365) 
13376805 hypothetical protein PP591 (PP591), 

mRNA/cds=(820,1704) 
10440419 mRNA for FU00045 protein, partial 

cds /cds=(1 06,924) 
2877424 nv64d09.s1 cDNA, 3' end 

/c)one=IMAGE:1234577 /clone_end=3' 

1 1 038670 pituitary tumor-transforming 1 

Interacting protein (PTTG1IP), mRNA 
/cds=(21 0,752) 
1 1 063982 KIAA0266 gene product (KIAA0266), 

mRNA/cds=(733,3033) 
7706366 HSPC037 protein (LOC51659), mRNA 

/cds=(78,635) 
2792365 unknown protein IT12 mRNA, partial 

cds /cds=(0,2622) 
8922576 hypothetical protein FLJ 1 0659 

(FLJ10659). mRNA/cdS=(3B,1000) 
1 3376147 hypothetical protein FU22746 

(FLJ22746), mRNA /cds=(266, 1 072) 
4505890 procollagen-lysine, 2-oxoglutarate 5- 
dioxygenase 3 (PLOD3), mRNA 
/Cds=(216,2432) 
5292160 proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 4 (PSMD4), 
mRNA /cds= (62,1 195) 
7661819 HSPC160 protein (HSPC160), mRNA 

/cds=(53,514) 
1 266991 3 E2F transcription factor 3 (E2F3) 

mRNA, complete cds /cds=(66,1463) 
1 2804564 Homo sapiens, done IMAGE:2989556, 
mRNA, partial cds /cds=(0,370) 



1 CAAGCCCACCCAGCCGCACACAGGC 
CTAGAGGTAACCAATAAAGTATTAG 

1 CACCAGAGACAAGCAGAGTAACAGG 
ATCAGTGGGTCTAAGTGTC CGAGAC 

1 CAG GAG GTAGGGATCTGG CTGAGAG 
GGAATAATCTGAGCAAAGGTATGAA 

1 CAGTCCCTCTCCCAGGAGGACCCTA 

GAGGCAATTAAATGATGTCCTGTTC 
1 CATGAGAAGTATCTGCAATAACCCCA 

AGTCAACATTTAGGTTTGTGTACA 
1 CATGTTGAGTAGGAATAAATAAATCT 

G ATGCTG CCTC CTGAGGCTG CGGG 
1 CCACCACCTCTGTGGCATTGAAATGA 

GCACCTC CATTAAAGTCTGAATCA 
1 CCATGCCGCCTCGTTGGATTGTCGG 

AATGTAGACAGAAATGTACTGTTCT 



1 CCCACCGCTTTGTGAGCCGTGTCGTA 
TGACCTAGTAAACnTGTACCAAT 

1 CCCACGGGAGACTATTTCACACAATT 
TAATACAGGAAGTCGATAATGAGG 

1 CCCTCCGTGAGGAACACAATCTCAAT 
CGTTGCTGAATC CTTTCATATC CT 



1 CCGTGTCTTTCCAGCCCTAAAGGAAG 
G GC AGACCCGTGTCTTTCC ATGCC 

1 CCTGAAGCACTTCACCTGGAATTGAT 
GTGTAGGCTTAAGGAGTATGTGAC 

1 CGCAGGCAAGAGCACTCATCAAGATA 
GATGTGAACAAAACCCGGAAAATC 

1 CGCTCAAAGGTCACTGAGACTTTTGC 
CTCACCTAAAGAGACCAAGGCTCA 

1 CGGCCTCAGTCCCTACTCTGCTTTGG 
GATAGTGTGAGCTTCATTTTGTAC 

1 CTAGTGTGTGCTTG CCTTGTC CCTCG 
G GGTAG ATGCTTAGCTGGCAGTAT 

1 CTTTCAGATTCCCTCTGGTCTCCGTC 
CGAAACGTCTACCTCTTCCCAGGC 

1 GAAATTCACAG GC CAGGGCAC ATCTT 
TTATTTATTTCATTATGTTGGCCA 

1 GACTCCCTCAACACCCCAAAACTCTA 
AATGCCACGGTCATCTGTTTCTAT 

1 GAGCAGCCACAAAACTGTAACCTCAA 
GG AAACCATAAAGCTTG GAGTGCC 

1 G CAGCAAACAGAG GGTCAGTCACAG 

GATGTTCTGACACACCATTGTAACT 
1 G CC AACAATG CTG ACCG GTGCTTATC 

CTCTAAG CCCTGATCCACAATAAA 
1 GCCAGTGTAATTTCTGTCAACCACGG 

ACGTTTG CCTTC ATGTGTAGAATT 
1 GCCCAAGCACTAGTAGAGATGCGCG 

ATACAGGTCTAGTTTCGGTAACTGT 
1 GGCCAGATTTTGACTCCCAGATTCCT 

TTACAAAACGCACTCATTCATTCA 
1 GGGACTCCCCGCGTGATAAATTATTA 

ATGTTCCGCAGTCTCACTCTGAAT 

1 GGGACTGCATGGGAAGCACGGAATA 
TAGG GTTAG ATGTGTGTTATCTGTA 

1 GGGGTTCGTGTCTTTGGCATCAACAA 
ATACTGAGGGATGGGTTTTGGGAC 

1 GGGTGACCTGTTCTCTAGCTGTGATC 
TTACCACTTCAAATGGGTGTAATT 

1 GGTGTGAACGGGCTGACTTGGTGAA 
TTGGGCAACTCCTTATAGTGTTGTG 
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7617 db mining Hs.1 58380 AI381581 

7618 dbmining Hs.1390 BC000268 



7619 dbmining Hs.115808 NMJJ02287 11231175 

7620 dbmining Hs.119960 AL117477 5911950 



7621 db mining 

7622 dbmining 

7623 dbmining 

7624 dbmining 

7625 dbmining 



Hs. 154073 NMJ)05827 

Hs.11747 NM_017798 

Hs.10881 AB011113 

Hs. 153850 AK024476 

Hs.247870 AL035694 



5032212 
8923363 
3043605 
10440465 
4678462 



7626 dbmfnlng Hs.324648 NMJ303128 4507194 



7627 dbmining 

7628 db mining 

7629 db mining 

7630 dbmining 

7631 dbmining 

7632 dbmining . 

7633 dbmining • 



Hs.1 18722 NMJ)04480 
NA AL134726 



Hs.1 66887 
Hs.146324 

Hs.1 2436 
Hs.15164 
Hs. 130743 



NMj)03915 
AK023182 

AK026309 

NMJJ06333 

AA642459 



7634 dbmining Hs.1 6492 "NMJH5497 



7635 dbmining 

7636 db mining 

7637 db mining 

7638 dbmining 

7639 dbmining 

7640 dbmining 

7641 dbmining 

7642 dbmining 



Hs.1 22552 
Hs.312510 
Hs.1 08258 



NIW 016426 
AI1 74807 
NMJ312090 



Table 8 

4194362 td05e04.x1 cDNA. 3' end 

/clone=IMAGE:2074782 /ctone_end=3' 

12653014 Homo sapiens, proteasome (prosome, 
macropain) subunit, beta type, 2, clone 
MGCH664 IMAGE3352313, mRNA, 
complete cds /cds={58,663) 

leukocyte-associated Ig-like receptor 1 
(LAIR1), transcript variant a, mRNA 
/cds=(57,920) 

mRNA; cDNA DKFZp727G051 (from 
done DKF2p727G051); partial cds 
/ccfs=(0,1423) 

UDP-galadose transporter related 
(UGTREL1), mRNA/cds=<87,1055) 
hypothetical protein FLJ20391 
(FLJ20391), mRNA /cds=(9,602) 
mRNA for KIAA0541 protein, partial 
cds/cds=(0,3484) 
mRNA for FLJ00069 protein, partial 
cds/cds=(2657,4396) 
DNA sequence from done 33L1 on 
chromosome 60,14.1-15. Contains the 
gene for novel T-box (Brachyury) family 
protein. Contains ESTs, STSs, GSSs 
and two putative CpG islands 
/cds=(0,1505) 
cDNA FLJ 13700 fis, done 
PLACE2000216, highly similar to 
SPECTRIN BETA CHAIN, BRAIN 
/cds=UNKNOWN 
fucosyltransferase 8 (alpha (1,6) 
fucosyltransferase) (FUT8), mRNA 
/cds=(71 6,2443) 

DKFZp547A1290_r1 cD NA, 5 1 end 
/done=DKFZp547A1290 /clone_end=5' 

4503012 copinel(CPNE1),mRNA 

/cds=(1 56,1 769) 
10434993 cDNA FLJ1 3120 Ms, clone 

NT2RP3002682, highly similar to CGI- 

145 protein mRNA /cds=M76 961) 
10439130 cONA:FU22656fis,doneHSI07655 

/cds=UNKNOWN 
5453582 nuclear DNA-binding protein (C1 D) 

mRNA /cds=(1 17,542) 
2567677 ns30d01.s1 cDNA, 3' end 

/ctone=IMAGE:1 185121 /done_end=3' 

13794264 DKFZP564G2022 protein 

(DKFZP564G2022), mRNA 

/cds=(42,1709) 
7705291 G-2 and S-phase expressed 1 

(GTSE1), mRNA /cds=(70 2232) 
6361196 HA2528 cDNA . 



10048480 actio 



4758407 
6602913 



Hs.111092 NIW 024724 
Hs.1 14311 NMJJ03504 

Hs.1 1081 NMJ325241 
Hs.100217 NMj)05892 
Hs.12258 AL137728 



13376033 
4502712 

13376853 
5174400 
6808258 



7643 dbmining Hs.155462 NMJI05915 7427518 



7644 dbmining 

7645 db mining 

7646 dbmining 



Hs.1 65998 NIW 015640 
Hs.1 64207 NMJJ24805 
Hs.1 50275 D87682 



7661625 
13376184 
1663699 



js-ljnking factor (ACF7), 
transcript variant 1, mRNA 
/cds=(5l, 16343) 
hypothetical prolan FLJ22332 
(FLJ22332). mRNA /cds=(275,1255) 
CDC45 (cell division cyde 45, 
S.cerevlslae, homolog)-like (CDC45L) 
mRNA /cds=(24, 1724) 
UBX domain-containing gene 1 
(UBXD1), mRNA/cds=(96,1421) 
fonmin-like (FMNL), mRNA 
/cds=(39,1430) 

mRNA; cDNA DKFZp434B0920 (from 
done DKFZp434B0920) 
/cds=UNKNOWN 
minichromosome maintenance 
defident (mis5, S. pombe) 6 (MCM6) 
mRNA /cds=(61, 2526) 
PAH mRNA-binding protein (PAI- 
RBP1), mRNA/cds=(85,1248) 
hypothetical protein FLJ21172 
(FLJ21172), mRNA /cds=(1 38, 1169) 
mRNA for KJAA0241 gene, partial cds 
/Cds=(0.1568) 
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GTAC CACTTGAATGATTTCAGTCAATT 
TTGAACC CCTTTGGAAAGAGGTG 

GTGAAACCCCGTCTCTGCTAAAAATA 
CAAAAATTAGCTGGGCGTGGTGGC 



GTTCTCTGGGTTGTGCTTTACTC CAC 
GCATCAATAAATAATTTTGAAGGC 

TACTG CCAACTGACCTTATAAC CCTC 
TGCACCTTCAAAAAGATTCATGGT 

TCAAACAGTGACATCTCTTGGGAAAA 

TGGACTTAATAGGAATATGGGACT 

TCACTTCCTCTGAACTGTTACTG CCT 

GAATGGAGTCCTGGACGACATTGG 

TCCACTTAATAGACTCTATGTGTGCT 

GAATGTTCCTGTGTACATATGTGT 

TCCCGCAGAGTGCAGAGACAGGAAG 

CTGGAGATGTCTTTATAAAGTCACA 

TCTAGGACCCTAGGAAGCTTAACTCT 

GTCATCATCTCAAGTATCTGCACA 



TCTTCCGCCATCTCCTCTGATAAACA 
CGAGGTGTCTGCCAGCACCCAGAG 



TGATATGTTGATCAGCCTTATGTGGA 
AGAACTGTGATAAAAAGAGGAGCT 

TGCAGTATTTTTCAAACTTCTGGTCG 
CAAACCCATTAGTAGTTTGTGAAA 

TGCTGCTCTTGATCCCACCT7TGCTC 
CTGACAACCCTCATTCAATAAAGA 
TGGTTTGTTCATGGATGTATTCTAAG 
AGCTGAGAACAGGGCCTGGACACA 

TGTTCTGAATGTTGGTAGACCCTTCA 
TAG CTTTGTTACAATGAAACCTTG 
TGTTG ATG GATG AATTTTG G CATG AT 
GACTGTACTCTCAATAAAGGCTGA 
TTCATCCTGTGAGTGCTGGGGAGGA 
GGAGTAGATACAGACTGAGTGAGAG 

TTCATTTTCCTGGGAAGTCAAGGTTA 
CATCTTGCAGAGGTTGTTTTGAGA 

TTCTAAGCCGAACCAAATCCTTTGCC 

TTGAAAGMCAGCCCTAAAGTGGT 

TTTGTTTGTTTGTTTCAGATAGGGTCT 

CCCTCTGTCACC CAGGCTGCAGT 

TTTTGTAAATCACGGACACCTCAATTA 

GCAAGAACTGAGGGGAGGGCTTT 

CGGTGTGGAAAATGTTGTCCTTTGAG 
TGGCAAGAATTAGAAAAATCTTCA 
CTGAAAGCTGAGGATCGGAGCAAGT 
TTCTGGACGCACTTATTTCCCTCCT 

GTTGGCCTCAGCCCTGTGGGTCTGT 

CTCATGCTCTCCCTGTTCCTCTCCC 

TAGCCATACTTAGCCTCAGCAGGAGC 

CTGGCCTGTAACTTATAAAGTGCA 

TGAGGGCTGTGCTGACCTTTGAGAG 

GATTTGAAATTGCTTCATATTGTGA 

TGTGTAAGAAAAGGCCCATTACTTTT 
AAGGTATGTGCTGTCCTATTGAGC 

TTGTTGGTAGGCACATCGTGTCAAGT 
GAAGTAGTTTTATAGGTATGGGTT 
TTTCTAGCTTTTCC GTGTATCTAAACA 
CAATTTGCTACACAAGTCACTGT 
ACTGTGGCACATGTTTTGATCAGAAA 
G GTAGTTCTCTTTGCTCTG GTAGT 
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7674 


db mining 
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db mining 
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db mining 
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Table 8 

13129109 hypothetical protein MGC2722 

(MGC2722). mRNA /cds=(69,1097) 
7661 561 DKFZP434A043 protein 

(DKFZP434A043), mRNA 

/cds=(697,1425) 
4505364 NADH dehydrogenase (ubiquinone) 1 

beta subcomplex, 6 (17kD, B17) 

(NDUFB6), mRNA/cds=(68,454) 
6807710 mRNA; cDNA DKFZD434I0714 (from 

clone DKFZp434l0714)/cds=(0,412) 
503 1 644 COX17 (yeast) homolog, cytochrome c 

oxidase assembly protein (COX17), 

mRNA/cds=(86,277) 
8923387 hypothetical protein FLJ2041 9 

(FU20419), mRNA /cds=(191, 907) 
4506558 ATP-binding cassette, sub-family E 

(OABP), member 1 (ABCE1), mRNA 

/cds=(117,1916) 
1 2545382 huntingtin interacting protein 2 (HIP2), 

mRNA/cds=(77,679) 
8144777 EST367164 cDNA 

57331 21 lodestar protein mRNA, complete cds 

/cds=(30 t 3518) 
1 0438273 cDNA: FLJ22026 fis, clone HEP08537 

/cdS=UNKNOWN 
4504340 hlstone acetyltransferase 1 (HAT1), 

mRNA /cds=(36,1 295) 
7661 591 DKFZP547E21 1 0 protein 

(DKFZP547E2110), mRNA 

/cds=(1 92,806) 
2908561 Od61g07.s1 cDNA 

/clone= IMAGE: 1 372476 

424021 0 mRNA for K1AA0861 protein, partial 

cds /cds=(0,2948) 
2887434 KIAA0432 mRNA, complete cds 

/cds=(0,2251) 
2575205 ns24d1 1 .s1 cDNA, 3' end 

/clone=lMAGE:1 1 84565 /clone^er^' 

2898605 oc67e04.s1 cDNA, 3' end 

/clone=IMAGE:1 354782 /clone_end=3' 

6702277 UI-H-BWO-aip-e-12-0-UI.Sl CDNA, 3* 

end /clone=IMAGE:2729975 

/clone end=3* 
6700518 UI-H-BW0-ain-e-07-0-ULs1 cDNA, 3' 

end /clone=!MAGE:2729941 

/ctone_end=3' 
2261560 aa70fD5.s1 cDNA, 3' end 

/clone=iMAGE:826305 /done_end=3* 
2876409 0C29b10.Sl cDNA, 3' end 

/clone=lMAGE:1351099 /clone_end=3' 

6702381 UI-H-BW0-aiw-g-10-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:2730834 

/clone_end=3 l 
1 1 597325 UI-H-BW1-ami-h-04-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3070302 

/clone_end=3' 
10035597 7f01f10.x1 cDNA, 3' end 

/c!one=IMAGE:329341 9 /clone__end=3' 

1 1597660 UI-H-BW1-amof-01-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3069456 

fclone_end=3' 
6703802 UI-H-BW0-ajd-b-05-0-Ul.s1 cDNA, 3* 

end /clone=lMAGE:2731329 

/clone_end=3' 
2878874 ob85a10.s1 cDNA, 3' end 

/clone=IMAGE: 1 338 1 38 /clonejiind*^ 

1 1 597749 UI-H-BW1-amf-e.12-0-UI.s1 cDNA, 3' 
end /clone=IMAGE:3069791 
/clone_end=3' 
4300887 CM4-NT0290-150101-684-e05 cDNA 

6703646 UI-H-BW0-ajf-d-01-0-UI.S1 cDNA, 3' 
end /c!one=lMAGE;2731441 
fclone_end=3' 



1 CATCTTCTGCCCTGGTCCCCTTTCTC 
TTGATGTGGAAAGTCTGAATGCAG 

1 CGCTCTAATACTGCATTCTGTTTCTC 
CTTTTGTG CCCTGATTGTAATC C A 

1 CTG GAG ACTG GAGAAGTAATTC C AC C 
AATGAAAGAATTTCCTGATCAACA 

1 TCAGTGTTTCGTTATTCCATATCAGTG 
• G CTTTTACTGTC AAAGATTGTGT 

1 TGCATGAGAGCCCTAGGATTTAAAAT 
ATGAAATGGTGGTCTGCTGTGTGA 

1 TGTGCTAAGCCTGATGAAATGTGCTC 
CTTCAATCTCCATGAAACCATCGT 

1 AAATGATCTCC CTTTATTACC CTCCC A 
AAG GTTAC CAGCGTTTG AATTTA 

1 ACACACTAATGTAACCATTTTATGAAG 

GTTGAAGTGGATTTATGCAGGCA 
1 ATCAG GAGAATGTC AAAGAAGTCCTT 

TATGTGGATTGCCCGAGCTTCTCT 
1 ATTGTGCCACTGTTTTCCAGCCTGGG 

CAATACAGTGAGACCCTGTCTCAA 
1 CGTCAAAGTCAATCCCAAAACAGATA 

AGCCCTATGAGGATGTCAGCATCA 
1 ACGACTTGCTCAAGAGTAAAGATTAT 

ACTG CTCTGTACAGGAAGCTTGCA 
1 TGTTGAGGAAAGGAAAAGGGCATTTG 

TCTAAACATGGATTCTGAGTTGTA 

1 GTGGATGAGTAGGGAGTGGGCGAGA 
CAGGGACGAGATGAGCAGGGTCAAG 

1 GGTGTTCGTGTTAGTGCCAAG ATTG C 
TTCGTTGTAGAGAGAGTTCGTTCC 

1 ACTAGAGTCCAGGTAATAGTAGTGGA 
GATATGTGGAGAGACATGATAGGT 

1 TTCCTGTGTGAGATTTCTCGCCATTC 
CTCAATTCAACAAATATGCCTT7T 

1 TATACTTTGATCCCTCAGCAAGTTGT 
CCTCACTGTTGTGTGAACCTGTTT 

1 TTTCCTGAATACTTTATGACAACTGAG 
TTTGCCGGGTAGAGTGGCCGTTT 

1 . AAACTAG AATTCCG GTTTCCCAAGGT 
GGCTTATGACAACCAGAATCCTTT 

1 GGCTTCCCGCCTGTGCAGTCATTTGT 
ATGTGTTTTATATATTGGAGTGTT 

1 ACAAAATATAAGGTGTGACTTTGGAT 
CCTGACTCAAACCAACCAGCTGTT 

1 TCAAAATCCGTTACTCTTTCCACAACA 
ATTGAGGGTAATGGTGTTCAGTT 

1 G CC ATTCCGGCTTCTCTATTTGAAAA 
CAGTTACCATATTCCCCCTCAGTT 

1 ATTTG GTAGAG ACGG GGTTTCAC CTT 
ATTGCCCAGGCCATCATGTATCTT 

1 TGTCATTTGCCCTTTCCCCCATATAT 
GTAGAATTGGGTCTTTTTCAACTT 

1 ACAG GGAGAGACTACACACAAGCC A 
ACCTCAATCTCATCTTTATGCCATT 

1 TCTTCTTTTTGATGTGAATTACTCTTG 
AAATGCCGGAGAAGGGACAAATT 

1 AGATAGAGTCATATTCTATTTAGCTTG 
GGACATGGCAGGTACTCAGTTGT 

1 AGC CTTTTTGG G AGTG AGGGTTTATA 
TGATGTCTGATTCTGTAATACTGT 

1 G CAG CCCTG AGCCTGGAATAG ATACT 
TTTTGGTCTTTTGGTTGTAGATGT 
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7678 db mining 

7679 db mining 

7680 db mining 

7681 db mining 

7682 db mining 

7683 db mining 

7684 db mining 

7685 db mining 

7686 db mining 

7687 db mining 

7688 db mining 

7689 db mining 

7690 db mining 

7691 db mining 

7692 db mining 

7693 db mining 

7694 db mining 

7695 db mining 

7696 db mining 

7697 db mining 

7698 db mining 

7699 db mining 

7700 db mining 

7701 db mining 

7702 db mining 

7703 db mining 

7704 db mining 



Hs.315325 BE646400 

Hs.313172 AW293016 

Hs.313361 AW297413 

Hs.313365 AW297482 

Hs.313358 AW297377 

Hs.320474 BF5131B0 

Hs.313382 AW297707 

HS.125779 AA810831 

Hs.313389 AW297882 

Hs.313391 AW297905 

Hs.309446 A1492055 

Hs.313311 AW296433 

Hs.319887 BF507608 

Hs.255237 AW293790 

Hs.313363 AW297459 

Hs.320367 BF512169 

Hs.320440 BF512733 

Hs.313374 AW297607 

Hs.313355 AW297325 

Hs.320420 BF512S99 

Hs.118899 AA243283 
HS.105228 AA489212 
HS.297505 BF514865 



Table 8 

997071 1 7e86c01.x1 cDNA. 3' end 

/clone=IMAGE:3292032 /done_end=3' 



UI-H-BW0-aih-f-04-O-Ul.s1 cDNA, 3* 
end/done=IMAGE:2729239 
/clone _end=3' 
6704049 UI-H-BW0-ais-b-09-0-ULs1 cDNA, 3* 
end /done=IMAGE:2730208 
/done_end=3' 
67041 18 UI-H-BWO-aja-a-05-O-Ul.sl cDNA, 3' 
end /clone=IMAGE:2730920 
/done_end=3* 
6704013 UI-H-BWO-alr-f-11-0-Ul.s1 cDNA, 3' 
end/done=IMAGE:273038i 
/clone end=3' 
11598359 UI-H-BWl-amJ<M)6-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:30701 15 
/clone end=3* 
6704343 Ul-H-iwO-aJh-f-10-0-Ul.s1 cDNA, 3* 
end /done=(MAGE:2731915 
/done^endsy 
2880442 oa76d09.s1 cDNA, 3' end 

Zclone=lMAGE:13l8193 /done_end=3' 



6704507 



6704541 



4393058 



UI-H-BW0-aju-e-07-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2733036 
/done_end=3 > 

UI-H-BWO-aju-h-11-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2733l88 
/done_end=3' 

tg12a01.x1 cDNA, 3' end 
/done=IMAGE:21 08520 /clone end=3' 



6703069 
11590906 
6700426 
6704095 
11597272 
11597912 
6704243 
6703961 
11597778 



1874128 
2218814 
11600044 



Hs.320492 BF513340 11598519 

Hs.304837 AW292802 6699438 

Hs.24656 BF507762 11591060 

Hs.320460 BF512975 11598154 



7705 db mining Hs.313384 AW297745 6704381 



Uf-H-BW0-aiq-a-05-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730128 
/clone_end=3' 

UI-H-BWl-ana-e-05-0-Ul.s2 cDNA, 3' 
end /clone=IMAGE:3071720 
/clone_ends3' 

UI-H-B)2-ahp-e-06-0-Ul.s1 cDNA, 3* 
end /cione=IMAGE:2727635 
/done_end=3* 

UI-H-BW0-ais-g-03-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730436 
/clone_end=3' 

UI-H-BVV1-ami-c-10-0-Ul.s1 cDNA, 3' 
end /c!one=IMAGE:3070074 
/c!one_end=3' 

UI-H-BWl-amm-d-04-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:3070494 
/c]one_end=3 l 

UI-H-BW0-ajg-e-04-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731854 
/clone_end=3' 

UI-H-BWO-air-a-08-0-Ul.s1 cDNA 3' 
end /clone=IMAGE:27301 35 
/clone_end=3' 

Ui-H-BWl-amf-h-07-0-Ul.s1 cDNA. 3' 
end /clone-lMAGE:3069925 
/done_end=3' 
zs13g11.s1 cDNA, 3* end 
/clone=IMAGE:685124 /c!one_end=3* 
aa57d11.sl cDNA,3'end 
/done=IMAGE:825045 /clone_end=3' 
UI-H-BW1-anj-f-12-0-UI.$1 cDNA, 3' 
end /clone=JMAGE:3082534 
/done_end=3' 

UI-H-BWl-amk-b-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3070050 
/done_end=3' 

Ul-H-BW0-aiH-12-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:272961 5 
/clone_end=3' 

KIAA0907 protein (KIAA0907), mRNA 
/cds=(26,1720) 

UI-H-BW1-amh-b-06-0-UI.S1 cDNA, 3' 
end /clone=IMAGE:3069659 
/clone_end=3' 

Ul-H-BW0-aiy-b-10-0-Ul.s1 cDNA, 3' 
end /c!one=IMAGE:2730954 
/done_end=3' 
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CCCTCCCTATCTTTTTATGGGTAATTT 
GATTATACACGGTGCTTGAATGT 

TATGTCTTCTTACCCCAGCACCCCTA 
ATTTAAAATACAGATCCCTGAGGT 

AAAACCTTGACAGTTCATTTCACCAA 
GCACCTATCAGGTATTTGGCAGGT 

AGTGCCCATG CTGTTTCAGATGCTCT 
TCTAGCTCCTGGAGATACATCAGT 

TGAGCTTCTGCTAGTAATTCCTTCAG 
GGGATTTCCTCCATG GCCGTAAGT 

GAGGGTGTCTGCTAATGATTTCCGAA 
AAGTTCTTCAAAACACTCCGAAGT 

ACCAGTGTGATGAGTTTTGACAAGAG 
ACAAAAGGAAAGGGTGGGAGAAGT 

GCTGGTTGTTGCCTTTCAAGACAGCC 
AACTACCATTTATTCAACAGAAGT 

AGTCTGTCTATTCTCTTCTCT7TAGCT 
CTGTCTGTTGCTCAAA7TCAAGT 

GCCAAGGTGAGTCAAAACACTGCTCT 
TCAGAAAGCAATTATTTGAAAAGT 

CATTGTCCCTCCCGCTGTGCTCTCAG 
GCAATAAATGATTTGATTATTTCT 

GGTCAGAAACAGGCCCACAGAGACT 
CTGGAGGGTTCTTCCTTTGTGTTCT 

TTCAACTGCTTTGGCACTGCCATGGG 
TAC CTGAGGATAAGAGAGATGTCT 

GGGTTGACTAAATGCACATGGGCTTA 
TCTTTACCTCTTCCAGAAATGTCT 

TGCATGACCAGAAACACTGCCTGATA 
CAGTAAGCAGAGGTAGCTGTCTCT 

ACCTGCCAG CCAGCCCACAACTATAA 
ACTGTGTGACACCCAAATTTATCT 

GGTTTCTGAGGTGATTCTAATATGCA 
GTCATGGTTAAGAACCTGTGATCT 

AAGCCTTGGACCAGCTTCCCGTTTCT 
CTCTTGTCTCCTGCCAAAAGATCT 

ACCCAAAGGATGGTGTCTCCTGTCCC 
AGTTGAAAAGGT7TCTACCTAGCT 

TGGTTGAATACGCAGGAACACCCACA 
GTAC CCAGGGACTAATAAATAGCT 

TTAGGGCAGTG GAGAATCAGGGTGT 

ATCTAATAAATTCCTTCATGGAGCT 

GCAGATGTCTGCGTCATGGTTTATTA 

CTCCTGTGTTCGTTTCAAGGAGCT 

TGTCTGTATTTGGAGTCCAGTAGTAC 

ACTG AAAATAATCC CGTAAAAGCT 

CTCCC7TCCCACCATACACACACTCC 
CAGCTCATTTTGATTCCTTTTCCT 

GGTGAAATTGACTGGGTTCCTCTCCC 
AC CTCTCTTTC C GTAGCAATTCCT 

ACTAATTCCCGTGTCTGGCCCTGAAC 
ATGAAGATATAATGGACGATCCCT 
TTAAAGG CTC AAACCTAC CTCAGACA 
CTGCTCTACCCATCCCCATCCCCT 

CCCTTTGTGAGAAGAAGCAGGTTTCC 
TTTCCTATGG ATTGATGTGAC CCT 
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7707 db mining 

7708 db mining 

7709 db mining 

7710 db mining 

7711 db mining 

7712 db mining 

7713 db mining 

7714 db mining 

7715 db mining 

7716 db mining 

7717 db mining 

7718 db mining 

7719 db mining 

7720 db mining 

7721 db mining 

7722 db mining 

7723 db mining 

7724 db mining 

7725 db mining 

7726 db mining 

7727 db mining 

7728 db mining 

7729 db mining 

7730 db mining 

7731 db mining 

7732 db mining 

7733 db mining 



Hs.105105 AA419402 

Hs.123180 AA805419 

Hs.297396 BF515183 

Hs.334992 AI084211 

Hs.313273 AW295743 



Table 8 

2079198 zu99a12.s1 cDNA, 3' end 

/clone=IMAGE:746 1 1 0 /done_end=3' 

2874169 od 3g03.s1* cDNA, 3' end 

/clone=!MAGE:1 340788 /done_end=3' 

11600450 UI-H-BWl-anl-o01-0.UI.s1 cDNA, 3' 
end /done=IMAGE:3082728 
/clone_end=3' 
3422634 RST20881 cDNA 



6702379 UI-H-BW0-aiw-g-08-0-U!.s1 cDNA, 3' 
end /done=IMAGE:2730830 
/clone_end=3* 
11590929 UI-H-BW1-ana«h-01-0-ULs2 cDNA, 3* 
end /cione=IMAGE:3071856 
/done_end=3' 
11597793 UI-H-BW1-amg-a-12-0-Ul.s1 cDNA, 3' 
end /clone-IMAGE:3069622 
/clone_end=3* 

Hs.319872 BF507414 11590721 UI-H-BW1-amz-a-1 1-0-UU2 cDNA, 3* 

end /cione=IMAGE:3071517 
/clone_end=3* 
4437776 601436078F1 cDNA, 5' end 

/done=lMAGE:3921 187 /done_end=5' 



Hs.319891 BF507631 



Hs.320422 BF512614 



HS.264120 AI523641 



Hs.105284 AA491263 

Hs.124376 AA831043 

Hs.309144 AI384035 

Hs.301325 BF514004 

Hs.319904 BF507742 

Hs.320092 A1392740 

Hs.313371 AW297578 

Hs.320444 BF512784 

Hs.320473 BF513155 

Hs.320419 BF512597 

Hs.320365 BF512157 

Hs.299471 BF513893 

Hs.313368 AW297544 

Hs.105170 AA481410 

Hs.313251 AW295130 

Hs.297392 BF514201 

Hs.122417 AA761212 

Hs.297469 BF512785 

Hs.313275 AW295750 



2220436 aa49d04.SlcDNA,3'end 

/done=IMAGE:824263 /clone_end=3' 

2904142 oc58h02.s1 cONA, 3' end 

/clone=IMAGE:1 353939 /done_end=3' 

41 9681 6 td05cO2.x1 cDNA, 3' end 

/done=IMAGE:2074754 /done_end=3' 

11599183 UI-H-BW1-amv-e-04-0.UI.s1 cDNA, 3* 

end /cione=!MAGE:3071311 

/done_end=3' 
11591040 UI-H-BW1-anc-M>2-0-Ul.s2 cDNA, 3* 

end /done=IMAGE:3072122 

/don8_end=3' 
4222287 tg23fDZx1 cDNA, 3* end 

/don e=IMAGE:21 09627 /done_end=3* 

6704214 UI-H-BWO-ajg-b-03-0-Ul.s1 cDNA, 3* 
end /done=MAGE:2731708 
/done_end=3' 

1 1 597963 UI-H-BW1 -amm-h-1 0-0-U I.s1 cDNA, 3' 
end /dorie=IMAGE:3070698 
/done_end=3' 

11598334 UI-H-BW1-amj-b-03-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:3070D13 

/clone_end=3' 
11597776 UI-H-BWl-amf-h-05-0-Ul.s1 cDNA, 3* 

end /don e=l MAGE: 3069 921 

/done_end=3' 
11597260 UI-H-BW1-ami-b-10-0-UI.Sl cDNA, 3' 

end /done=IMAGE:3070026 

/done.end=3' 
11599072 UI-H-BW1-amq-d-02-0-Ul.s1 cDNA, 3' 

end /clone=iMAGE:3070874 

/clone_end=3' 
6704180 UI-H-BW0-aja.g-O1-O-UI.s1 cDNA, 3' 

end /done-lMAGE:2731200 

/done end=3' 
2210962 zv02g12.s1 cDNA, 3' end 

/cione=IMAGE:746374 /done_end=3' 
6701766 UI-H-BWO-ait-h«08-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:2730495 

/clone_end=3' 
1 1 599380 UI-H-BW1-ani.d-05-0-UI.s1 cDNA, 3* 

end /done=IMAGE:3082401 

/done_end=3' 
2810142 nz20c03.s1 cDNA, 3' end 

/done=IMAGE:l 288324 /done_end=3' 

11597964 UI-H-BW1 -amm-h-1 1-0-Ul.sl cDNA, 3* 
end /done=lMAGE:3070700 
/clone_end-3' 

6702386 UI-H-BW0-aiw-h-O3-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730868 
/done end=3' 
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1 TTCTACCCATCACACAGATTCTTCCA 
CTTAATAAAATC CATCACCTACCT 

1 TCATTACTGTTGTGAAGG CTCTTC AA 
GAGAGAAAGATGAAGCTGAAACCT 

1 GCTGTCCGTGAAAGCACTCTCAAGTC 
AGGAACTGAACTAAGAACTTTACT 

1 CTCCTGTAATCCCAGCACTGGAGCTT 
G CAGTG AG CCAAGATC ATG CCACT 

1 TTGGTCACCAC ACCTGG GTGTCTGAA 
TGTCTTGTCCTTCTAAAGGTAACT 

1 GCAACAATTCTTTGGAAAGTGACTCT 
CTAGGGTGCGGAGAATGGTGTGAT 

1 TC ATCTCTGTAGGTCTTCCTAATC CTA 
TGCGGAGCCAAATATAGACGGAT 

. 1 CTTTGTATTTCAAAGAAAGTAGCCCC 
7TGGCTCTGATATTAGTTGCAGAT 

1 TTTAG GAGCTGACCATACATGATGAG 
TGATACAGCCTGTACTTTGCTCAT 

1 ACTGGGATGAGATGAGATTCAAGGCA 
CTTTTGGAGGGTGTAGCTAGCCAT 

1 AGGCTGTTGCTGCACGGGC7TTTCAA 
AAGCGACTCATTATGAAGAAGAAT 

1 GCACTCCAGCCTGGGCAACAAGAGC 
GAAACTCTGCCTCCAATAAATAAAT 

1 CGGGCGGTGGCGGCTGCCTGGGAG 
AAGATGAATCTTTCATGAGTGATTTG 

1 GATGGAACTCAAGGTG CTTTACGCTT 
TCCTCAGTCTTACCAGGAGGCTTG 

1 ACCAACCCTATGGACAACTTGATCTT 
GAACTTCTAGCTTTCAGACCTGTG 

1 AATGTAGCTGACATTGGAGCCACCGC 
CCATAGAAGAAGGCTAAAACTGTG 

1 CTTCACTGACGATCTGAGACACTAGG 
CAGGTTGGAAAGGGTGGAGTGGTG 

1 GCCCCTGGTGGTTGGAAAAGTGTTCT 
GAATCCAATAAAAGGAAAG CG GTG 

1 CAACAGTGGCAAGAGTAGCC AGC CC 
ATAGGACGGAATGAAAATCAAGGTG 

1 CATCCTTAGATGCCAGTGTTCACTTT 
GGGTATTTTCCTGCCTCCTCAfeTG 

1 ACCAACAGTACCGTTATTGCCACCAC 
AAGTAAACCAGTCC CTCACTTCTG 

1 AGGCTAAATCAGAGCTTTCCTCCCCA 
GATAAAGGAAATTTTCCCTCCCTG 

1 AACTTCCAGAGGCAGGAGATTAGACA 
G GGATGACAGTTAAG GGGTTACTG 

1 ACCTCTTCGTTGTATTTTACCTTTCAC - 
TTAC AAACAAG CTCATGCC ACTG 



GATCAAAACAAGGTCCTTGACTT*TTT 
GCAGGGGCAGCCTGGCAATCAATG 

CCTAAATGTTGTCCGTCAGAG ATGC A 
CAGATGTATATGGGTAAGGAAATG 

CCAACCATAGTCATGAAGCTG CTTCT 
GTTCCCAATGCAATCCCATTGTGG 

GCTTTTCAATGCTTCCGAAACTGAGT 
G CTAAC AGGG GCAATTAGTGCTGG 



576 



WO 02/057414 
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7735 db mining 

7736 db mining 

7737 db mining 

7738 db mining 

7739 db mining 

7740 db mining 

7741 db mining 

7742 db mining 

7743 db mining 

7744 db mining 

7745 db mining 

7746 db mining 

7747 db mining 

7748 db mining 

7749 db mining 

7750 db mining 

7751 db mining 

7752 db mining 

7753 db mining 

7754 db mining 

7755 db mining 

7756 db mining 

7757 db mining 

7758 db mining 

7759 db mining 

7760 db mining 



Hs.313173 AW293031 

Hs.320386 BF512295 

Hs.320429 BF512664 

Hs. 123352 AA811133 

Hs.320389 BF512323 

Hs.1 20563 AA741116 

Hs.320373 BF512098 

Hs.320490 BF513327 

Hs.313290 AW296074 

Hs.320390 BF512330 

Hs.297397 BF507606 

Hs.309256 AI373161 

Hs.343303 BF513322 

Hs.301870 BF507614 

HS.300479 AW452510 

Hs.320387 BF512301 

Hs.122854 AA292626 
Hs.300488 AW453029 

Hs.335081 AI380942 

Hs.313822 AW452916 

Hs.309486 AI523959 

Hs.303926 AI084223 

Hs.313170 AW292942 

Hs.313795 AW452553 

Hs.3 19883 BF507567 

Hs.320476 BF513187 

Hs.313828 AW453000 



Table 8 

6699667 UI-H-BW0-aiivg-10-0-UI.s1 cDNA, 3' 
end /clone=lMAGE:2729299 
/done_end=3' 
11597474 UI-H-BW1-amb-e-03-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:3069389 
/clone_end=3' 
1 1 597843 UI-H-BWl.amg.f-03-0-Ui.s1 cDNA, 3' 
end /cione=IMAGE:3069844 
/done^ends? 
2880744 oa98b1 0.s1 cDNA, 3* end 

/cione=lMAGE:1320283 /clone_end=3' 

11597502 UI-H.BWl-amb-g-O9-0-UI.s1 cDNA, 3' 
end /done=)MAGE:3069497 
/cione_end=3' 
2779708 nzO4f08.s1 cDNA, 3* end 

/c!one=IMAGE:1286823 /done_end=3* 

1 1 59731 0 UI-H-BWl-ami-f-12-0-Ul.s1 cDNA, 3* 
end /done=IMAGE:3070222 
/clone_end=3' 
11598506 UI-H-BWl-amk-a-07-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3069996 
/clone.endsy 
6702710 Ui-H-BWO-aiu-Mtf-O-UUI cDNA, 3' 
end /done=JMAGE:2730852 
/c!one_end=3 l 
11597509 UI-H-BWl-amb-h-05-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:3069537 
/clone_end=3' 
1 1 590904 UI-H-BW1 -ana-e-02-0-Ul.s2 cDNA, 3' 
end /done=IMAGE:3071714 
/clone_end=3' 
4153027 qz1 3a01.x1 cDNA, 3' end 

/cJone=IMAG&2021352 /clone_end=3* 

1 1 598501 UI-H-BW1-amk-a-02-0-UJ.s1 cDNA, 3' 
end/done=IMAGE:3069986 
/c!one_end-3* 
1 1 59091 2 Ui-H-BWl-ana-f-03-0-UJ.s2 cDNA, 3* 
end /clone=JMAGE:3071764 
/clone_end=3 l 
6993286 UI-H-BWl-ame-a-12-0-Ul.s1 cDNA, 3' 
end /clone=)MAGE:3069598 
/done_end=3' 
11597480 UI-H-BW1-amb-e-O9-0.UI.s1 cDNA, 3' 
end /done=IMAGE:3069401 
/clone_end=3" 
1940611 zs57h08.r1cDNA,5'end 

/cione=!MAGE:701631 /cione_end=5* 
6993805 Ui-H.BWl-ama-c-10-0-Ut.s1 cDNA, 3' 
end /done=IMAGE:3069306 
/clone_end=3" 
4190807 tg18c08.x1 cONA, 3' end 

/done=!MAGE:2109l34 /done_end=3' 

6993692 UI-H-BW1-amd.b-02-0-UI.s1 cDNA, 3» 
end /cione=IMAGE:3069267 
/done_end=3' 
4438094 tg98f09.x1 cDNA, 3' end 

/clone=lMAGE:2116841 /done_end=3' 

3422646 oy72g05.x1 cDNA, 3* end 

/done=IMAGE:1671416 /done_end=3' 

6699578 UI-H-BWO-aig-f-11-O-UI.Sl cDNA, 3' 
end /clone=IMAGE:2729252 
/done_end=3 l 
6993329 UI-H-BWl-ame-e-11-0-Ul.s1 cDNA, 3' 
end /cfone=JMAGE:3069788 
/done_end=3' 
11590865 UI-H-BWl-amr-h-08-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:3071079 
/done_end=3' 
11598366 UI-H-BWl-amj-e-02.0-UI.s1 cDNA 3' 
end /clone=IMAGE:30701 55 
/done_end=3' 
6993776 UI-H-BWl.ama-a-05-0-Uf.s1 cDNA, 3' 
end /done=IMAGE:3069200 
/done_end=3' 
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AGTTCTTGTAACAGTTAAAACTTTCTT 
GCCAGCTCTCAGGTTATCACTGG 

GTGTGTAAATGAGTGTCAGATCTTTT 
CTTGAAAACAGGTTTGGATTGGGG 

AGGGTCCACAAGGAGAATATTTTCTT 
AAAGTAACTCCCTGATTTGCGGGG 

GCTCCCCTATGCCTGTGTAG CAG AAT 
CTAAAAG ATAATCATGTGAACG GG 

TTGTCTTGTTTCTTTTATCTCCCCTAT 
GTTTC ATCTTAGTG CAGGCAGGG 

A C AG TTG C CTTTGAGATTC CTG TATTT 
CTGCATGAATAAATCCATAAGGG 

GTCCTTG G AAGGTAACACTTGTGATT 
GGAACCACTCTTCAAGCTGAACGG 

ATTCATTC ATTC ATTC AAC AAG C A CTT 
AAAAACAATGCCTGTGTGCCAGG 

CACACCCAGCCCCATTCACAAAGGAC 
TATAAAATCTACACCCCAGTCACG 

GGCATAGTAGTGCTAAACAGAGGTG 
GAAGTAGTGAAGGGAGTTTTGAACG 

CTAGTCCTGCCCCCACCTCCCCAAGT 
ATTACCCCTCCTAAGTCCTGCTAG 

AGATAAGCAGGATAAACAAGACAGGT 
TGGATTGTGATCAGCTCTATG GAG 

GATGGCTAGGACAAGATGATTTACAA 
GAGCGTGGCGGGAGGGACGGCGAG 

CCGTGTCTGGATTGTGTGTCTTACTT 
CTAAAGGTGCACATACTTCATAAG 

GTATCTCTGCACCTCACTACTACCCT 
TCACTCCTTGGAGACCTGGGCAAG 

AACACACCACCAAACATTCTTCCCAT 
CCTTCTTCACCAACCAGCTACAAG 

ACAATTGGAGTTGGGGCTGTCACCAC 
CTGAAGTGTGTCAACCACAGAAAG 
TTAGGGCAAAAGTCCTAGTGGCGGC 
AG CTTTCTTGTCTAGACCCTGGTTC 

AGTGATGCTTGC CTTTTCGCTTTCCT 
AAAGATGTCATTTGAAAACAAGTC 

CCCAGCTTCATTAATGTGAATGGTGG 
CAGACACCTCTAGCTATAGAGCTC 

GAG CCAAGATTG GGCC ACTGCACTC 
CAGCCTGGGTGACAGAGTGAGACTC 

GAGCCGAGATTGCATCACTGCACTCC 
AGCCTGGTCAACAGAGCGAGACTC 

TTCAGTCATGCAGCAACATCCGCTTA 
ATGCCTCCTAAGTGCAGAACACTC 

GGTCCTCTTCTCTCTACTCTCCCTAG 
TAACTAACCACCAAAGCCTAAATC 

TTGmGmGTTTATTTATTTATTTTG 
AGGCAGCGTCTTGCTCTGTTGC 

TGCCATCTTTACATCTAATCAAGAGG 
TAGAGCTTCCCCTGGTGTTCCTGC 

TGCTCTGCTCTTCCCAAATCAAGGAA 
TGTAGATCTTG CTAACAGAACTGC 
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7771 db mining 

7772 db mining 

7773 db mining 

7774 db mining 

7775 db mining 

7776 db mining 

7777 db mining 

7778 db mining 

7779 db mining 

7780 dbmining 

7781 db mining 

7782 db mining 

7783 db mining 

7784 db mining 

7785 db mining 

7786 db mining 

7787 db mining 



Hs.1 20251 AA7313B6 

Hs.313392 AW297908 

Hs.343320 BF512697 

Hs.304176 AI540162 

Hs.320425 BF512629 

Hs.313236 AW294711 

Hs.313379 AW297666 

Hs.123341 AA810927 

Hs.313208 AW293991 

Hs.123344 AA811024 

Hs.320450 BF512839 

Hs.313369 AW297549 

Hs.297527 BF515924 

Hs.297513 BF515498 

Hs.105218 AA488881 

Hs.309447 AI492062 

Hs.309483 A1523758 

Hs.343333 BF515310 

Hs.309687 AI401187 

Hs.314730 A1523958 

Hs.313337 AW297006 

Hs. 116455 AA649141 

Hs.123313 AA810089 

Hs.319868 BF507353 

Hs.123342 AA811005 

Hs.313288 AW296061 

Hs.308998 AI356553 



Table 8 

2753542 nz86f07.s1 cONA, 3' end 

/done=IMAGE:1 302373 /done_end=3* 

6704544 UI-H-BW0-ajn-a-04-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:2732071 
/done_end=3' 
11597876 UI-H-BWl-amm-a.02-0-UI.s1 cDNA, 3' 
end /done=IMAGE:3070346 
/done_end=3' 
4457555 td10f04.x1 cDNA, 3* end 

/done=IMAGE:2075263 /clone_end=3' 

1 1 597808 UI-H-BW1 .amg.c-03-0.UI.s1 cDNA, 3* 

end /clone=IMAGE:3069700 

/done_end=3' 
6701347 UI-H-BWO-ainvb-12-0-Ul.s1 cDNA, 3' 

end /cione=IMAGE:2729806 

/done__end=3' 
6704302 UI-H-BW0-ajh-c-02-0-Ul.s1 cDNA, 3' 

end /cione=IMAGE:2731755 

/clone end=3' 
2880538 oa77d07.s1 cDNA, 3' end 

/done*IMAGE:1318285 fclone_end=3' 

6700627 UI-H.BW0-aik-h-08-0-UI.s1 cDNA, 3' 
end /done=IMAGE:2729726 
/done end=3' 

2880635 oa82g05.s1 cDNA, 3' end 

/don e= IMAGE: 1 31 8808 /ctone_end=3' 

1 1 59801 8 UI-H-BWl-amu-e-10-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:3071322 

/done end=3* 
6704185 UI-H-BW0-aja-g-08-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:2731214 

/done_end=3' 
11601103 UI-H-BW1-aoa-e-01-0-Ul.s1 cDNA, 3* 

end /done=IMAGE:3084001 

/clone_end=3' 
11600677 UI-H-BWl-ann-g-04-0-Ul.s1cDNA,3' 

end /done=IMAGE:3082950 

/clone_end=3' 
2218483 aa55f06.s1 cDNA,3'end 

/clone=IMAGE:624867 /clone_end=3' 
4393065 tg12a1 1.x1 cDNA, 3' end 

/done=IMAGE:21 08540 /done_end=3' 

4437893 tg94e1 0.x1 cDNA, 3' end 

/clone=IMAGE:21 16458 /done_end=3' 

11600412 UI-H-BW1-ank-g-09-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3082577 
/clone_end=3' 
4244274 tg26h1 0.x1 cDNA, 3* end 

/done=IMAGE:2l 09955 /done_end-3' 

4438093 Ig98f08.x1 cDNA, 3 1 end 

/done=IMAGE:21 16839 /done_end=3' 

6703642 UI-H-BWMf-c-09.0-UI.s1 cDNA, 3' 
end /clone=IMAGE:2731409 
/done__end=3' 

2575570 ns32g12.s1 cDNA, 3' end 

/done=IMAGE:1 185382 /clone_end=3' 

2879495 od1 2f1 2.s1 cDNA, 3' end 

/clone= IMAGE: 1 367759 /done_end=3' 

1 1 590660 UI-H-BWl-amx-c-04-0-Ul.s1 cDNA, 3* 
end /c!one=IMAGE:3071239 
/clone_end=3' 
288061 6 oa73g1 1 .s1 cDNA, 3' end 

/clone=iMAGE:13i7956 /done^end=3' 

6702697 UI-H-BWO-aiu-g«06-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2730802 
/clone_end=3* 

4108174 qz27h12.x1 cDNA, 3' end 

/clone=IMAGE:2028167/done end=3' 
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1 TGGCACCAACTTACACTTCCAGAAGA 
GAGTGGTTCAGGAAATTACTATGC 

1 AACTTTGGGAAGTGAGACTCTGTC7T 
GGGTTTTTGATAATAAATGTGGGC 

1 CCGAGAAAGTACGGCTGGAGCGGAC 
TGG G G AG AC GG AAATATTG AGTCGC 

1 CGAAGAAAGAATTGGATGCAGAATTG 
TTG CCTAACCTGGGTGAC AAG AGC 

1 AGTGCCTGTG ATTCC ACCC CCTTACC 
TCCCACTCAAGTGACAATGTAAGC 

1 AGAAAGTTAGGAGTCGGCAACCTTAA 
GGAGGAGTTTCCTATCATCTCTCC 

1 TGTCACAAAGATGAAGCAAGGTGGCT 
CAGGGAACGTGCTCAGAAACCTCC 

1 GCAAAGTGAAAGTTTTCCCTTTGGCC 
CTAAAATATGAAAGCAAAG C ATC C 

1 CCCTGTCCATCTTTTCCTGTTCCTATC 
CAGCCTTCCCTCTCCmTTGCC 

1 CCACGGAGGGCTCCCCATCTAAAGG 
GAGTTTAATAAACAAAGGAATGGCC 

1 CAATTGGTACATTCTCGGCAAACCCT 
TGCCCACAATTTCCTCAGGAAGCC 

1 AGGGTGTCCCTGTGATTTTTAAATTC 
ACTATCTAGCTGTCCCTATCCCCC 

1 CTTATATTATGTTTTCTCTGTGACAAG 
CACCTCACCTCCCAACCCACCCC 

1 GAGAATTCAAATTAAATG CAGAGTCC 
TAGGCCCACCCTGGCATACCACCC 

1 ACAACCAATGCCTCACACTTAAGCTC 
CTAGAAGTCACTAGGGACCAGACC 

1 GCC CTC ACC AGAATTC AATC ATGCTG 
GCACCTTATCTTGGACTTTCAACC 

1 AGG GTAAGAGTTCCAG ACCTGACTG 
GACAATAAAGTGAGACTGTCTCTAC 

1 CTCCGTCTGCCGCCTCCGTAGCCAC 
AGCGACTTTGGAAGTGATATTTGAC 

1 CCCTGGAGAAGGAGGGTGATTTATTT 
TCAACTTTCTG ATTTACCAC CGAC 

1 GATTGTTTGAGCCTGGGAGTTCCACA 
CCAGCCTG GGCTACATAGGGAGAC 

1 CTG CTCTAGACTGAGC ACAG CCACTG 
ACAGGTGACCTTCAGAATCCTCAC 

1 ACC CCTGCTTTACTGTGACAGACATA 
TAGTTTGTCATAC ATAAAAC CCAC 

1 AC CTAAC AG AAATTTG GATTC G G GTT 
GTCTAAATACACCCTGGTGGGTTA 

1 G CCTTTCCCAC CAACAG7TT ATGTGA 
TTCCCTGCCCTACCCTTACCATTA 

1 TCCCATTGCATGTCCCGTATATTGAA • 
AG CTGC CTCTACTTCTCTCTGGTA 

1 G GC AGGG GATGAACCAGATAATTTCC 
AGCCCTTCTTGGTAGCTCTTCGTA 

1 GCTTAGGAGTTTGGGACCAGCCTGG 
GTAACATAGTG AAAC CCTGTCTCTA 
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7788 db mining 

7789 db mining 

7790 db mining 

7791 db mining 

7792 db mining 

7793 db mining 

7794 db mining 

7795 db mining 

7796 db mining 

7797 db mining 

7798 db mining 

7799 db mining 

7800 db mining 

7801 db mining 

7802 db mining 

7803 db mining 

7804 db mining 

7805 db mining 

7806 db mining 

7807 db mining 

7808 db mining 

7809 db mining 

7810 db mining 

7811 db mining 

7812 db mining 

7813 db mining 

7814 db mining 

7815 db mining 



Hs.313328 AW296796 

HS.320462 BF512986 

Hs.297514 BF516300 

HS. 124358 AA830650 

Hs.313345 AW297163 

Hs.320484 BF513246 



Hs.105130 
Hs.104176 
Hs.121118 

Hs.313313 

Hs.335116 

Hs.309130 

HS.297504 

Hs.297473 

Hs.313168 

Hs.319885 

HS.320411 



AA482030 
AA214530 
AA721101 

AW296455 

AI524072 

AI382229 

BF514819 

BF513074 

AW292924 

BF507583 

BF512514 



Hs.1 16501 AA651832 
Hs.320438 BF512719 
Hs.319888 BF507612 



Hs.250726 
Hs.1 20738 
Hs.320404 
Hs.319880 
Hs.320371 
Hs.307837 
Hs.124383 
Hs.1 23304 



AW298545 

AA749236 

BF512350 

BF507510 

BF512091 

AI052783 

AA831706 

AA809672 



Table 8 

6703432 UI-H-BWO-ajb-e-06-0-Ul.s1 CDNA, 3" 

end /clone=IMAGE:2731 1 1 5 

/clone_end=3* 
1 1598165 UI-H-BWl-amh-c-06-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:3069707 

/done_end=3' 
11601479 UI-H-BWl-anz«e-06-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3084010 

2903749 oc52g02.s1 cDNA, 3* end 

/cione=IMAGE:l353362 /done_end=3' 

6703789 UMH-BW0-ajd-a-O4-O-Ul.s1 cDNA, 3' 

end /clone=!MAGE:2731 279 

/done_end=3' 
1 1598425 Ui-H-BWl-amo-b-06-0-Ul.s1 cDNA, 3* 

end /done=lMAGE:3070426 

/done_end=3' 
2209708 zu98g04.s1 cDNA, 3' end 

/cione=IMAGE:746070 /done_end=3' 
1813155 zr92a06.s1 cDNA, 3' end 

/done=IMAGE:683122 /clone_end=3 l 
2737236 nz67a01.s1 cDNA, 3' end 

/done-IMAGE: 1300488 /done_end=3' 

6703091 UI-H-BW0-aiq-c-05-O-ULs1 cDNA, 3' 
end /clone=IMAGE:2730224 
/done_end=3' 

4438207 th01 d07 j(1 cDNA, 3' end 

/done=IMAGE:2117005 /done_end=3* 

41 9501 0 td04d04.x1 cDNA, 3' end 

/done=IMAGE:2074663 /done_end=3' 

11599998 UI-H-BVV1-anj-b-10-0-Ul.s1 cDNA, 3' 

end /c!one=IMAGE:3082338 

/done_end=3' 
1 1 598253 UI-H-BWl-amn.c-03-0-UI.s1 cDNA, 3' 

end /done=iMAGE:3070445 

/done_end=3' 
6699560 UI-H-BW0-aig-d-05-O-Ul.s1 cDNA, 3* 

end /clone=IMAGE:2729144 

/done_end=3* 
11590881 UI-H-BW1-ana-b-03-0-Ul.s2 cDNA, 3' 

end /done=lMAGE:3071572 

/done__end=3' 
11597693 Ui-H-BWl-amc-h-10-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3069570 

/clone_end=3' 
2583484 ns40b05.s1 cDNA, 3* end 

/done=IMAGE;1 1 86065 /clone_end=3' 

1 1 597898 UI-H-BW1 -amm-c-01 -0-Ul.s1 cDNA, 3' 
end /done=)MAGE:3070440 
/done_end=3* 

1 1 590910 UI-H-BW1-ana-e-12-0-Ul.s2 cDNA, 3' 
end /done=IMAGE:307l734 

6705181 UI-H-BW0-ajm-g-0i-0~Ul.s1 cDNA, 3' 
end /done=IMAGE:2732352 
/cione_end=3' 

2789194 nx99c09.s1 cDNA, 3" end 

/done=IMAGE; 1 270384 /done_end=3' 

11597616 UI-H-BW1-amc-b-01-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:3069264 

/clone_end=3* 
1 1 590808 UI-H-BW1 -amr-c-04-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:3070831 

/done_end=3* 
1 1 597303 UI-H-BWl-ami-f-05-0-Ul.s1 cDNA, 3' 

end /clone=IIV!AGE:3070208 

/done_end=3' 
3308774 oy78h09.x1 cDNA, 3' end 

fclone=lMAGE:1672001 /clone_end=3' 

2904805 oc85b04.s1 cDNA, 3' end 

/done=IMAGE: 1356463 /done_end=3' 

2879078 nz99b08.s1 cDNA, y end 

/done=lMAGE:1 303575 /clone_end=3' 
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TTGCAGCTATTTTCAAGTTGTAAGAAA 
TGAACTTGCAACACATAGGGCTA 

TCTCTTG CCACAGGG ATTTCCTCCAA 
GCTGGAATCACCATTTCCTTCCTA 

CCCACCCACCAGTAGGTTGTGATTCA 
ACTGAACCATTTCAGGAGCACCTA 

GAACCCAGCTAAGCCACACCCAGATT 
CTGACCCAGGGATACTCTGAAATA 

GTGTGTGCTGGCGTG CCTTATAGGT 
GTGCGTGTTTCCCTGTCAGTTTTGA 

AGGAAAACTCAGAAATAATTTCTGCC 
CCCTGGATTCTCTAAGATTTGTGA 

GTGGAAAGAATC CTACAACG AACACT 
ATTAAAGTCTGCACCTAGATCTGA 
GGCCTAGGTTC CAGCATTC AGTCATC 
AAGTCTTGTTACAGAAATAAATGA 
CCCCATTTGGAGTCTAGTCAAAACAG 
CAGCTTCTTTGAGTTACC ATTG GA 

AAG GCTTGTAACTGTAGGCCCTTGTA 
CTACACTGTGCTATACCTGGTAGA 

C ACTTTGGGAGGCAGAG GTG AGCAG 
ATCACTTGAGGCCAGGAGTTTGAGA 

GGATCACTTGAAGCCAGCAGTTTGAG 
ACCAGCCTGGGCAATAAAATGAGA 

TC AGTTGTGATG GG ATTTCTTGATGG 
ATGAGATGTGTCGTGTGACAGAGA 

CCTCCTAGAACTGGAACCAAGACTGC 
TCCATCAGAGTTAAAGGTGTAAGA 

GCTCACCCTTGCACCTCCTTCCCAAA 
TCTGCTGTCACATTTTCTCAAAGA 

TTCCTGTCTCCATGTTGTGGTCAAGA 
TTGCCATTTGCTTCCTGAGTTTCA 

CTGGTTCTAGTGCAGTCTCCTCACTT 
TCCTGGTGTTTGGTTTATC7TTCA 

TGACATGATTACCTGACTGATGTTTC 
TCCTCCATTAGACTGAATGCTTCA 

TGG CAAAAAGC CTAACACTGACTCAT 
CCCATTCTATCAGCACAAACTTCA 

GTTTACAAGGGATACTAGTTCCTGGA 
G GGACGAAGGAGGCTCTGTTTGCA 

TCCTCAACTCGGAGATTCCTGTATGG 
AGAGAATCAATTTCTATATTTGCA 

ACATTTCTTAGGTGTGTAGTGGTGAA 
G GAAAATAGTG GAAG ATGTCTG C A 

TCAGGAGGCTTGAAAAGACTCAAGGT 
TTCTACACTATGG GAAATAAGGCA 

GTTTTCACTTGTGATACTAACTATTGT 
TTTTCTCCCCCATGCCAAGAGCA 

AGCC AAGGGAGCATATTATTCTCTTA 
TTTTAAACCTCTCCGTAGGCAGCA 

AGAAGGACCCCTGGTTGAGAACCAC 
GGTTGTATAGAAAGGAATTGAAGCA 

TTGACTGCCATAGCCAAGAGTTAATA 
TAGTTGCGTTTTCTTAAGGAAGCA 

CTTACTGTGCTTTTAGGTTTTGTTGCT 
TTCTGTCTGTATG CTATGTTCC A 
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7816 db mining 

7817 db mining 

7818 db mining 

7819 db mining 

7820 db mining 

7821 db mining 

7822 db mining 

7823 db mining 

7824 db mining 

7825 db mining 

7826 db mining 

7827 db mining 

7828 db mining 

7829 db mining 

7830 db mining 

7831 db mining 

7832 db mining 

7833 db mining 

7834 db mining 

7835 db mining 

7836 db mining 

7837 db mining 

7838 db mining 

7839 db mining 

7840 db mining 

7841 db mining 

7842 db mining 

7843 db mining 



Hs.123368 AA811539 



Hs.313176 AW293164 



Table 8 

2881150 ob45d08.s1 cDNA, 3' end 

/clone=IMAGE:1334319 /clone end=3' 



6699800 Ul-H-BW0-aii-c-01-0-Ul.s1 cDNA, 3* 
end /cione=!MAGE:2729448 
/c!one_e^d=3 , 
6699612 UI-H-BWO-aih-b-08-0-Ut.s1 cDNA, 3' 
end /clone=IMAGE:2729055 
/clone_end=3' 

Hs.343308 BF508886 11592184 U)-H-B)4-aos-a-03-0-UI.S1 cDNA, 3' 

end /clone=IMAGE:3085732 
/done_end=3' 
11598283 UI-H-BW1-amn-e-10-0-U!.s1 cDNA, 3* 
end /clone=IMAGE:3070555 
/clone end=3' 
2782727 ny21c06.s1 cDNA, 3' end 

/clone=IMAGE:1 272394 /clone end=3' 



Hs.313171 AW292976 



Hs.320468 BF513104 



Hs.1 20585 AA743221 
Hs.297468 BF513126 



Hs.313205 AW293932 

HS.343329 BF515646 

Hs.319906 BF507755 

HS.320465 BF513053 

Hs.320430 BF512667 

Hs.120718 AA748539 

Hs.320472 BF513154 

Hs.319899 BF507695 

Hs.124932 AA825273 

Hs.313354 AW297308 



Hs.127178 AA938725 
Hs.320445 BF512786 11597965 
Hs.319902 BF507708 11591006 



Hs.104348 AA251338 

Hs.320442 BF512761 

Hs.320470 BF513152 

Hs.300359 BF516423 

Hs. 3091 52 AI392970 

Hs.122448 AA761767 

Hs.319874 BF507452 

Hs.104177 AA214542 



11598305 UI-H-BW1-amn-g-09-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3070649 

/clone end=3' 
6700568 UI-H-BW0-aik-b-02-0-Ul.s1 cDNA, 3* 

end /cione=iMAGE:2729426 

/clone_end=3* 
11600825 UI-H-BW1-anu-d-06-0-Ul.s1 cDNA, 3* 

end /clone=lMAGE:3083555 

/clone_end=3' 
11591053 UI-H-BW1-anc-g-07-0-UU2 cDNA, 3' 

end /cfone=lMAGE:30721 80 

/clone_end=3' 
11598232 UI-H-BW1-amn-a-06-0-Ul.s1 cDNA, 3* 

end /clone=IMAGE:3070355 

/clone end=3* 
11597846 UI-H-BWl-amg-f-06-0-Ul.s1 cDNA, 3' 

end /done=IMAGE: 3069 850 

/clone_end=3* 
2788497 ny05h12.s1 cDNA, 3* end 

/c!one=IMAGE:1270919 /clone_end=3' 

1 1598333 UI-H-BW1.amj-b-02-0-Ui.s1 cDNA, 3* 

end /cione=IMAGE:3O7001 1 

/clone_end=3' 
11590993 UI-H-BWl-anb-h-05-0-Ul.s2 cDNA, 3' 

end /ctone=lMAGE:3071865 

/clone__end=3' 
2898575 oc67a02.s1 cDNA, 3' end 

/clone=IMAGE: 1354730 /clone_end=3' 

6703944 Ul-H-BWO-aji-h-03-0-Ul.s1 cDNA, 3 1 
end/clone=lMAGE:2732020 ■ 
/clone^end^S 1 
3096753 ocl0g07.s1 cDNA, 3* end 

/clone=IMAGE:1340508 /done_end=3 t 



Uf-H-BW1-amm-h-12-0-ULs1 cDNA, 3' 
end /ctone=IMAGE:3070702 
/clone_end=3' 

UkH-BW1-anc-b-02-0-Ul.s2cDNA, 3* 
end /clone=IMAGE:307l 930 
/clone_end=3' 
1 886301 zs08a06.s1 cDNA, 3' end 

/clone=IMAGE:684562 /clone end=3* 
11597940 UI-H-BW1-amm-f-08-0-Ul.srcDNA, 3' 
end /done=lMAGE:3070598 
/clone end=3' 
1 1598331 Ul.H-BW1-amj-a-12-0-UI.s1 cDNA, 3' 
end /clone=lMAGE:3069983 
/clone_end=3' 
11601602 UI-H-BWl-aob-h-05-0-ULs1 cDNA, 3* 
end /done=lMAGE:308451 2 
/clone_end=3' 
4222517 tg22d05.x1 cDNA, 3' end 

/c!one=IMAGE:2109513/done_end=3' 

2810697 nz31e08.s1 cDNA, 3' end 

/clone=lMAGE:1 289414 /clone_end=3' 

1 1590750 UI-H-BW1-amz-e-06-0-Ul.s2 cDNA, 3' 
end /done=lMAGE:3071699 
/clone_end=3* 
1 81 31 67 zr92b09.s1 cDNA, 3* end 

/clone=IMAGE:683i29 /clone__end=3* 
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TG CAGTTAGGAGTGTGG ACACTCTG C 
CCATCTCCATTGAATTAAATTC C A 

ACTTGGGTTCTATCCCCACGATAACT 
TGTTATGTATATGCCAATATCCCA 

AGCTAGAAAATGTCCCTTTTTCTTCTT 
TGGAGGTCTTTAACCAAGGCCCA 

ATCACCAATCTTATTTAGCACTGTGG 
ATGCCGTTTTGCAAATGTCACCCA 

TG ACTTAAGGTTG GAATATCTCCTAC 
TACTC CCCTGTCCTCCTTGGACC A 

TGTGGTTTGCAATGGTTTACTGATGA 
GACAGCAAAAATGAGACAGGACCA 

TGGCGAG CC AGTCTCTG GATGGGAT 
TCTGATCAACAGAAGTTCTCATACA 

TGCCCATCCTTTGCTG 1 1 1 1 1 CTCTTT 
C AGTCATGG CCTATTTGGAGACA 

CTCAACCTTGGCCCTAAACTAACAGT 
GAC AGGGAGTTCCCCAG C CTCACA 

TGCTGACCGTTG ACAG AGAG CTTTTA 
CAGAAGTCTTAGGCAGTACACACA 

AGTGTGTGGC ACCC AG GGATCACTG 
TATGAGAATTTCCTGAACAACAACA 

GCTGTAAGTCCCTTCCTTACTCATCT 
TCCCTCTCAAATACAACAACAACA 

GCCAGTTGGCACCATTTATGAAACAC 
ACCACCTTGTAACC ACTG AATTAA 

TCAAC CTAGCACAGTGCCTGG CTGAT 
AGGTGTTGAATATTTCCACTCTAA 

GCAACCCTCTGCCCCTGCAAAGAGAT 
ATTGTGACAAAGATATTCACTGAA 

TAACATTCCTG GCACAGTCCCTGGCA 
TAGGGTAGATAATAAATGGTGGAA 

TCTCTAACCATCAAGGAAGGTCAAGG 
GCCATGTATCTCTTTTAGGGAGAA 

TTCCACAAACTCAGGTGTGCAAGAAA 
CAATGCATTACTTTATTTTCAGAA 

CAGGAGTTTGAGACCAGCCTGGGCA 
ACATAGTAAGTCTCCATCTCTTCAA 

TCCCTAGTCCTG GAGACTCGGGAACT 
AAAACAATCAATTCCCCTGAGCAA 

TCCTCTTCATTGGAGACCCCTCCCTG 
TCACAGCACAATGTGGGTAATAAA 
C AGAACAAG G CCCACAGTGTG AAAG 
GTGCTGCTGAACAAAGATAAATAAA 

G AGTC AG C AACACTG GTCCTCTTG CC 
TTGGTTGATGCTTTTGAACTGAAA 

TAAGG ATGTATCCCTATGG GCAGGAA 
ACCCAATTCTAAGAAACTTACAAA 

GCCACTGCACTCCAGCCTGGGCAAC 
AGAGCGAGACCTTGACTCTTTAAAA 

CACAACACCCAAAAGGCTGCATTGCA 
TAACATGTATTTGTTGAATGAAAA 

GGGGTCCTTG CTCAC AG AG CTC CC A 
AGATG GTG GTG GGCC ACTTCCAAAA 

TCCCTCTATAGGTAAAAGACCTGTTT 
GTCTGAAATGTGTGGAACCTGTCT 
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7844 db mining 

7845 db mining 

7846 db mining 

7847 db mining 

7848 db mining 

7849 db mining 

7850 db mining 

7851 db mining 

7852 db mining 

7853 db mining 

7854 db mining 

7855 db mining 

7856 db mining 

7857 db mining 

7858 db mining 

7859 db mining 

7860 db mining 

7861 db mining 

7862 db mining 

7863 db mining 

7864 db mining 

7865 db mining 

7866 db mining 

7867 db mining 

7868 db mining 

7869 db mining 

7870 db mining 

7871 db mining 



Hs.104182 AA521405 

Hs.255522 AW296182 

Hs.124926 AA765668 

Hs.320388 BF512314 

Hs.123161 AA807319 

Hs.120608 AA743877 

Hs. 120554 AA741010 

Hs.330148 BE676227 

Hs.120259 AA731522 



Hs.124333 

Hs.124281 

Hs.120716 

Hs.320428 

Hs.1 23593 

Hs.120214 

Hs.1 23365 

Hs.127156 

Hs.320486 

Hs.343330 

Hs.123584 

Hs.123376 

Hs.122860 

Hs.1 05268 
Hs.297465 

Hs.1 271 67 

Hs. 123361 

Hs.1 05282 
Hs.320385 



AA829233 

AA825840 

AA748500 

BF512663 

AA814828 

AA730985 

AA811469 

AA938155 

BF513276 

BF514718 

AA814349 

AA811751 

AA766374 

AA490812 
BF512677 

AA938326 

AA811359 

AA491247 
BF512292 



Table 8 

2261948 aa68c06.s1 cDNA, 3* end 

/clone=IMAGE:826090 /clone end=3' 

6702818 UI-H-Bl2-aia-c-01-0-Ul.s1 cDNA, 3* end 
/c!one=IMAGE:2728680/clone_end=3' 

2816906 oa04f02.s1 cDNA, 3' end 

/clone=IMAGE:1 303995 /done__end=3' 

11597493 UJ-H-BW1-amb-f-11-0.UI.s1 cDNA, 3' 
end /clone=IMAGE:3069453 
/clone_end=3* 
2876895 oc38b01.s1 cDNA, 3' end 

/done=lMAGE:1351945 /c(one_end=3' 

2783228 ny25b04.s1 cDNA, 3' end 

fclone=IMAGE:1 272751 /clone_end=3* 

2779602 ny99a10.s1 cDNA, 3' end 

/done=lMAGE:1 266394 /clone_end=3' 

1 0036768 xm80f05.x1 cDNA, 3' end 

/c!one=IMAGE:2690529 /done_end=3' 

2753678 nw59h09.s1 cDNA, 3' end 

/done=IMAGE:1 250945 /done_end=3' 

2902332 od05a10.s1 cDNA, 3' end 

/cione= IMAGE: 1 358298 /done_end=3* 

2899152 Od59d02.s1 cDNA, 3' end ■ 

/done=IMAGE:1 372227 /done_end=3 f 

2788458 ny01h10.s1 cDNA, 3' end 

/done=IMAGE: 1270531 /clone_end=3' 

11597842 UI-H-BWl-amg-f-02-0-Ul.s1 cDNA, 3' 
end /ctone=IMAGE:3069842 
/c!one_end=3' 
2884424 ob73d07.s1 cDNA, 3* end 

/clone=IMAGE:1 337005 /done_end=3' 

2752189 nw67a04.s1 cDNA, 3' end 

/ctene=IMAGE: 1 251 630 /done_end=3' 

2881080 ob83d 1 .s1 cDNA, 3' end 

/clone=!MAGE:1 337972 /c!one_end=3' 

3096266 oc10a09.s1 cDNA, 3' end 

/done=lMAGE:1340440 /done_end=3' 

1 1 598455 U1-H-BW1 -amo-e-01 -O-UI.sl cDNA, 3' 

end /c!one=IMAGE:3070560 

/done_end=3' 
1 1599897 UI-H-BWl-ans-a-12-0-Ul.s1 cDNA, 3* 

end /clone=IMAGE:3083063 

/done_end=3' 
2883945 nz06h06.s1 CDNA, 3* end 

/done=iwlAGE:i287035/done_end=3' 

2881362 Ob80e12.s1 cDNA, 3* end 

/clone=IMAGE:1 33771 0 /done_end=3' 

2817612 oa36b03.s1 cONA, 3' end 

/c!one=IMAG£l 307021 /done_end=3 > 

2219985 aa49e05.s1 cDNA, 3' end 

/done=IMAGE:824288/done end=3' 
11597856 UI-H-BWl-amg-g.04-0-UI.s1 cDNA, 3' 
end /clone=IMAGE:3069894 
/done_end=3' 
3096437 oc1 1 C08.s1 cDNA, 3' end 

/c!one=IMAGE: 1340558 /done_end=3' 

2880970 ob82a07.s1 cDNA, 3' end 

/done=IMAGE:i337844 /done_end=3' 

2220420 aa49b01 .s1 cDNA, 3* end 

/done=lMAGE:824233 /done__end=3' 
11597471 UI-H-BW1-amb-d-i2-0-U».s1 cONA, 3' 
end /clone=IMAGE:3069359 
/done_end=3' 
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GCTGCCGTGTCTTTTG GC ATTTTCAG 
CATGACTATATGTTTTTGTAATGT 
CCGAAGGCCCGTGTGGCGCTTCTCC 
TATTCTGTAGAGTGGTAGTTTGTTT 

AAAGAGGTAAACGCAAGTTCTCTCTT 
GTAGGTCGGGCTACAGGTGACTTT 

TGGTTCTCAGCCTGGGTGAACAGAG 
AAG G GGTCTAATTTGGTCTTTTGTT 

TGTTCTTGG CACCCTG CACTGTC AGG 
CTATATCATTTCTGTTTGTTTCTT 

TCTCATTTTCTTTTCCTAGCTGTGATG 
CAAAGTGTCAGTG GTCCCATCTT 

TGTCCAACCTTCCTTTTGCTACAAAC 
AAAGAATGCCTAGGGATTCAACTT 

CAAGTGGCCTTG GTGTTTAAATCTTG 
CCCTAAATTGTAACTCACATGATT 

ACCAACCAGTGGTGTGCTGGAGCTG 
TCTCATACTATCTTGAGAGTCCATT 

AGCACTTGCTTTGTTCCAGACATTGT 
CCTTAGCTCCTTTCTTGTGTAATT 

TGCAGCAAAAATTGAATTTCATAGGC 
CATTCAGTGTTCTCTGCGATAATT 

CCAGGAATGGAAATACGCCAACCCA 
GGTTAGGCACCTCTATTGCAGAATT 

AGGAAATTGGTTGAAGTCG7TTTTCT 
CTTGTTAGTCTCATGTTAAGCTGT 

TCGCC7GGGGAGAATTTAAAATCTAA 
GTCGCTGGAAGTCCCTTTGTATGT 

ACCTGTAGGAAGGGTTTGTGAATATT 
CTGTTGCTCTGAATTATTAG CGGT 

TGAGAGGATCTTGAGACATTCTTGTG 
TTATTTGCCCTCTATGTTTTAGGT 

TCCCAAGCATGAG ACAAGTAC CAC CA 
GTGGTTCAGGAGATGATTTTAGGT 

ACAAGACAGCAGCCTTCCCGAAATGT 
CACTACTAAGAATTATTCAGAGGT 

GCTGCCCAAACTTCCATTTATTTACC 
CTCCAAACATCACTTCCTTCCTCT 

ACATTTGCCAATGCACTTGATGTAAA 
GTTGTTGAGGATGTTGACTCTCCT 

TCCCCCTTCCTAACACCAATTTGGGA 
ACATCACTACTTGTATATTATCCT 

TCAAGACCCTTAGAGTAAGTTAACTC 
CCAAGGAAATGTAGTTAGTTCCCT 

AACCC ACAATCCAACTCC CTTG ATG A 
GGATGATCATTAACAACAATCACT 
TTTGAAGC CTCTG GTACTTCCCCTTC 
CCAAACCCAGTCACAG G AAACACT 

TTGGAGGTTAACAGTATTCCTTTGAG 
TGGTGTGATTAAAGGTGCTTTTAT 

CCAACCTCCAGAACTGCCTATCTAAC 
TCATCTGTGGTGATGGAATGCTAT 

AGTGGCTCTCTGCTGTTAGCATGGTT 
ACTAATCTTTTG GTTACTTTTC AT 
TGACCTCAGTGTCTACTTCAGCAGAA 
CCTGTGGGTATATGCCTACCTCAT 
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7872 db mining 

7873 db mining 

7874 db mining 

7875 db mining 

7876 db mining 

7877 db mining 

7878 db mining 

7879 db mining 

7880 db mining 

7881 db mining 

7882 db mining 

7883 db mining 

7884 db mining 

7885 db mining 

7886 db mining 

7887 db mining 

7888 db mining 

7889 db mining 

7890 db mining 

7891 db mining 

7892 db mining 

7893 db mining 

7894 db mining 

7895 db mining 

7896 db mining 

7897 db mining 

7898 db mining 

7899 db mining 



Hs.1 05506 AA521196 

Hs.124928 AA765759 

Hs.320488 BF513286 

Hs.122891 AA767801 

Hs.1 16435 AA648285 

Hs.300303 AW292760 

Hs.123154 AA688058 

Hs.320489 BF51329B 

Hs. 124353 AA830448 

Hs.1 22824 AA765319 



Hs.309124 

Hs.120562 

Hs.105530 
Hs.123194 

Hs.122833 

Hs.313827 

Hs.1 22383 
Hs.120226 



AI380478 

AA741096 

AA521450 
AA805997 

AA765597 

AW452984 

AA789140 
AA731687 



Table 8 

2261739 aa74c04.s1 cDNA, 3' end 

/done=IMAGE:826662 /clone_end=3* 

2816997 oa07h05.s1 cDNA, 3' end 

/clone=!MAGE;1304313 /clone_end=3' 

11598465 UI-H-BW1-amo-e-11.0-UI.s1 cDNA, 3' 
end /done=IMAGE:3070580 
/clone__end=3' 
2818816 oa45h09.sl cDNA, 3* end 

/clone=lMAGE:1 307969 /clone_end=3' 

2574714 ns20d1 2.s1 cDNA, 3» end 

/clone=l^/IAGE:1184183/clone_end=3• 

6699396 UI-H-BW0-aij-c-03-0-UU1 cDNA, 3' 
end /done=IMAGE:2729453 
• /c!one_end=3' 

2674964 nv58c04.s1 cDNA, 3' end 

/clone=IMAGE:1233990 /done_end=3' 

1 1598475 UI-H-BW1-amo-f-1 1-0-UI.S1 cDNA, 3' 
end /cione=IMAGE:3070628 
/cione_end=3' 
2903547 oc51d05.s1 cDNA, 3* end 

/clone=IMAGE:1353225 /done_end=3* 

2816557 oa01f11.s1cDNA,3'end 

/done=IMAGE:1 303725 /done_end=3' 



Hs.124317 AA827178 

Hs.300373 AW297820 6704445 

Hs.320464 BF513050 

Hs.313366 AW297537 

Hs.320427 BF512648 

HS.252840 AW015143 

Hs.313161 AW292801 6699437 



Hs.1 20288 AA731998 
Hs.123168 AA804519 
Hs.1 24369 AA830835 



2901 175 ob53g04.s1 cONA, 3' end 

/done=IMAGE:1335126 /clone_end=3' 

UI-H-BWO-aiy-h-04-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731230 
/clone end=3' 
11598229 UI-H-BW1-amn-a-03-0-Ul.s1 cDNA, 3 1 
end /done=tMAGE:3070349 
/clone_end=3* 
6704173 UI-H-BWO-aja-f-05-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:2731 160 
/clone_end=3' 
11597827 Ul-H-BW1-amg-d-10-0-ULs1 cDNA, 3' 
end fcione=iMAGE:3069762 
/done_end=3' 
5863980 UI-H-BI0p-abb-e-07-0-Ul.s1 cDNA, 3* 
end /done=lMAGE:271 1 149 
/done_end=3' 

UI-H-BW0-aij-f-11-O-Ul.s1 cDNA, 3' 
end /done=!MAGE:2729613 
/done_end=3' 
4190331 tf95a09.x1 cDNA, 3' end 

/done=IMAGE21 07000 /done_end=3' 

2779688 ny99g07.s1 cDNA, 3* end 

/done=IMAGE:1286460 /done_end=3' 

2261993 aa69d11.s1 cDNA, 3* end 

/done=IMAGE:826197 /clone end=3' 

2874747 oc18g05.s1 cDNA, 3' end 

/done=iWIAGE:1341272 /done_end=3' 

2816835 oa08a10.s1 cDNA, 3' end 

/do ne=IMAG E: 1 3 04346 /done_end=3' 

6993760 Ui-H-BW1-amd-g-11-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3069525 

/clone_end=3' 
2849260 aa66g10.s1 cDNA, 3' end 

/clone=IMAGE: 825954 /clone end=3' 
2752576 nw58f05.s1 cDNA, 3' end 

/done=tMAGE:1250817 /done_end=3' 

2753949 nw61 b04.s1 cDNA. 3' end 

/done=lMAGE: 1 251 055 /clone_end=3' 

2873650 ns28a1 1 .s1 cDNA, 3' end 

/done=IMAGE:1 184924 /done_end=3' 

2903934 oc54b06.s1 cDNA, 3* end 

/done=IMAGE: 1353491 /done_end=3 l 
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1 AAGGAGAACTGTCAACTGAATCTCAA 
ATGCAGTCAAATGAAGAGAGGCAT 

1 TTCAAGTCATTATAGGTTTGGGCATA 
CAGGGTTAACCTTGTGATGTACAT 

1 AGCAGAACAACATGTGTTTGACACTT 
TTCCTTCTCTGTAATGAGGTACAT 

1 TGCCTGTGTGG GTCAAAGGAATCATC 
TATGCTAATGTATTTGAGCCAAAT 

1 ACC GAAAGCAG CATTTTCAATGTTTA 
ATTAAATCGATGCAGGAAATTGTG 

1 GTCCCTGGCCCTTCACTCTTCGTCCA 
GGCTCTCTG ACCTCTTTCC CTCTG 

1 TGTCCGCTGTTTTACCTCACTGCTCC 
TGTTTATGCC CTTAACTTCTG CTG 

1 GCACAAGACCTCACTTGGAACAAGTA 
CCAGGCAGAAGAGAGCATTACCTG 

1 TTTCATATCTTGGCAGTTGGATGC G G 
TAAGAGCCACAGAGAAACCACCTG 

1 AGGACCCTTTTCCC ATATTTCTGG CT 
ATATACAAGGATATCCAGACACTG 

1 ACCAGGCCTAGAATTTAGGTTCTAGG 
TGTAAACTATTGGCCTATCAGATG 

1 GTGCATTTTAGCAACAGACTTCCAGG 
TTTCCAGCGCGGGCCAGGAAGGGG 

1 CTGTCATGCACCACCTCATCCCCTCC 
TTCAGGGCCAGGGACAGTCCCTAG 

1 AGAGGAGGAGGGGGTAGMTGAATT 
TCATTTAAAGCTCAACCTAGTTCAG 

1 CAGTCTCCC AG CTTTCTTG GCCTCCT 
CTGCCAACTGGATGCAAG GCTCAG 

1 TG GAG AGAAGGTTCGGGAAGACG AG 
GGGGCTGGGAGGTTTGGAAAGACAG 

1 CTGAAATGGG GGAAGGTG GGTTATG 
ACAAAGTTCATGGAGAGGCCTGAAG 

1 TAAAGCGGTACGGGATTCCGCACCC 
TACTCCAGCAAGAAAGAGCCTGAAG 

1 AGCATTCATTCCTCCAAACACACTCC 
CAGGGTTAGGTCTCTTACCTCTGC 

1 GGTGTTGAATATTTATACGGATTGGC 
ATCATAAGATACCGCGATACCTGC 

1 ACCTTAGTCTAACTGCCTTCTGTAAA 
GTG GGTTGCTATAGTCTTTAAGCC 

1 TGAGGTTTGGATG GTGG CAGGTAAAA 
CAG AAAG GCAAG ATGTCATCTGAC 

1 TG G AGCTGCTACATAATTATTTC AGG 
TCTCAAAGCTTCCAAGAAGTGGAC 

1 AGACGGAACCTGAGATGTTGGATGTT 
GTTGATCTTAGCAAACAGACTTTA 

1 AGATCTGTAATCTTTGGC AAATG G AA 
CTCAC CTG CAACG ATACCTACTTA 

1 GAGGACTTCCATTCCCCATTTCCCGC 
ATACCTGCTGTTCTGTCTGAATTA 

1 AGCTCACACCTGTTCCTTCATGGGTC 
AGTTC CTTTC ATTTTC ACTTTTG A 

1 AGCTGCTGCTTCTCTTTCAGTTGCAA 
ATGCAAAC CTGTTATAATCTTTG A 
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7900 db mining 

7901 db mining 

7902 db mining 

7903 db mining 

7904 db mining 

7905 db mining 

7906 db mining 

7907 HUVECcDNA 

7908 HUVECcDNA 

7909 HUVECcDNA 

7910 HUVECcDNA 

7911 HUVECcDNA 

7912 HUVECcDNA 

7913 HUVECcDNA 

7914 HUVECcDNA 



Hs.122482 

Hs.313287 

Hs.120705 

Hs.320495 

Hs.121104 

Hs.1 24297 

Hs. 320372 

Hs.92381 

Hs.24950 

Hs.306193 

Hs. 15491 9 

Hs.1 53026 

Hs.24439 

Hs.155829 

Hs.93675 



7915 HUVECcDNA Hs.104305 AB023143 4589483 

7916 HUVECcDNA Hs.103329 AB023187 14133226 

7917 HUVECcDNA Hs.155182 AB028959 5689408 

7918 HUVECcDNA Hs.129218 AB028997 5689484 



Table 8 

AA767335 2818350 nz65h02.s1 cDNA, 3' end 

/clone=lMAGE:1 300371 /cione_end=3' 

AW296059 6702695 UI-H-BW0-alu-g-O3-0-Ul.s1 cDNA, 3* 
end/clone=IMAGE:2730796 
/clone__end=3' 

AA748015 2787973 nx87c05.s1 cDNA, 3' end 

/clone=IMAGE:1 269224 /done_end=3* 

BF513385 11598564 UI-H-BW1-amk-f-10-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:3070242 
/clone_end=3' 

AA721020 2737155 nx89f11.s1 cDNA, 3' end 

. /cione=IMAGE:1 269453 telone_end=3' 

AA827809 2900172 od08c04.s1 cDNA, 3' end 

/clone=IMAGE: 1367334 /clone_end=3' 

BF512096 11597308 UI-H-BWl-ami-f-10-0-ULs1 cDNA, 3' 
end /cione=IMAGE:3070218 
/clone_end=3* 

AB007956 3413930 mRNA, chromosome 1 specific 

transcript K1AA0487 /cds=UNKNOWN 

AB0081 09 255461 3 regulator of G-protein signalling 5 
(RGS5), mRNA /cds-(8 1,626) 

AB011087 3043553 hypothetical protein (LQFBS-1), mRNA 
/cds=(0,743) 

AB014525 3327083 mRNA for KIAA0625 protein, partial 

cds/cds=(0,2377) 
AB014540 3327093 mRNA for KIAA0640 protein, partial 

cds/cds=(0,1812) 
AB014546 3327105 ring finger protein (C3HC4 type) 8 

(RNF8), mRNA/cds=(112,1569) 
AB014576 33271 65 mRNA for KIAA0876 protein, partial 

cds/cds=(0,3789) 
AB02271 8 42041 89 decidual protein induced by 
progesterone (DEPP), mRNA 
/cds=(2l 8,856) 

death effector filament-forming Ced-4- 
like apoptosis protein (DEFCAP), 
transcript variant B, mRNA 
/cds=(522,4811) 

KIAA0970 protein (KIAA0970), mRNA 
/Cds=(334,2667) 

KIAA1036 protein (KIAA1036), mRNA 
/cds=(385,1482) 

DNA sequence from clone RP11- 
145E8 on chromosome 10. Contains 
the gene K1AA1074, the 3* end of the 
YME1L1 gene for YME1 (S.cerevisiae)- 
like 1, ESTs, STSs, GSSs and a CpG 
island /cds=(1 66,5298) 



702C HUVECcDNA 

7921 HUVECcDNA 

7922 HUVEC cDNA 

7923 HUVEC cDNA 

7924 HUVECcDNA 

7925 HUVECcDNA 

7926 HUVEC cDNA 

7927 HUVECcDNA 

7928 HUVECcDNA 



Ks.15165 
Hs.82113 
Hs.8180 
Hs.147916 

Hs.75056 

Hs.42915 

Hs.1 1538 

Hs.6895 

Hs.286027 



AB037755 
AB049113 
AF000652 
AF000982 

AF002163 

AF006082 

AF006084 

AF006086 

AF010313 



7919 HUVECcDNA Hs.8383 AB032255 6683499 



7243048 
10257384 
2795862 
2580549 

2290769 

2282029 

2282033 

2282037 

6468761 



bromodomain adjacent to zinc finger 
domain, 2B (BAZ2B), mRNA 
/cds=(366,6284) 

novel retinal pigment epithelial gene 
(NORPEG), mRNA /cds=(1 1 1 ,3053) 

dUTP pyrophosphatase (OUT), mRNA 
/cds=(29,523) 

syndecan binding protein (syntenin) 
(SDCBP), mRNA/cds=(148,1044) 

DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 3 (DDX3), transcript variant 
2, mRNA/cds=(856,2844) 

adaptor-related protein complex 3, 
delta 1 subunit (AP3D1), mRNA 
/cds={209,3547) 

ARP2 (actin-related protein 2, yeast) 
homolog (ACTR2), mRNA 
/cds=(74,1258) 

actin related protein 2/3 complex, 
subunit 1A (41 kD) (ARPC1B), mRNA 
/cds=(80,1198) 

actin related protein 2/3 complex, 
subunit 3 (21 kD) (ARPC3), mRNA 
/cds=(25,561) 

etoposide-induced mRNA (PIG8), 
mRNA /cds=(72, 1151) 
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TCAATATCTGTGTGTCTTTTCATGAGT 
GGCTGTTACTTGTGAAGAATTGA 

TGAGTGGACTGAGGAATGAATAGAAA 
ACGTGGATATATGTAGAAAGCTGA 

ACCAGCCCCTGGGAATGTTATGAGCA 
AATGATACTCCATGAGTAAAATGA 

TCGTGTGAGTGTGAGAGACATGTTCA 
TTGTGAAAAGATACTCCTAGTGGA 

TTTGTCAAATGCCTGTTCACCATCTG 
TGGAAGTCATTATATGATTCAGGA 

ACACTTTTCTTCTAAGGAGAGCTTTCT 
TAGGCATTTCAAAGAACTTTCGA 

ACCAAATGAGTACCATCTGTTGAACA 
CAGGGTGGCGATCCAAGTGTTTCA 

ACCTGACTTCCAC GATAAAATGGAGA 
TGAGTG CAGG GGTG AGTGTATAGT 

TGCAGA7TTATACTCCTGACGTGTCT 

C ATTCACAGCTAAATAATAGG CCA 

ACCCTCGCCCTTTCCCTCCGGTTCAG 

TACCTATrGTTTCTCCTTTCAAAT 

AAGAGGAAATGGCAGAATTAAAAGCA 

GAAA CAAGAAG ATG G ACATG GATT 

AAG AGTG TTTGAGTGCTTGTCATCAG 

GTGTTTTCCTTAATAAGTAG GGAT 

CTGCTGTC C ACTTTCCTTCAGGCTCT 

GTGAATACTTCAACCTGCTGTGAT 

TTCCTTGGATTCATTTCACTTGGCTA 

G AAATTAC ACTGTGCTCAATGC CT 

AGGTCTCTGCCACCTCCTTCTCTGTG 

AGCTGTCAGTCTAGGTTATTCTCT 

GAATAG GAGGG ACATGGAACCATTTG 
CCTCTGGCTGTGTCACAGGGTGAG 



CCTGTTTAAGAAAGTGAAATGTTATG 
GTCTCCCCTCTTCCAATG AG CTTA 
TTTCACTTTCACACTTCATCTCATTCC 
TGTTGTCACTTTCCCCGAAACGA 
TCTGG ATCAATAGCTTCCCCTCTAG G 
GTCTACTGATGAGTCAAATCTAAA 



TTTATCTACTGTGTGTTGTGGTGGCC 
TGTTGGAGGCAAATAGATCAGATT 

GACATTTTTGTAGGATGCCTGACGAG 

GTGTAGCCTTTTATCTTGTTTCCG 

CCCAGT TTGTG GAAGCACAGGCAAG 

AGTGT TCTTTT CTGGTGATTCTCCA 

TGTTCCTTTTCCTGACTCCTCCTTGC 

AAACAAAATGATAGTTGACACTTT 

GTGACTTGT ACAT TCAGCAATAGCAT 

TTGAGCAAGTTTTATCAGCAAGCA 

TTGCTATCGACATTCCCGTATAAAGA 
GAGAGACATATCACGCTGCTGTCA 

CCTGCCAGTGTCAGAAAATCCTATTT 
ATGAATCCTGTCG GTATTCCTTGG 

AGGGAGGGGACAGATGGGGAGCTTT 
TCTTACCTATTCAAGGAATACGTGC 

TCAAGAATTTGGGTGGGAGAAAAGAA 
AGTG G GTTATC AAG GGTG ATTTGA 

TGTGATTAGGTTGTTTTCCTGTCATTT 
TTGAGAGACTAAAATTGTGGGGG 
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7929 


HUVEC CDNA 


Hs.79150 


AF026291 


2559007. 


7930 


MUVbL CUNA 


ns.ol4oZ 


Ar030boo 




7931 


HUVEC cDNA 


Hs.1 39851 


AF035752 


2665791 


7932 


HUVbC CDNA 


HS. 194709 


AF037354 


14030860 


7933 


HUVEC cDNA 


Hs.79516 


AF039656 


2773159 


7934 


HUVEC cONA 


Hs.29417 


AF039942 


4730928 


7935 


HUVEC cDNA 


Hs. 26232 


AF044414 


61 36293 


7936 


HUVEC cDNA 


Hs.3776 


AF062072 


3668065 


7937 


HUVEC cDNA 


Hs.74034 


AF070648 


3283922 


7938 


HUVEC cDNA 


Hs.274230 


AF074331 


5052074 


7939 


HUVEC cDNA 


Hs.12540 


AF081281 


3415122 


7940 


HUVEC cDNA 


HS. 159629 


AF092131 


5138911 


7941 


HUVEC cDNA 


Hs.273385 


AF1 05253 


7532779 


7942 


HUVEC cDNA 


Hs.2934 


AF1 07045 


5006419 


7943 


HUVEC cDNA 


Hs.1 58237 


AF1 12345 


6650627 


7944 


HUVEC cDNA 


Hs.1 83698 


AF1 16627 


7959755 


7945 


HUVEC cDNA 


Hs.2186 


AF1 19850 


7770136 


7946 


HUVEC cDNA 


Hs.22900 


AF1 34891 


7381111 


7947 


HUVEC cDNA 


Hs.1 08258 


AF141968 


6273777 


7948 


HUVEC cDNA 


Hs.11156 


AF151072 


7106865 


7949 


HUVEC cDNA 


Hs.179573 


AF193556 


6907041 


7950 


HUVEC CDNA 


Hs.41135 


AF205940 


8547214 


7951 


HUVEC cDNA 


Hs.142908 


AF219119 


7158848 


7952 


HUVEC cDNA 


Hs.154721 


AF261088 


9802307 


7953 


HUVEC cDNA 


Hs.76288 


AF261089 


9802309 


7954 


HUVEC cDNA 


Hs.1 52707 


AJ001259 


2769253 


7955 


HUVEC cDNA 


Hs.5097 


AJ002308 


2959871 


7956 


HUVEC cDNA 


Hs,143323 


AJ243706 


6572290 


7957 


HUVEC cDNA 


Hs.1197 


NM_002157 


4504522 


7958 


HUVEC cDNA 


Hs.79037 


BC010112 


14603308 


7959 


HUVEC cDNA 


Hs.279860 


AJ400717 


7573518 



Table 8 

chaperonin containing TCP1, subunit 4 
(delta) (CCT4), mRNA/cds=(0,1619) 

fatty-acid-Coenzyme A ligase, long- 
chain 4 (FACL4), transcript variant 2, 
mRNA/cds=(506,2641) 
caveo!in2(CAV2),mRNA 
/cds=(20,508) 

paraneoplastic antigen MA1 (PNMA1), 
mRNA/cds=(664,1725) 
brain acid-soluble protein 1 (BASP1), 
mRNA/cds=(52,735) 
HCF-btnding transcription factor 
Zhangfei (ZF), mRNA /cds=(4 57, 1275) 
mannosidase, alpha, class 2C, 
member 1 (MAN2C1), mRNA 
/cds=(56 r 3244) 

zinc finger protein 216 (ZNF216), 
mRNA/cds=(288,929) 
done 24651 mRNA sequence 
/cds=UNKNOWN 

PAPS synthetase-2 (PAPSS2) mRNA, 
complete cds /cds=(63, 1907) 

lysophospholipase I (LYPLA1), mRNA 
/cds=(35,727) 

myosin IXB (MY09B), mRNA 
/cds=(0,6068) 

guanine nucleotide binding protein (G 
protein), alpha stimulating activity 
polypeptide 1 (GNAS1), mRNA 
/cds=(68,1252) 

ribonucleotide reductase M1 
polypeptide (RRM1), mRNA 
/cds=(1 87,2565) 

integrin alpha 10 subunit (ITGA10) 
mRNA, complete cds /cds=(76,3579) 

ribosomal protein L29 (RPL29), mRNA 
/cds=(29,508) 

Homo sapiens, eukaryotic translation 
elongation factor 1 gamma, clone 
MGC:4501 IMAGE:2964623, mRNA, 
complete cds /cds=(2278,3231) 
nuclear factor (erythroid-derived 2)-like 
3 (NFE2L3), mRNA /cds=(492, 1694) 

actin cross-linking factor (ACF7), 
transcript variant 1 , mRNA 
/cds=(51,16343) 

hypothetical protein (LOC51255), 
mRNA/cds=(0,461) 
collagen, type I, alpha 2 (COL1A2), 
mRNA /cds=(1 39,4239) 
endomucin-2 (LOC51705), mRNA 
/cds={78,863) 

E2F-like protein (LOC51270), mRNA 
/cds=<278,979) 

aconitase 1, soluble (AC01), mRNA 
/cds=< 107,2776) 

calpain 2, (m/il) large subunit (CAPN2), 
mRNA /cds=(142,2244) 
glioblastoma amplified sequence 
(GBAS), mRNA /cds=(8,868) 
synaptogyrin 2 (SYNGR2), mRNA 
/cds=(29,703) 

mRNA for RB-binding protein 
(rbbp2h1 a gene) /cds=(757,5802) . 
Heat shock 10kD protein 1 (chaperonin 
10) 

Homo sapiens, heat shock 60kD 
protein 1 (chaperonin), clone 
MGC:19755 1MAGE:3630225, mRNA, 
complete cds /cds=(1 705,3396) 
tumor protein, translationally-controlled 
1 0"PT1), mRNA/cdS=(94,612) 
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1 TGGGCTTGGTCTTCCAGTTGGCATTT 
G CCTGAAGTTGTATTGAAAC AATT 

1 AACAAGATGAGAACAGATAAAGATTG 
TGTG GTGTTTTGGATTTGGAG AGA 



TGTAGCTCCCACAAGGTAAACTTCAT 

TGGTAAGATTGCACTGTTCTGATT 

TCACTCCCCCATTTCACTTCTTTGTCA 

GAGAATAGTTCTTGTTCATACTG 

TGGGAGTGACAAACATTCTCTCATCC 

TACTTAGC CTACCTAG ATTTCTCA 

AATGGAAGGATTAGTATGGCCTATTT 

TTAAAGCTGCTTTGTTAGGTTCCT 

CCCCAGCCTAAAGCAGGGATCAGTC 

TTTTCTTGTGGAATAAATCCTTGGA 

TGTGGTAATGCCTGTTTTCATCTGTA 
AATAGTTAAGTATGTACACGAGGC 
AGATGCTTAGTCCCTCATGCAAATCA 
ATTACTGGTCCAAAAG ATTG CTGA 
AAAACTG CTCTTCTGCTCTAGTACCA 
TGCTTAGTGCAAATGATTATTTCT 
AGCTATTAGGATCTTCAACCCAGGTA 
ACAG GAATAATTCTGTGGTTTCAT 
TCCTGCGTCTATCC ATGTG G AATG CT 
GG ACAATAAAGCGAGTG CTGCCCA 
GCCACAAAAGTTCCCTCTCACTTTCA 
GTAAAAATAAATAAAACAGCAGCA 



ACTG CTTTGACTG GTGGGTCTCTAG A 
AGCAAAACTGAGTGATAACTCATG 

GGCATTGTCTCTGTTTCCCAGTGGGG 
TGGACAGTATATCAGATGGTCAGA 
CCCTGGGCTACCATCTGCATGGGGC 
TGGGGTCCTCCTGTGCTATTTGTAC 
TCAAGTG AACATCTCTTG CCATCACC 
TAG CTGCCTGCACCTG CCCTTCAG 



1 TCTTGG CAGCCATCCTTTTTAAGAGT 
AAGTTG GTTACTTCAAAAAGAGCA 

1 AGCTAAAGAGAGGGAACCTCATCTAA 
GTAACATTTGCACATGATACAGCA 

1 GCTGAGTGCTGGCCCTCTGCGTCTT 

C CTTATTAAC CTTG AATC CTC ATTA 
1 TGAATGATCAGAACTGACATTTAATTC 

ATGTTTGTCTCGCCATGCTTCTT 
1 TCCGGGCCAAGAATTTTTATC CATG A 

AGACTTTCCTACTTTTCTCGGTGT 
1 GC AGAGTTCATTGTTG CCCCTTAAC A 

GTTTTTCCTGAGTTTACTGAAGAA 
1 TTATCAAGCAGAGACCTTTGTTGGGA 

GGCGGTTTGGGAGAACACATTTCT 
1 GGGTATGCTGCCTCTGTAAATTCATG 

TATTC AAAGG AAAAGAC ACCTTG C 
1 TTGTCTG CCC CACAATCAAG AATGTA 

TGTGTAAAGTGTGAATAAATCTCA 
1 ATGCCCGGCCTGGGATGCTGTTTGG 

AGACGGAATAAATGTTTTCTCATTC 
1 AGCAGTTTGTGATATAGCAGAGGTTT 

AAATGTACCCTCCCCTTTTATGCA 
1 TGATGCTGCCCATTC CACTGAAGTTC 

TG AAATCTTTC GTC ATGTAAATAA 
1 AGC AGCCTTTCTGTG G AG AGTGAGAA 

TAATTGTGTACAAAGTAGAGAAGT 



CATCTGAAGTGTGGAGCCTTACCCAT 
TTC ATC ACCTAC AACG GAAGTAGT 
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7960 HUVECcDNA Hs.165563 AK024508 10440535 



7961 HUVECcDNA Hs.91146 AL050147 

7962 HUVECcDNA Hs.66762 AL050367 

7963 HUVECcDNA Hs.1 65998 AL080119 

7964 HUVECcDNA Hs.111801 AL096723 

7965 HUVECcDNA Hs.89434 AL1 10225 

7966 HUVECcDNA Hs.7527 AL1 10239 

i 

7967 HUVECcDNA Hs.187991 AL110269 

7968 HUVECcDNA Hs.25882 AL117665 

7969 HUVECcDNA Hs.17428 AL133010 

7970 HUVECcDNA Hs.278242 AL137300 

7971 HUVECcDNA Hs.7378 AL137663 

7972 HUVECcDNA Hs.61289 AL157424 

7973 HUVECcDNA Hs.240013 AL390148 

7974 HUVECcDNA Hs.22629 AW887820 

7975 HUVECcDNA Hs.333414 BE562833 

7976 HUVECcDNA NA- BE612847 

7977 HUVECcDNA Hs.86412 BE876332 

7978 HUVECcDNA Hs.285814 BE906669 

7979 HUVECcDNA Hs. 11 3029 BF025727 

7980 HUVECcDNA Hs.263339 BF 107006 

7981 HUVECcDNA Hs. 182426 BF204683 

7982 HUVECcDNA Hs.75968 BF217687 

7983 HUVECcDNA Hs.1 12318 BF237710 

7984 HUVECcDNA Hs.293981 BF247088 



4884153 
4914600 

5262550 
5419856 

5817161 
5817182 

5817043 

'5912262 

6453416 
6807762 

6807784 

7018453 

9368882 

8049833 



Table 8 

DNA sequence from clone RP4- 
591 C20 on chromosome 20. Contains 
ESTs, STSs, GSSs and CpG islands. 
Contains a novel gene for a protein 
similar to NG26, the TPD52L2 gene for 
two isoforms of tumor protein D52-like 
protein 2, a gene for a novel DnaJ 
domain protein similar to mouse and 
bovine cysteine string protein with two 
isoforms, a gene for a novel 
phosphoribulokinase with three 
isoforms, the KIAA1 196 gene and the 5* 
part of the TOM gene for a putative 
mitochondrial outer membrane protein 
import receptor similar to yeast pre- 
mRNA splicing factors Prp1/Zer1 and 
Prp6 /cds={0,503) 

protein kinase D2 mRNA, complete cds 
/cds=(39,2675) 

mRNA; cDNA DKFZp564A026 (from 
clone DKFZp564A026) 
/cds=UNKNOWN 

PAH mRNA-binding protein (PAI- 
RBP1), mRNA /cds=(85, 1248) 

mRNA; cDNA DKFZp564H2023 (from 
clone DKFZp564H2023) 
/cds=UNKNOWN 

drebrin 1 (DBN1), mRNA 
/cds=(97,2046) 

small fragment nuclease 
(DKFZP566E144), mRNA 
/cds=(77,790) 

DKFZP564A122 protein 
(DKFZP564A122), mRNA 
/cds=(2570,2908) 

mRNA; cDNA DKFZp586Ml824 (from 
clone DKFZp586M1824); partial cds 
/cds=(0,3671) 

RBPMike protein (BCAA), transcript 
variant 2, mRNA /cds=(466,4143) 
Homo sapiens, clone MGC:3214 
IMAGE:3502620, mRNA, complete cds 
/cds={2066,3421) 

mRNA; cDNA DKFZp434G227 (from 
clone DKFZp434G227) 
/Cds=UNKNOWN 

mRNA; cDNA DKFZp761E1512 (from 
clone DKFZp761E1512) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp547A166 (from 
clone DKFZp547A166) 
/cds=UNKNOWN 

602281231F1 cDNA,5'end 
/clone=IMAGE:4368943 /clone end=5' 
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1 GCCAGGCTGGTTCCGCATGGTGATC 
TCCGTCTTGTATGTCTGAATGTTGG 



9806553 hypothetical protein MGC14151 

(MGC14151), mRNA /cds=(1 08,485) 

9894444 601452239F1 NIH_MGC66 cDNA 
done IMAGE:3856304 5', mRNA 
sequence 

1 032501 8 chromosome 9 open reading frame 5 

(C9orf5), mRNA /cds=(32,2767) 
1 040001 2 sprouty (Drosophila) homolog 4 

(SPRY4), mRNA/cds=(205,525) 
1 0733439 ribosomal protein S25 (RPS25), mRNA 

/cds=(63,440) 
10889631 602377929F1 cDNA, 5' end 

/clone=IMAGE:4508646 /clone_end=5' 

1 1 098269 601 867521 F1 cDNA, 5' end 

/c!one=IMAGE:41 1 0052 /clone_end=5' 

1 1 1 1 1 273 thymosin, beta 4, x chromosome 
(TMSB4X), mRNA/cds=(77,211) 

11151628 cDNA FU14633 fis, clone 

NT2RP2000938 /cds- UN KNOWN 

11162147 Homo sapiens, clone MGC:16393 

IMAGE:3939021, mRNA, complete cds 
/cds=(506,1900) 



CTATTTCC AAGGC CCCTCCCTGTTTC 
CCCAGCAATTAAAACGGACTCATC 
AAAGTG CCAG AATGACTCTTCTGTGC 
ATTCTTCTTAAAGAGCTGCTTGGT 

TTGTTGG TAG G CACATCGTGTCAAGT 
GAAGTAGTTTTATAGGTATGGGTT 
AGTCCTGTATCATCCATACTTGTACTA 
CCTTGTC CTATGAAGCTCTGAGA 

TTGGC CGCT TCCCTACCCACAGGGC 
CTGACTTTTACAGCTTTTCTCTTTT 
TATGACACAGCAGCTCCTTTGTAAGT 
ACCAGGTCATGTCCATCCCTTGGT 

TTGGTGAGTTGCCAAAGAAGCAATAC 
AGCATATCTG CTTTTGCCTTCTGT 

TGCATAGATGACCTTTGGATTATTGG 
ACTCTGACTATTGGGACCCTAAAT 

TGG ACG CCCTAAGAAACAG AGAAAAC 
AGAAATAACAACCAGGAACTG CTT 
CAATAGCTTGTGGGTCTGTGAAGACT 
GCGGTGTTTGAGTTTCTCACACCC 

TGCACTGTACTCTCTTCATAGGATTG 
TAAAG GTGTTCTAATCCAATTGCA 

TGAAGTCATTTCATTGGGAAGGAAAG 
CTG CAAAGATTATTGGGGGACTAG 

TTTCATCTG GCC CACCCTCCTTAGAC 
TCTCCTCCCTTCAAGAGTTGGAGC 

GTGTAGAATTCGGATCCAGTCATCTC 
ACAGAACTTTCCACTAGGGTGCCA 

CGGACCCCAGTTTCTTGTACCAAGGG 
GGAAACATGCGGGGACCCCAATGG 

TAAAGATGTCC GGGTACACTTCGCCA 
AGGGTTAGCGTCTTTGGGCATTTC 

AACACAACACTAAAACCGAACACACA 
CGTACTAACACACCCACGACCCAA 
CCTTC TGGTTCTGCTTTTGACCAGCA 
TTTTTGTG CC C CTCTGTTACTGTG 
GATATACGAAACACACCACTGGACGA 
TG CGAAAAAC GAG ACG AC ATAAGC 
TGGACAGGCATGAAAGGTTACAAATG 
GGAG AAAACTCACACAC GTTATGT 

GCAGGAGAGCGAGAGAGGAGAAGAA 
GAGG C AGG AG GGAGAAAGAGCGTAC 

CAAGAAGCAGAAGCAGCAACCAGAG 
ACAGAGAGACAAACGCAGAACAACA 

AGAGGAAAGAATAGGACCAGTGCCG 
AGGTATAG GG AGGAGGGC ATACTAA 

TCGGAGTAAGGGCGATTGTCTCGTTA 
GGTAATACATCATCTTCGTG CATA 
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7985 HUVECcDNA Hs.157850 BF303931 

7986 HUVECcDNA Hs.217493 D00017 

7987 HUVEC CDNA Hs.76549 D00099 

7988 HUVECcDNA Hs.330716 D10522 

7989 HUVECcDNA Hs.75929 D21255 

7990 HUVECcDNA Hs.178710 D21260 

7991 HUVECcDNA Hs.334822 D23660 

7992 HUVECcDNA Hs.262823 D28500 

7993 HUVECcDNA Hs.151761 D43947 

7994 HUVECcDNA Hs.699 D50525 

7995 HUVECcDNA Hs.278607 D50911 

7996 HUVECcDNA Hs.57729 D50922 

7997 HUVECcDNA Hs.240770 D59253 

7998 HUVECcDNA Hs.155595 D63878 

7999 HUVECcDNA Hs.80712 D86957 

8000 HUVECcDNA Hs.75822 D86970 

8001 HUVECcDNA Hs.170311 D89678 

8002 HUVECcDNA Hs.83213 J02874 

8003 HUVECcDNA Hs.177766 J03473 

8004 HUVECCDNA Hs.155560 L10284 

8005 HUVECcDNA Hs.75693 L13977 

8006 HUVECcDNA Hs.539 L31610 

8007 HUVECcDNA Hs.1742 L33075 

8008 HUVECcDNA Hs.180446 L38951 

8009 HUVECcDNA Hs.79572 M11233 

8010 HUVECcDNA Hs.273415 M11560 

8011 HUVECcDNA Hs.254105 M14328 

8012 HUVECcDNA Hs.237519 M20867 

8013 HUVECcDNA Hs.1239 M22324 

8014 HUVECcDNA Hs.118126 M22960 

8015 HUVECcDNA Hs.198281 M26252 



Table 8 

1 1 250608 Homo sapiens, clone MGC:1 5545 

IMAGE:3050745, mRNA, complete cds 
/cds=(1045,1623) 
219909 annexinA2(ANXA2),mRNA 

/cds=(49,1068) 
219941 mRNA for Na.K-ATPase alpha-subunit, 
complete cds /cds=(31 8,3389) 

219893 cDNAFLJ14368fis, clone 

HEMBA1001122 /cds=UNKNOWN 
575578 mRNA for OB-cadherin-2, complete 

cds/cds=(476,2557) 
434760 clathrin, heavy polypeptide (He) 

(CLTC), mRNA/cds=(172,5199) 
432358 Homo sapiens, Similar to ribosomal 

protein L4, clone MGC:2966 

IMAGE:3 139805, mRNA, complete cds 

/Cds=(1616,2617) 
7678803 hypothetical protein FLJ10326 

(FU10326), mRNA/cds=<2,2296) 
603948 KIAA01 00 gene product (KIAA01 00), 

mRNA/cds=(329,6607) 
1 1 67502 peptidylproly) isomerase B (cyclophilin 

B) (PPIB), mRNA/cds=(21,671) 

6633996 mRNA; cDNA DKFZp434N0735 (from 

clone DKF2p434N0735); partial cds 

/cds=(0,1577) 
1 4691 86 Ketch-like ECH-asso elated protein 1 

(KIAA0132), mRNA /cds=(1 1 2,1 986) 
1 060898 Homo sapiens, nuclear cap binding 

protein subunit 2, 20kD, clone 

MGC:4991 IMAGE:3458927, mRNA, 

complete cds /cds=(26,496) 
961 447 neural precursor cell expressed, 

develop mentally down-regulated 5 

(NEDD5), mRNA /cds=(258,1 343) 
1 503987 septin 2 (SEP2) mRNA, partial cds 

/cds=(0,1527) 
1504013 mRNA for KIAA0216 gene, complete 

Cds/cds=(4B4,5229) 
3218539 heterogeneous nuclear 

ribonucleoproteln D-iike (HNRPDL), 

transcript variant 1 , mRNA 

/cds=(580,1642) 
178346 fatty acid binding protein 4, adipocyte 

(FABP4),mRNA/cds=(47,445) . 
337423 ADP-ribosyltransferase (NAD+; poly 

(ADP-ribose) polymerase) (ADPRT), 

mRNA fcds=(1 59,3203) 
186522 calnexin (CANX), mRNA 

fcds=(89,1867) 
431320 proiylcarboxypeptidase (angtotensinase 

C) (PRCP), mRNA/cds=(29,1519) 

1 220360 ribosomal protein S29 (RPS29), mRNA 

/cds=(30,200) 
536843 IQ motif containing GTPase activating 

protein 1 (IQGAP1), mRNA 

/cds=(467,5440) 
893287 importin beta subunit mRNA, complete 

cds/cds=(337,2967) 
1 81 1 79 cathepsin D (lysosomal asparty) 

protease) (CTSD), mRNA 

/cds=(2,1240) 
1 78350 aldolase A, frudose-bisphosphate 

(ALDOA), mRNA /cds=(1 67,1261) 
182113 enolase 1, (alpha) (EN01), mRNA 

/cds=(94,1398) 
183059 yz35c09.s1 cDNA, 3" end 

/ctone=IMAGE:285040 /c!one_end=3 ( 
178535 alanyl (membrane) aminopeptidase • 

(amlnopeptidase N, aminopeptidase M, 

microsomal aminopeptidase, CD13, 

p150)(ANPEP), mRNA 

/cds=(1 20,3023) 
1 90282 protective protein for beta- 

galactosidase (galactosialidosis) 

(PPGB), mRNA /cds=(6, 1448) 
338826 pyruvate kinase, muscle (PKM2), 

mRNA/cds=(109,1704) 
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1 AGACAAGACGAGCAACGACAACCAC 
AGCAGCTC C ATAC ACTCTG CCTCTC 

1 AGTGAAGTCTATGATGTGAAACACTT 
TGCCTCCTGTGTACTGTGTCATAA 

1 TCACAAGACAGTCATCAGAACCAGTA 
AATATCCGTCTGCCAGTTCGATCA 

1 AAACTCCTGCTTAAGGTGTTCTAATTT 

TCTGTGAGCACACTAAAAGCGAA 
1 C GTGCC AGATATAACTGTCTTGTTTC 

AGTGAGAGAC GCCCTATTTCTATG 
1 TCCCTGAGGCTTGTGTATGTTGGATA 

TTGTGGTGTTTTAGATCACTGAGT 
1 CAG AGAAG AAACCTACTACAG AG GA 

GAAGAAGCCTGCTGCATAAACTCTT 



1 TC AG AACATAG ATATGTATTC AG CTT 
GTCTTCAAATACGGCCAAGCAGAA 

1 TTGGGGTCAAGTGAAAGGGTAGGGG 
GATAGTCCTGATCAAGTGTGATAAA 

1 C AGCAAATCCATCTGAACTGTG GAGG 
AGAAGCTCTCTTTACTGAGGGTGC 

1 CCTTCTCTTCATGTGTGTAAATCTGTA 
ATATACCATTCTCTGTGG CCTGT 

1 G GATGGCACTTCCCC ACCGGATGGA 
CAGTTATTTTGTTGATAAGTAACCC 

1 TGAGTCAGTGTCTTTACTGAGCTGGA 
AGCCTCTGAAAGTTATTAAAGGCA 



1 CCCACACTGCTACACTTCTGATCCCC 
TTTGGTTTTACTACCCAAATCTAA 

1 GTGGCTTGCTAGTCTGTTACGTTAAC 
ATGCTTTTCTAAAATTGCTTCACG 

1 TTGTACTC ACTG G GCTGTG CTCTCCC 
CTGTTTACCCGATGTATGGAAATA 

1 TTTATGATTAG GTGACGAGTTGACAT 
TGAGATTGTCCTTTTCC CCTG ATC 



1 TTGTTGTTTTCCCTGATTTAGCAAGCA 
AGTAATTTTCTCCCAAGCTGATT 

1 TTA G AAAC AAAAAG AGCTTTC CTTCT 
C CAGG AATACTGAACATGGGAGCT 

1 CCATTGTTGTCAAATGCCCAGTGTCC ■ 
ATCAGATGTGTTCCTCCATTTTCT 

1 GATGTCTGGTGC CCAATCCCAGGAA 
GTGAGAGCCA 1 1 I C 1 1 I \ GTACTGG 

1 AGTTGGACTAAATGCTCTTCCTTCAG 
AGG ATTATCC GGGG CATCTACTCA 

1 TGAATTTACTTCCTCCCAAGAGTTTG 
GACTGCCCGTCAGATTGTTTCTGC 

1 AAACACATACACACAAAACAGCAAAC 
TTCAG GTAACTATTTTG GATTG CA 

1 CTG AGG ATGAGCTG GAAG GAGTG AG" 
AGGGGACAAAACCCACCTTGTTGGA 

1 TCTTTCTTCCCTCGTGACAGTGGTGT . 

GTGGTGTCGTCTGTGAATGCTAAG 
1 GCTAGATCCCCGGTGGTTTTGTGCTC 

AAAATAAAAAGCCTCAGTGACCCA 
1 GC ATG GCTTAACCTGGTGATAAAAG C 

AGTTATTAAAAGTCTAC GTTTTCC 
1 CCGCCCTGTACCCTCTTTCACCTTrC - 

CCTAAAGACCCTAAATCTGAGGAA 



1 GGACAGCCCACAGGGAGGTGGTGGA 
C GGACTGTAATTGATAGATTGATTA 

1 ATTGAAGCCGACTCTGGCCCTGGCC 
CTTACTTGCTTCTCTAGCTCTCTAG 
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8016 HUVECcDNA Hs.2050 M31166 

8017 HUVECcDNA Hs.99853 M59849 

8018 HUVECcDNA Hs.283473 M64098 

8019 HUVECcDNA Hs.211573 M85289 

8020 HUVECcDNA Hs.75103 M86400 

8021 HUVECcDNA Hs.59271 M96982 

8022 HUVECcDNA Hs.1 10802 NM.000552 

8023 HUVECcDNA Hs.274466 NM_001403 

8024 HUVECcDNA Hs.279518 NM_001642 

8025 HUVECcDNA Hs.76224 NM_004105 

8028 HUVECcDNA Hs. 19545 NMJD12193 

8027 HUVECcDNA Hs.87125 NM_014600 

8028 HUVECcDNA Hs.119503 NM_016091 

8029 HUVECcDNA Hs.79D5 NMJM6224 

8030 HUVECcDNA Hs.283722 NM_020151 

8031 HUVECcDNA Hs.286233 NM_020414 

8032 HUVECcDNA Hs.272822 S56985 

8033 HUVECcDNA Hs.279518 S60099 

8034 HUVECcDNA Hs.194662 S80562 

8035 HUVECcDNA Hs.76669 U08021 

8036 HUVECcDNA Hs.89657 U13991 

8037 HUVECcDNA Hs.1516 U20982 

8038 HUVECcDNA Hs.183648 U22816 

8039 HUVECcDNA Hs.83383 U25182 

8040 HUVECcDNA Hs.75888 U30255 

8041 HUVECcDNA Hs.169476 U34995 

8042 HUVECcDNA Hs. 192023 U39067 

8043 HUVECcDNA Hs.155637 U47077 

8044 HUVECcDNA HS.2B5313 U51869 



Table 8 

339991 pentaxirwelated gene, rapidly induced 
by IL-1 beta (PTX3), mRNA 
/cds=(67,1212) 

182591 fibrillar^ (FBL), mRNA /cds=(59,1024) 

1 83891 hypothetical protein PRO2900 

(PRO2900), mRNA /cds=(271, 501) 

1 84426 heparan sulfate proteoglycan 2 
(perlecan)(HSPG2), mRNA 
/cds=(40,13221) 

189952 tyrosine 3.monooxygenase/tryptophan 
5-monooxygenase activation protein, 
zeta polypeptide (YWHA2), mRNA 
/cds={84,821) 

338262 U2(RNU2) small nuclear RNA auxiliary 
factor 1 (non-standard symbol) 
(U2AF1), mRNA/cds=(38,760) 

9257255 von Willebrand factor (VWF), mRNA 

/cds=(3 10,8751) 
4503472 eukaryotlc translation elongation factor 

1 alpha Mike 14 (EEF1A1L14), mRNA 
/cds=(620,1816) 

4502146 amyloid beta (A4) precursor-like protein 

2 (APLP2), mRNA/cds={72,2363) 

9665261 EGF-containlng fibufln-like extracellular 
matrix protein 1 (EFEMP1), transcript 
variant 1, mRNA /cds=(1 49, 1630) 

6912383 frizzled (Drosophila) homolog 4 (FZD4), 

mRNA /cds=(306, 1 91 9) 
7657055 EH-domain containing 3 (EHD3), 

mRNA /cds=(285, 1892) 
7705432 HSPC025 (HSPC025), mRNA 

/Cds=(33,1727) 
7706705 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1), mRNA 

/cds=(43,1830) 
9910251 GTT1 protein (GTT1), mRNA 

/cds=(553,1440) 
1425121 3 sperm autoantigenic protein 17 

(SPA17), mRNA /cds=(1 210,1665) 
298485 RuvB(Ecoiihomolog)-likel 

(RUVBL1), mRNA /cds=(76, 1446) 
300168 amyloid beta (A4) precursor-like protein 

2 (APLP2), mRNA /cds=(72,2363) 

1 245966 calponin 3, acidic (CNN3), mRNA 

/cds=(83,1072) 
494988 nicotinamide N-methyltransferase 

(NNMT), mRNA /cds=(1 17,911) 
562076 TATA box binding protein (TBP)- 

assodated factor. RNA polymerase II, 

H, 30kD (TAF2H), mRNA /cds=(1 7,673) 

695253 insulin-like growth factor binding protem- 
4 (IGFBP4) gene, promoter and 
complete 

930342 protein tyrosine phosphatase, receptor 
type, f polypeptide (PTPRF), interacting 
protein (Hprin), alpha 1 (PPFIA1), 
mRNA/cds=(229,3837) 
799380 thioredoxtn peroxidase (antioxidant 
enzyme) (AOE372), mRNA 
/Cds=(43,858) 
984324 phosphogluconate dehydrogenase 
(PGD), mRNA/cds=(6,1457) 

1497857 Homo sapiens, glyceraldehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 IWIAGE;3628129, mRNA, 
complete cds /cds=(2306,331 3) 

1 71 81 94- eukaryotic translation initiation factor 3, 
Subunit2 (beta, 36kD) (EIF3S2), mRNA 
/cds={1 7,994) 
13570016 DNA-dependent protein kinase 

catalytic subunit (DNA-PKcs) mRNA, 
complete cds /cds=(57, 1 2443) 

2745959 core promoter element binding protein 
(COPEB). mRNA /cds=(1 17,968) 
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ACTAGACTTTATGCCATG GTGCTTTC 
AGTTTAATGCTGTGTCTCTGTCAG 

GAGCCATATGAAAGAGACCATGCCGT 
G GTCGTGGG AGTGTAC AGGC CACC 
ATAACAGACTCCAGCTCCTGGTCCAC 
CCGGCATGTCAGTCAGCACTCTGG 
CTGGCCTCTGTGTCCTAGAAGGGAC 
C CTC CTGTGGTCTTTGTCTTGATTT 

CCCAAAGCTCACTTTACAAAATATTTC 
CTCAGTACTTTGCAGAAAACACC 



ATGTCTGCTAGAAAGTGTTGTAGTTG 
ATTGACCAAACCAGTTCATAAGGG 



CTCTGCATGTTCTGCTCTTGTGCCCT 
TCTGAG CCCACAATAAAG GCTGAG 
TG C ATCGTAAAACCTTTC AGAAGGAA 
AGGAGAATGTTTTGTGGACACGTT 

AGC CCTATTCATGTCTCTACCCACTA 
TGCACAGATTAAACTTCACCTACA 

AGTGACAGTGAACTTAAGCAAATTAC 
CCTCCTACCCAATTCTATGGAATA 



ACACATGCCCTGAATGAATTGCTAAA 
TTTCAAAGGAAATGGACCCTG CTT 
GCCACTGAACCAATCACTTTGTATGC 
TATGCTCCTACTGTGATG GAAAAC 
AG GACCGAAGTGTTTCAAGTG G ATCT 
CAGTAAAGGATCTTTGGAGCCAGA 
TTCAATGGAAAATGAGGGGTTTCTCC 
CCACTGATATTTTACATAGAGTCA 

GCTCCATGTTCTGACTTAGGGCAATT 
TGATTCTGCACTTGG G GTCTGTCT 
GCAGCAGCTTAATTTTTCTGTATTGC 
AGTGTTTATAGGCTTCTTGTGTGT 
ACCTCCCACTTTGTCTGTACATACTG 
GCCTCTGTGATTACATAGATCAGC 
AGCCCTATTCATGTCTCTAC CCACTA 
TGCACAGATTAAACTTCACCTACA 

ACATGGAAGACTAAACTCATG CTTAT . 

TGCTAAATGTGGTCTTTGCCAACT 

AGACCCCTGTGATGCCTGTGACCTCA 

ATTAAAG CAATTCCTTTGACCTGT 

CGCACTACTTCACCTGAGCCACCCAA 

CCTAAATGTACTTATCTGTCCCCA 



CTGTAGACTCAGTGCCAGCCACAGCT 
TCAGAGATTGTGCTCACATGGTAT 

TG ACAAAG GATTTTA CGTTTATAAAAT 
TATGACAGAAGCCATGTGCCCCG 



GTCTGCCCTG CTG GCTGGAAACCTG 
GTAGTGAAACAATAATCCCAGATCC 

CTCGTCATACAATGCCTGATGGGCTC 
CTGTCACCCTCCACGTCTCCACAG 
CTAGGGAG CCGCACCTTATCATGTAC 
CATCAATAAAGTACCCTGTGCTCA 



TCCGTATCCATTACTTCGACCCACAG 
TACTTTGAATTTGAGTTTGAGGCT 

CCAGTCCTCCACACCCAAACTGTTTC 
TGATTGGCTTTTAGCTTTTTGTTG 

CTGTTGTCTCTCTGAGGCTGCCAGTT 
GTTGTGTGTTACCGATGCCAGAAG 
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8045 


HUVEC cDNA 


Hs.1 84270 


U56637 


8046 


HUVECcDNA 


Hs.75064 


U61234 


OUHI 




na, lOODM 


t ivanOii 

U / 


8048 


HUVEC cDNA 


Hs.1 65263 


U89278 


8049 


HUVfcU CUNA 






8050 


HUVEC CDNA 


Hs.287820 


X02761 


8051 


HUVEC cDNA 


Hs. 14376 


X04098 


8052 


HUVEC cDNA 


Hs.290070 


X04412 


8053 


HUVEC cDNA 


Hs.79086 


X06323 


8054 


HUVEC cDNA 


Hs.287797 


X07979 


8055 


HUVEC cDNA 


Hs.87409 


X14787 


8056 


HUVEC cDNA 


Hs.82202 


X53777 


8057 


HUVEC CUNA 


HS.233936 


X54304 


8058 


HUVEC CUNA 


Hs.74405 


X57347 


8059 


HUVEC cDNA 


Hs.77813 


X59960 


8060 


HUVEC CDNA 


|_J _ 4Tfo^nA 

Hs.1 72690 


X62535 


8061 


HUVEC cDNA 


Hs.272822 


X63527 


8062 


HUVECcDNA 


Hs.1 19529 


X67698 


8063 


HUVEC cDNA 


Hs.211579 


X68264 


8064 


HUVEC cDNA 


Hs.75061 


X70326 


8065 


HUVEC cDNA 


Hs.31314 


X72841 


8066 


HUVEC CUNA 


HS.79088 


V70CCQ 


8067 


HUVEC cDNA 


Hs.7957 


X79448 


8068 


HUVEC cDNA 


Hs.76206 


X79981 


8069 


HUVEC cDNA 


Hs.172182 


Y00345 


8070 


HUVEC cDNA 


Hs.180414 


Y00371 


8071 


HUVEC cDNA 


Hs.75216 


Y00815 


8072 


HUVEC cDNA 


Hs.65114 


Y07604 


8073 


HUVEC cDNA 


Hs.1 13503 


Y08890 


8074 


HUVEC cDNA 


Hs.44499 


Y09703 


8075 


HUVEC cDNA 


Hs.8867 


Y11307 



Table 8 

1 336098 capping protein (actin filament) muscle 

Z-Jine, alpha 1 (CAPZA1), mRNA 

/cds=(0,860) 
1 465773 tubulin-specific chaperone c (TBCC), 

mRNA /cds=(23,1 063) 
1 857236 eukaryotic translation initiation factor 4 

gamma, 2 (EIF4G2), mRNA 

/cds=(306,3029) 
1 877500 early development regulator 2 

(homolog of polyhomeotic 2) (EDR2), 

mRNA /cds=(8, 1309) 
1308969 Homo sapiens, clone IMAGE: 3875338, 

mRNA, partial cds /cds=(0,930) 

31 396 mRNA for fibronectin (FN precursor) 

/cds=(0,6987) 
28338 actin, gamma 1 (ACTG1), mRNA 

/cds=(74,1201) 
35447 gelsolin (amyloidosis, Finnish type) 

(GSN), mRNA/cds=(14,2362) 
34753 mitochondria) ribosomal protein L3 

(MRPL3), mRNA /cds=(76,1 122) 
31 441 mRNA for FLJ00043 protein, partial 

cds/cds=(0,4248) 
37464 thrombospondin 1 (THBS1), mRNA 

/cds=(1 11,3623) 
34198 ribosomal protein L17 (RPL17), mRNA 

/cds=(286,840) 

34755 myosin, light polypeptide, regulatory, 
non-sarcomeric (20kD) (MLCB), mRNA 
/cds=(1 14,629) 

32463 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
theta polypeptide (YWHAQ), mRNA 
/cds=(1 00,837) 

402620 sphingomyelin phosphodiesterase 1, 

acid lysosomal (acid sphingomyelinase) 
(SMPD1), mRNA /cds=(0,1889) 

30822 diacylglycerol kinase, alpha (80kD) 

(DGKA). mRNA /cds=( 103,2310) 
36127 RuvB (E coll homolog)-like 1 

(RUVBL1), mRNA/cds=(76,1446) 
37476 epididymal secretory protein (1 9.5kD) 

(HE1), mRNA /cds=(1 0,465) 
433891 MUC18 gene exons 1&2 

/cds=(26,1966) 
38434 macrophage myristoylated alanlne-rtch 

C kinase substrate (MACMARCKS), 

mRNA /cds=(1 3,600) 

297903 retinoblastoma-binding protein 7 
(RBBP7), mRNA/cds=(287,1564) 
469884 reticulocalbin 2, EF-hand calcium 
binding domain (RCN2), mRNA 
/cds=(66,1019) 
2326523 adenosine deaminase, RNA-specific 
(ADAR), transcript variant ADAR-a, 
mRNA /cds=(1 87,3867) 
599833 cadherin 5, type 2, VE-cadherin 

(vascular epithelium) (CDH5), mRNA 
/cds=(120,2474) 
35569 poly(A)-binding protein, cytoplasmic 1 

(PABPC1), mRNA /cds =(5 02, 24 03) 
32466 hsc70 gene for 71 kd heat shock 

cognate protein 
34266 protein tyrosine phosphatase, receptor 
type, F (PTPRF), mRNA 
/cds=(370,6063) 
1945761 keratin 1 8 (KRT18), mRNA 

/cds=(51,1343) 
22531 55 Homo spaiens mRNA for Ran_GTP 
binding protein 5 (RanBP5(lmportin5) 
gene) /cds= (236 ,3529) 
4581462 pinin, desmosome associated protein 

(PNN), mRNA/cds=(30,2261) 
2791 897 cysteine-rich, angiogenic inducer, 61 
(CYR61), mRNA /cds=(80,1 225) 



AATATAGTCAAGCAAGTTTGTTCCAG 
GTGACCC ATTGAGCTGTGTATG C A 

TTTGCTATTTTCGTCATGCCTTTGAGA 
CTGAGTCTTACTCCGTCCCCCAG 
TTGTGGGTGTGAAACAAATGGTGAGA 
ATTTGAATTGGTCCCTCCTATTAT 

CAGGAAGGAGGTAGGCACCTTTCTG 
AGCTTATTCTATTCC CC ACCCACAC 

GGG AG CCATCCCTCTCTACCAAGGT 
GGC AATGATG GAGG GAACTTGC ATG 

TGGCCCGCAATACTGTAG G AACAAG 

CATGATCTTGTTACTGTGATATTTT 

G GTTTTCTACTGTTATGTG AGAACATT 

AGGCCCCAGCAACACGTCATTGT 

AGCCCTGCAAAAATTCAGAGTCCTTG 

CAAAATTGTCTAAAATGTCAGTGT 

TGGG GACTATAGTGCAAC CTATTTGG 

GTAAAGAAACCATTTGCTAAAATG 

ACCACTGTATGTTTAGTTCTCACCATT 

TGAGTTGCCCATCTTGTTTCACA 

TTGACCTCCCATTTTTACTATTTGCCA 

ATACCTTTTTCTAGGAATGTGCT 

GAGG AGGTTG CCCAG AAGAAAAAGA 

TATCCCAGAAGAAACTGAAGAAACA 

AACCTACCAGCCCTTCTCCCCCAATA 
ACTGTG GGTCTATACAG AGTCAAT 

AGAGAGTTGGACCACTATTGTGTGTT 
GCTAATCATTGACTGTAGTCCCAA 



CCCTGTACTG CTGCTGCG ACCTGATG 
CTGCCAGTCTGTTAAAATAAAGAT 



ACACACATACACACACCCCAAAACAC 

ATACATTGAAAGTGCCTCATCTGA 

ACCTCCCACTTTGTCTGTACATACTG 

GCCTCTGTGATTACATAGATCAGC 

AAC AAC ATTAACTTGTGGC CTCTTTCT- 

ACAC CTGGAAATTTACTCTTG AA 

TCTCTG CTCAATCTCTGCTTG G CTCC 

AAGGACCTGGGATCTCCTGGTACG 

TGTCTTACTCAAGTTCAAACCTCCAG- 

CCTGTGAATCAACTGTGTCTCTTT 



AACTTTTACACTTTTTCCTTCCAACAC 
TTCTTGATTGGCTTTGCAGAAAT 
TGGTGAGTGGAATTTGACATTGTCCA 
AACCTTTTTCATTTTTGAGTGATT 

GAGTGAGGAAGACCCCCAAGCATAG 
ACTCGGGTACTGTGATGATGGCTGC 

TGGCAAAGCCCCTCACACTGCAAGG 
GATTGTAGATAACACTGACTTGTTT 

GGAAAGGAAACTTTGAACCTTATGTA 
CCG AG CAAATG CCAGGTCTAG C AA 
AGTTAAGATTATTCAGAAGGTCGGGG 
ATTG GAG CTAAGCTGC C ACCTG GT 
TTACCTTGTGGATGCTAGTGCTGTAG 
AGTTCACTGTTGTACACAGTCTGT 

GGG GTCTTC ACATTATCATAACCTCT 
CCTCTAAAGG GGAG GC ATTAAAAT 
TTTCCTTGTGC AATTCAG ACTTAAG C 
ATCGAGTTTTTACCATCTTCCACT 

ACATGTGCAAATAAATGTGGCTTAGA 
CTTGTGTGACTG CTTAAG ACTAAA 
AAATGTAGCTTTTGGGGAGGGAGGG 
GAAATGTAATACTGGAATAATTTGT 
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8076 HUVECcDNA Hs.90061 Y12711 

8077 HUVECcDNA Hs.101033 Y14391 

8078 HUVECcDNA Hs.24322 Y15286 

8079 HUVECcDNA Hs.291904 231696 

8080 HUVECcDNA Hs.180877 248950 

8081 HUVECcDNA Hs.289101 249835 

8082 HUVECcDNA Hs.10340 AK000452 

8083 HUVECcDNA Hs.194676 AK001313 

8084 HUVECcDNA Hs.808 AK001364 

8085 HUVECcDNA Hs.15978 AK002211 

8086 HUVECcDNA Hs.29692 AK021498 

8087 HUVECcDNA Hs. 109672 AK023900 



8088 HUVECcDNA Hs.25635 AK024039 

8089 HUVECcDNA Hs.288967 AK024167 

8090 HUVECcDNA Hs.25001 AK024230 

8091 HUVECcDNA Hs.6101 AK025006 

8092 HUVECcDNA Hs.322680 AK025200 

8093 HUVECcDNA Hs.288061 AK025375 

8094 HUVECcDNA Hs.288869 AK025842 

8095 HUVECcDNA Hs.251653 AK026594 
809S HUVECcDNA Hs.334842 AK026632 

8097 HUVECcDNA Hs.288036 AK026650 

8098 HUVECcDNA Hs.324406 AK026741 

8099 HUVECcDNA Hs.274368 AK026775 

8100 HUVECcDNA Hs.289071 AK027187 

8101 HUVECcDNA Hs.334788 BG385658 

8102 HUVECcDNA NA NC.0O209O 

8103 HUVECcDNA NA U07360 

8104 HUVECcDNA Hs.230165 AA449779 



6759555 progesterone receptor membrane 
component 1 (PGRMC1), mRNA 
/cds={78,665) 

6562622 Pseudoautosomal GTP-binding protein- 
like (PGPL), mRNA/cds=(329,1540) 

2584788 ATPase, H+ transporting, lysosomal 

(vacuolar proton pump) 9kD (ATP6H), 

mRNA/cds=(62,307) 
4791 56 accessory proteins BAP31/BAP29 

(DXS1357E), mRNA/cds=(136,876) 
761715 clone PP781 unknown mRNA 

/cds=(1 13,523) 
860985 glucose regulated protein, 58kD 

(GRP58), mRNA /cds=(0,1 517) 
7020548 hypothetical protein FLJ20445 

(FU20445), mRNA/cds=(334,1170) 
7022490 tumor necrosis factor receptor 

superfamily, member 6b, decoy 

(TNFRSF6B), transcript variant 2, 

mRNA/cdS=(827,4486) 
7022577 heterogeneous nuclear 

ribonucleoprotein F (HNRPF), mRNA 

/cds=(323,1570) 
7023952 cDNA FLJ1 1 349 fis, done 

PLACE4000650, weakly similar to 

TUBERIN /cds=UNKNOWN 
10432693 cDNA FLJ11436 fis, done 

HEMBA1001213 /cds=UNKNOWN 
1 0435975 Homo sapiens, Similar to 

sialytransferase 7 ((alpha-N- 

acetylneuraminyl 2,3-betagalactosyl- 

1 P 3)-N-acetyl galactosaminlde alpha-2,6- 

sialytransferase) F, clone MGC:14252 

IMAGE:4128833, mRNA, complete cds 

/cds=(128,1129) 
10436304 cDNA FLJ13977 fis, done 

Y79AA1001 603, weakly similar to 

POLYPEPTIDE N- 

ACETYLGALACTOSAMINYLTRANSF 
ERASE (EC 2.4.1.41) /cds=(418,1791) 

10436481 cDNA FLJ14105 fis, done 

MAMMA1001202 /cds=UNKNOWN 

10436557 CDNA FLJ14168 fis, clone 

NT2RP2001440, highly similar to 
mRNA for 14-3-3gamma 
/cds=UNKNOWN 
10437439 hypothetical protein MGC31 78 

(MGC3178), mRNA /cds=(81, 1055) 
10437664 cDNA: FU21 547 fis, clone COL06206 

/cds=UNKNOWN 
10437878 adin, beta (ACTB), mRNA 

/cds=(73,1200) 
1 0438480 nudear receptor subfamily 2, group F, 

member 2 (NR2F2), mRNA 

/cds=(342,1536) 
10439481 tubulin, beta, 2 (TUBB2), mRNA 

/Cds^(0 f l337) 
10439528 tubulin, alpha, ubiquitous (K-ALPHA-1), 

mRNA /cds=(67, 1422) 
10439548 tRNA isopentenylpyrophosphate 

transferase (IPT), mRNA 

/cds=(60,1040) 
10439662 ribosomal protein L41 (RPL41), mRNA 

/cds=(83,160) 
1 0439706 MSTP032 protein (MSTP032), mRNA 

/cds=(68,319) 
10440255 cDNA: FU22245 fis, clone HRC02612 

/cds=UNKNOWN 
13278634 hypotheticaJ protein FU 14639 

(FU14639), mRNA /cds=(273,689) 
9507429 manydoningvedors, kanamycm 

resistance, gene 
476289 Human DXS1 1 78 locus dinudeotide 

repeat polymorphism sequence 
2163529 2x09e02.s1 cDNA, 3' end 

/clone=IMAGE:785978 /done^end=3' 



ACCCACTGCAAAAGTAGTAGTCAAGT 
GTCTAGGTCTTTGATATTGCTCTT 

GCCTGCTGTGAACTGCTTTCCCTCGG 
AATGTTTCCGTAACAGGACATTAA 

GAAGAGCCATCTCAACAGAATCGCAC 
CAAACTATACmCAGGATGAATT 

AGGAGGGTGG GTG GAACAGGTGGAC 

TGGAGTTTCTCTTGAGGGCAATAAA 

TGCTTGATTAAGATGC CATAATAGTG 

CTGTATTTGCAGTGTGGGCTAAGA 

TTGGGGGAMTGTTGTGGGGGTGGG 

GTTGAGTTGGGGGTATTTTCTAATT 

AGCATGGTAAACCTGGGTTTTGTTCA 

TATTTTCTCCAGACAGAAATGCAA 

GGTCTCTTTGACTAATCACCAAAAAG 

CAACCAACTTAGCCAGTTTTATTT 



GCCCTTGATGCTGGAGTCACATCTGT 
TGATAGCTGGAGAACTTTAGTTTC 

G C C GATTC CAAGCGAG G G ATTTAATC 
CTTACVVTTTTTGCCCATTTGGCTC 

TTCCCTGGACAGTTTGATGTGCTTAT 
GGTTGAGATTTATAATCTGCTTGT 
GGCGGTGACTGCCCCAGACTTGGTT 
TTGTAATGATTTGTACAGGAATAAA 



1 TGACCATTTGGAGGGGCGGGGCCTC 
CTAGAAGAACCTTCTTAGACAATGG 



CAGTCCTCACACCAGCCAAGGTCACA 
GGCAAGAGCAAGAAGAGAAACTGA 

CCTCAGTGATGGAATATCATGAATGT 
GAGTCATTATGTAGCTGTCGTACA 



AC ACAC AACTTCAGCTTTG CATCACG 
AGTCTTGTATTCCAAGAAAATCAA 
GGAATTTCG CACCAGAGGACCC ACC 
AC GTCCTCGCTTCGACATCTTGAAC 
GGAGGCAGCCAGGGCTTACCTGTAC 
ACTGACTTGAGACCAGTTGAATAAA 
CAGAGAAAGAAAAGGCAAAAGACTG 
GTTTGTTTGCTTAATTTCCTTCTGT 

GAAAGCAGGGAAGCAGTGTGAACTC 

TTTATTCACTCCCAGC CTGTCCTGT 

TGGTTAGATTGTTTTCACTTGGTGAT 

CATGTCTTTTCCATGTGTACCTGT 

TGCATCGTAAAACCTTCAGAAGGAAA 

GGAGAATGTTTTGTGGACCACTTT 

TGGACCTGTGACATTCTGGACTATTT 
CTGTGTTTATTTGTGGCCGAGTGT 
TGCAACTAGCAACTCATCTTC G G AAG 
ACACAGCCAGGAGAATGAAGTAGA 
GACTTTCCTCTCTGCG AGCTTCTACT . 
TCTAAGTCTGAATCCAGTCAGAAA 
GTTTCTCTTTGGTTTTCCAGATTTTCT 
TTAGAACGGTGACTGACC CTCCT 
CTGAG CAATAACTAG C ATAACCCCTT 
GGGGCCTCTAAACGGGTCTTGAGG 
TG CCC ATTTCACATTG CTCATTACTCA 
TGCAAATTTCTTCTTGCTAACCT 
AC CC ACC AUG GTAAAATATTC AGGG 
GAACTTGGTTTAAAAGTTTATGCT 
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8105 HUVECcDNA NA AI000459 

8106 HUVECcDNA Hs.172922 AI016204 

8107 HUVECcDNA Hs.96457 AI081571 

8108 HUVECcDNA NA AI082318 

8109 HUVECcDNA Hs.145222 AI187426 

8110 HUVECcDNA Hs.273194 AI285483 

8111 HUVECcDNA Hs.238797 AI307808 

8112 HUVECcDNA Hs.135872 AW028193 

8113 HUVECcDNA Hs.244816 AW078847 

8114 HUVECcDNA Hs.249863 AW162315 

8115 HUVECcDNA Hs.329930 AW170757 

8116 HUVECcDNA Hs.23349 AW237511 

8117 HUVECcDNA NA BE672733 

8118 HUVECcDNA Hs.288443 BF110312 

8119 HUVECcDNA Hs.111301 J03210 

8120 HUVECcDNA Hs.82085 M14083 

8121 HUVECcDNA Hs.80120 Y10343 

8122 HUVECcDNA Hs.10340 AK000452 

8123 HUVECcDNA Hs.73742 AK001313 

8124 HUVECcDNA Hs.808 AK001364 

8125 HUVECcDNA Hs.15978 AK002211 

8126 HUVECcDNA Hs.29692 AK021498 

8127 HUVECcDNA Hs.109672 • AK023900 



Table 8 

3191013 Ot07c08.s1 NCI_CGAP_GC3 cDNA 
clone IMAGEH614158 3' similar to 
gb:Y00361 60S RIBOSOMAL 
PROTEIN (HUM 

3230540 Ot83f03.s1 cDNA. 3' end 

/clone=)MAGE: 1623389 /ctone_end=3' 

3418363 ox59h10.s1 cDNA, 3' end 

/clone=IMAGE: 1660875 /clone_end=3' 

3419110 ox72c08.x1 Soares w NhHMPu_Sl 

cDNA clone IMAGE: 1661 870 3' similar 
to gb:X63527 60S RIBOSOMAL 
PROTEIN 

3738064 qf31d08.x1 cDNA, 3* end 

/clone=IMAGE:1751631 /clone_end=3' 

392371 6 ty56b02jc1 cDNA, 3' end 

/c!one=IMAGE:2283051 /clone_end=3* 

4002412 602081661F1 cDNA, 5" end 

/clone=IMAGE:4245999/clone_end=5" 

5886949 wv61h08.x1 cDNA, 3' end 

/clone=IMAGE:2534079 /clone_end=3' 

6033999 xb18g07j(1 cDNA, 3' end 

/cione=IMAGE:2576700 /clone_end=3* 

6301 348 au66d07.x1 cDNA, 3' end 

fclone=lMAGE:2781229 /clone_end=3' 

6402282 xj24e07.x1 cDNA, 3' end 

/clone=IMAGE:2658180 /clone^nc^* 

6569900 nab70e03j(1 cDNA, 3* end 

/clone=IMAGE:3273292 yclone_end=3' 

10033274 7b75g07.x1 NCI_CGAP_Lu24 cDNA 
clone IMAGE:3234108 3' similar to 
TR:099231 099231 CYTOCHROME 
OXIDASE 

1 0940002 7n36d08.x1 cDNA, 3' end 

/clone=IMAGE:3566654 /c1one_end=3* 

180670 matrix metalloproteinase 2 (gefatinase 
A, 72kD gelatinase. 72kD type IV 
collagenase) (MMP2), mRNA 
/cds=(289,2271) 
1 89566 serine (or cysteine) proteinase inhibitor, 
clade E (nexin, plasminogen activator 
inhibitor type 1), member 1 ■ 
(SERPINE1), mRNA/cds=(75,1283) 

2292903 UDP-N-acetyt-alpha-D- 

galactosamine:po!ypeptide N- 
acetylgalactosaminyltransferase 1 
(GaINAc-T1) (GALNT1), mRNA 
/cds=(31,1710) 

7020548 hypothetical protein FLJ20445 

(FLJ20445), mRNA /cds=(334,1 170) 

7022490 cDNA FLJ10451 fls, clone 

NT2RP1 000959, highly similar to acidic 
ribosomai phosphoprotein P0 mRNA 
/cds=UNKNOWN 

7022577 heterogeneous nuclear 

ribonucleoprotein F (HNRPF), mRNA 
/cds=(323,1570) 

7023952 cDNA FLJ1 1349 fis, clone 

PLACE4000650, weakly similar to 
TUBERIN /cds=UNKNOWN 

1 0432693 cDNA FLJ1 1 436 Ms, done 

HEMBA1001213 /cds=UNKNOWN 

1 0435975 Homo sapiens, Similar to 
siatytransferase 7 ((alpha-N- 
acetylneuraminyl 2,3-betagalactosyl- 
1,3)-N-acetyl galactosaminide alpha-2,6- 
sialytransferase) F, clone MGC:14252 
IMAGE:41 28833, mRNA, complete cds 
/cds=(128,1129) 
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1 GTC AAATAAG GTTGTTCTTTCCTTG AA 
GGACAG CACCCATGC C ACAGCAC 



1 CTGGAAAAACATCACATGGTTGAGTC 
AAGGATGAAAAGTCAAAACTACCT 

1 ATCC ATC C AATAAACAC AGCAACACC 
CTATGCTACTG ACCAAGC AAAG CT 

1 TAGTTAGAGTCCAAGACATGGTTCCT 
CCC CCTTTGTCTGTACATCCTGGC 



1 CAGCCTGCCTGCTTGCCA I i I I I CTT 
CCC CTTCCATTTTTCTAACCTCAG 

1 ACTTCCTCCCCCTCCCCCTAGCATTA 
CTTATATGATATGTTTCCATACCC 

1 AAGGAATTTGTTTTCCCTATCCTAACT 
C AGTAAC AG AGGGTTTACTCC GA 

1 TTTGCATCC CGAGTTTTGTATTCCAA 
GAAAATCAAAGGGGGCCAATTTGT 

. 1 AAACAGGAAGGGGGTTTGGGCCCTT 
TGATCAACTGGAACCTTTGGATCAAG 

1 AAAAACG GTTTATGGGG GTAGGG AAA 
CAGGCCGAAAAGAACGTGGAGAAA 

1 GGGGACTCAGGCCCCCGCTGGGGGT 
CCCACATAGGGTTTTTATCCAAAAA 

1 TGTTGTTG G ATACGTACTTAACTGGT 
ATGCATCCCATGTCTTTGGGTACT 

1 TG AGAG C AC ACC ATAAATTCACAGC A 
GGAATAAACG AAGAC ACACGAG CA 



1 ACCAGGGCTTAAAACCTCAATTTATG 
TTCATGACAGTGGGGATTTTTCTT 

1 AGCCATAGAAGGTGTTCAGGTATTGC 
ACTGCCAACTCTTTGTCCGTTTTG 



1 CCATGCCCTTGTCATCAATCTTGAAT 
CCCATAGCTG CTTGAATCTGCTGC 



1 TTAAGAATGTGGCAGAAATGTATGCT 
GAGGTAGCCCAGTCAATCCTTATT 



1 ATCAGTAGCAAAACAAACCCAGCAAC 
TTCTGTCCAGCATCTGCTGTAGGG 

1 CCCATCTAACTAGCACACGAACCTTC 
CACGAGG ACG CCTGG CGAG AG AAG 



1 GAACTTGGC AGTTGTAGCAGAG GCA 
GTTGAGGCTTGTTGACCATCACCAT 

1 CGCTCTCTCCTGCACAGCACCACCAC 
CAACAGTCTGGATGATTTTAGGCA 

1 TTTTGGGAAGAAAACCCTATGCATCT 
GAAATACAATTGGCAATGGAAGCT 

1 CTCTTTGTTGCTACTC ATTTCTCTCC G 
G CGTCTGCTGAGG GGTAGGTGTC 
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81 28 HUVECcDNA Hs.25635 AK024039 

8129 HUVECcDNA Hs.288967 AK024167 

8130 HUVECCDNA Hs.25001 AK024230 

8131 HUVECcDNA Hs.6101 AK025006 

8132 HUVECcDNA Hs.322680 AK025200 

8133 HUVECcDNA Hs.288061 AK025375 

8134 HUVECcDNA Hs.288869 AK025842 

8135 HUVECcDNA Hs.251653 AK026594 

8136 HUVECcDNA Hs.278242 AK026632 

8137 HUVECcDNA Hs.181165 AKD26650 

8138 HUVECcDNA Hs.108124 AK026741 

8139 HUVECcDNA Hs.274368 AK026775 

8140 HUVECcDNA Hs.241507 AK027187 

8141 HUVECcDNA Hs.334788 BG392671 

8142 HUVECcDNA NA NC_002090 

8143 HUVECcDNA NA U07360 



Table 8 

1 0438304 cDNA FIJI 3977 fis, clone 

Y79AA1001603, weakly similar to 
POLYPEPTIDE N- 

ACETYLGALACTOSAMINYLTRANSF 
ERASE (EC 2.4.1.41) /cds=(4 18,1791) 

10436481 CDNAFU14105 fis, clone 

MAMMA1001202 /cds=UNKNOWN 

10436557 cDNA FLJ14168 fis, clone 

NT2RP2001440, highly similar to 

mRNA for 14-3-3gamma 

/cds=UNKNOWN 
10437439 hypothetical protein MGC3178 

(MGC3178), mRNA /cds=(81, 1055) 
1 0437664 cDNA: FU21 547 fis, clone COL06206 

/cds=UNKNOWN 
10437878 actin, beta (ACTB), mRNA 

/cds=(73,1200) 
1 0438480 nuclear receptor subfamily 2, group F, 

member 2 (NR2F2), mRNA 

/cds=(342,1586) 
1 0439481 tubulin, beta, 2 (TUBB2), mRNA 

/cds=(0,1337) 
10439528 Homo sapiens, clone MGC:3214 

IMAGE:3502620, mRNA, complete cds 

/cds=(2066,3421) 
1 0439548 eukaryotic translation elongation factor 

1 alpha 1 (EEF1A1), mRNA 

/cds=(53,1441) 
1 0439662 cDNA: FLJ23088 fis, clone LNG07026 

/cds=UNKNOWN 
10439706 MSTP032 protein (MSTP032), mRNA 

/cds=(68,319) 
1 0440255 cDNA: FL J 23534 fis, clone LNG06974, 

highly similar to HUMRPS6A ribosomal 

protein S6 mRNA /cds=UNKNOWN 

1 32861 1 9 hypothetical protein FLJ14639 

(FLJ14639), mRNA/cds=(273,689) 
9507429 many doning vectors, kanamycin 

resistance, gene 
476289 Human DXS1 178 locus dinucieotide 
repeat polymorphism sequence 
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1 CAACTTCCTCTTGGTTACCCAGAAGA 
ACAGCAG C ACCGTGATCCAGAGCA 



CTGTACATCTGCATCCC AG CAAAG AG 
CAGCAGGGACAGGAGGGAGGAGAG 

CAC AGAC AGAAG GTTTCGTTCCTC AT 
TCG ACAGTGG CTCATTCAGCTCTG 



TCAAGATTGGCAATTCACTGTGCCCA 

TTAAACCACTCAGTAGCTCAGCCT 

AGTTGTCCTGAGAGTTTTACACTTGT 

GAGAAAATACTGGCAGCTTTGATT 

CACATAGGAATCCTTCTGACCCATGC 

CCACC ATCACG CCCTGGTGCCTGG 

AACAGGAACCTTTATCTCTTTGTGAG 

GCGATTTGCATTCTCCACACAGGC 

GTACTTGCCGC CGGTGGCCTCATTGT 
AGTACACGTTGATGCGTTCCAGCT 
ATAGTGGCTAGGGATTAGGAGGCGA 
AG6CGACAGGAGCAGACACCGGGTC 

CATTTTGGCTTTTAGGGGTAGTTTTC 
ACGACACCTGTGTTCTGGCGGCAA 

CCCTG GTTCAGG AATTAAGGGG ACA 

GACTTGAATAAGAAACAAAACAAAA 

ACAGTAGAGAATTTGAGTACACAGGG 

TATGGAGAGTAGGGCACAAAATGT 

GAAC AGCCTCGTCTTTCCCCGAATG C 

CAGGCAGGATGACGATGAACGTGG 



GACCTCCAGAATTTCCTCATCGCTGT 
CGGTGACCAAGTCCACAGACACTA 
TCTTG CCATCCTATGGAACTGCCTCG 
GTGAGTTTTCTCCTTCATTACAGA 
TGTTACTCCTTCAAGCCCCTGAATCA 
CTATAG CCACGACTCTCCAACTGA 
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TABLE 9: Cardiac Transplant patient RNA samples and array hybridizations 



Patient # 


Sample 


Rejection 
Grade 


RNA Yield 

(US) 


Hybridization # 


14-0001 


1 








2 


3A 


13.6 


107739 


3 


1A 


5.83 j 


107740 


14-0002 


1 








2 








3 








14-0003 


1 


0 


12.8 




2 








3 








14-0004 


1 








2 








14-0005 


1 


3A 


1.08 


107741 


2 


0 


11.2 


107742 


3 








4 








14-0006 


1 


2 


2.02 




2 








3 
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TABLE 10: Differentially expressed probes between samples from patients with high 
and low grade rejection: 



Oligoff 


Gene Represented 


7401 


cDNA clone IMAGE:915561 


1796 


amphiregulin 


4423 


partial IGVH3 gene for immunoglobulin heavy chain V region 


4429 


partial IGVL1 gene for immunoglobulin lambda light chain V region 


4430 


partial IGVH3 DP29 gene for immunoglobulin heavy chain V region 


4767 


cDNA clone COL09252, highly similar to CD24 


4829 


oncostatin M 


8091 


mRNA for a predicted protein 
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We claim: 

1 . A system for detecting gene expression comprising at least two isolated DNA 
molecules wherein each isolated DNA molecule detects expression of a gene wherein 
said gene is selected from the group of genes corresponding to the oligonucleotides 
depicted in SEQ ID NO:l - SEQ ID NO: 8143. 

2. The system of claim 1 wherein said gene is selected from the group of genes 
corresponding to the oligonucleotides depicted in SEQ ID NO:2476, SEQ ID NO: 
2407, SEQ ID NO:2192, SEQ ID NO: 2283, SEQ ID NO:6025, SEQ ID NO: 4481, 
SEQ ID NO:3761, SEQ ID NO: 3791, SEQ ID NO:4476, SEQ ED NO: 4398, SEQ ID 
NO:7401, SEQ ID NO: 1796, SEQ ID NO:4423, SEQ ID NO: 4429, SEQ ID 
NO:4430, SEQ ID NO: 4767, SEQ ID NO:4829, and SEQ ID NO: 8091. 

3. The system of claim 1 wherein the DNA molecules are synthetic DNA, 
genomic DNA, PNA or cDNA. 

4. The system of claim 1 wherein the isolated DNA molecules are immobilized 
on an array. 

5. The system of claim 4 wherein the array is selected from the group consisting 
of a chip array, a plate array, a bead array, a pin array, a membrane array, a solid 
surface array, a liquid array, an oligonucleotide array, polynucleotide array or a 
cDNA array, a microtiter plate, a membrane and a chip. 

6. A method of detecting gene expression comprising a) isolating RNA and b) 
hybridizing said RNA to the isolated DNA molecules of claim 1 . 

7. A method of detecting gene expression comprising a) isolating RNA; b) 
converting said RNA to nucleic acid derived from the RNA and c) hybridizing said 
nucleic acid derived from the RNA to the isolated DNA molecules of claim 1. 

8. The method of claim 7 wherein said nucleic acid derived from the RNA is 
cDNA. 
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9. A method of detecting gene expression comprising a) isolating RNA; b) 
converting said RNA to cRNA or aRNA and c) hybridizing said cRNA or aRNA to 
the isolated DNA molecules of claim 1. 

1 0. A candidate library comprising at least two isolated oligonucleotides wherein 
the oligonucleotides have nucleotide sequences having at least 40-50, 50-60, 70-80, 
80-85, 85-90, 90-95 or 95-100% sequence identity to the nucleotide sequences 
selected from the group consisisting of SEQ ID NO:l- SEQ ID NO: 8143. 

1 1 . The candidate library of claim 10, wherein the nucleotide sequence comprises 
deoxyribonucleic acid (DNA) sequence, ribonucleic acid (RNA) sequence, synthetic 
oligonucleotide sequence, protein nucleic acid (PNA) sequence or genomic DNA 
sequence. 

12. The candidate library of claim 1 1 , wherein the candidate library is 
immobilized on an array. 

13. The candidate library of claim 12, wherein the array is selected from the group 
consisting of: a chip array, a plate array, a bead array, a pin array, a membrane array, 
a solid surface array, a liquid array, an oligonucleotide array, polynucleotide array or 
a cDNA array, a microtiter plate, a membrane and a chip. 

14. A diagnostic oligonucleotide for a disease comprising an oligonucleotide 
wherein the oligonucleotide has a nucleotide sequence selected from the group 
consisting of SEQ ID NO:l - SEQ ID NO: 8143 wherein said oligonucleotide detects 
expression of a gene that is differentially expressed in leukocytes in an individual 
with at least one disease criterion for at least one leukocyte-related disease compared 
to the expression of said gene in an individual without the at least one disease 
criterion, wherein expression of the gene is correlated with the at least one disease 
criterion. 

15. The diagnostic oligonucleotide of claim 1 4, wherein the nucleotide sequence 
comprises DNA, cDNA, PNA, genomic DNA, or synthetic oligonucleotides. 
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1 6. The diagnostic oligonucleotide of claim 14, wherein the disease criterion 
comprises data wherein the data is selected from physical examination data, 
laboratory data, patient historic, diagnostic, prognostic, risk prediction, therapeutic 
progress, and therapeutic outcome data 

17. The diagnostic oligonucleotide of claim 14, wherein the leukocytes comprise 
peripheral blood leukocytes or leukocytes derived from a non-blood fluid. 

18. The diagnostic oligonucleotide of claim 17, wherein the non-blood fluid is 
isolated from the colon, sinus, esophagus, small bowel, pancreatic duct, biliary tree, 
ureter, vagina, cervix uterus, nose, ear, urethra, eye, open wound, abscess, stomach, 
cerebral spinal fluid, peritoneal fluid, pleural fluid, synovial fluid, bone marrow and 
pulmonary lavage. 

19. The diagnostic oligonucleotide of claim 14, wherein the leukocytes comprise 
leukocytes derived from urine or a biopsy sample. 

20. The diagnostic oligonucleotide of claim 14, wherein the leukocytes are 
peripheral blood mononuclear cells or T-lymphocytes. 

2 1 . The diagnostic oligonucleotide of claim 14, wherein the disease is selected ■ 
from the group consisting of cardiac allograft rejection, kidney allograft rejection, 
liver allograft rejection, atherosclerosis, congestive heart failure, systemic lupus 
erythematosis (SLE), rheumatoid arthritis, osteoarthritis, and cytomegalovirus 
infection. 

22. The diagnostic oligonucleotide of claim 14, wherein the differential 
expression is one or more of: a relative increase in expression, a relative decrease in 
expression, presence of expression or absence of expression. 

23. A diagnostic agent comprising an oligonucleotide wherein the oligonucleotide 
has a nucleotide sequence selected from the group consisting of SEQ ID NO; 1 - SEQ 
ED NO: 8143 wherein said oligonucleotide detects expression of a gene that is 
differentially expressed in leukocytes in an individual over time. 
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24. The agent of claim 23 wherein said oligonucleotide is selected from the group 
consisting of SEQ ID N0.2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID 
NO:2283, SEQ ID NO:6025, SEQ ID NO:4481, SEQ ID NO:3761, SEQ ID 
NO:3791, SEQ ID NO:4476, SEQ ID NO:4398, SEQ ID NO-.7401, SEQ ID NO: 
1796, SEQ ID NO:4423, SEQ ID NO:4429, SEQ ID NO.4430, SEQ ID NO:4767, 
SEQ ID NO.-4829, and SEQ ID NO:8091 . 

25. A diagnostic probe set for a disease comprising at least two probes wherein 
each probe detects expression of a gene wherein the gene is selected from the group 
of genes corresponding to the oligonucleotides depicted in SEQ ID NO: I - SEQ ED 
NO:8143 wherein each gene is differentially expressed in leukocytes in an individual 
with at least one disease criterion for a disease selected from Table 1 as compared to 
the expression of the gene in leukocytes in an individual without the at least < 
disease criterion, wherein expression of the gene is correlated with the at least < 
disease criterion. 



:one 
tone 



26. An isolated nucleic acid wherein said nucleic acid comprises a sequence 
depicted in SEQ ID NO:8144 - SEQ ID NO:8766. 

27. An expression vector containing the nucleic acid of claim 26 in operative 
association with a regulatory element which controls expression of the nucleic acid in 
a host cell. 

28. A host cell comprising the expression vector of claim 27. 

29. The host cell of claim 27, wherein the host cell is a prokaryotic cell or a 
eukaryotic cell. 

30. A kit comprising the system of claim 1 . 

31. A system for detecting gene expression in leukocytes comprising an isolated 
DNA molecule wherein said isolated DNA molecule detects expression of a gene 
wherein said gene is selected from the group of genes corresponding to the 
oligonucleotides depicted in SEQ ID NO: 1-SEQ ID NO: 8143 and said gene is 
differentially expressed in said leukocytes in an individual with at least one disease 
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criterion for a disease selected from Table 1 compared to the expression of said gene 
in leukocytes in an individual without the at least one disease criterion. 

32. The system of claim 31 wherein the DNA molecule is at least 16 nucleotides 
in length. 

33. The system of claim 3 1 wherein the DNA molecules are synthetic DNA, 
genomic DNA, PNA or cDNA. 

34. The system of claim 31 wherein the isolated DNA molecule is immobilized on 
an array. 

35. The system of claim 34 wherein the array is selected from the group consisting 
of a chip array, a plate array, a bead array, a pin array, a membrane array, a solid 
surface array, a liquid array, an oligonucleotide array, polynucleotide array or a 
cDNA array, a microtiter plate, a membrane and a chip. 

36. A method of detecting gene expression comprising a) isolating RNA and b) 
hybridizing said RNA to the isolated DNA molecule of claim 31. 

37. A method of detecting gene expression comprising a) isolating RNA; b) 
converting said RNA to nucleic acid derived from the RNA and c) hybridizing said 
nucleic acid derived from said RNA to the isolated DNA molecules of claim 31. 

38. The method of claim 37 wherein said nucleic acid derived from the RNA is 
cDNA. 

39. A method of detecting gene expression comprising a) isolating RNA; b) 
converting said RNA to cRNA or aRNA and c) hybridizing said cRNA or aRNA to 
the isolated DNA molecule of claim 31. 

40. A method of diagnosing a disease comprising obtaining a leukocyte sample 
from an individual, contacting said leukocyte sample with the gene expression system 
of claim 31 and comparing the expression of the gene with a molecular signature 
indicative of the presence or absence of said disease. 
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41. A method of monitoring progression of a disease comprising: obtaining a 
leukocyte sample from an individual, contacting said leukocyte sample with the gene 
expression system of claim 31, and comparing the expression of the gene with a 
molecular signature indicative of the presence or absence of disease progression. 

42. A method of monitoring the rate of progression of a disease comprising: 
obtaining a leukocyte sample from an individual, contacting said leukocyte sample 
with the gene expression system of claim 31, and comparing the expression of the 
gene with a molecular signature indicative of the presence or absence of disease 
progression. 

43. A method of predicting therapeutic outcome comprising: obtaining a 
leukocyte sample from an individual, contacting said leukocyte sample with the gene 
expression system of claim 31, and comparing the expression of the gene with a 
molecular signature indicative of the predicted therapeutic outcome. 

44. A method of determining prognosis for a patient comprising obtaining a 
leukocyte sample from a patient, contacting said leukocyte sample with the gene 
expression system of claim 31, and comparing the expression of the gene, and 
comparing the expression of the gene with a molecular signature indicative of the 
prognosis. 

45. A method of predicting disease complications in an individual comprising 
obtaining a leukocyte sample from an individual, contacting said leukocyte sample 
with the gene expression system of claim 31, and comparing the expression of the 
gene with a molecular signature indicative of the presence or absence of disease 
complications. 

46. A method of monitoring response to treatment in an individual, comprising 
obtaining a leukocyte sample from an individual, contacting said leukocyte sample 
with the gene expression system of claim 31, and comparing the expression of the 
gene with a molecular signature indicative of the presence or absence of response to 
treatment. 
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47. The method according to claim 46, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

48. The method according to claim 41, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

49. The method according to claim 42, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

50. The method according to claim 43, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

51. The method according to claim 44, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

52. The method of claim 50, wherein the genotype is analyzed by one or more 
methods selected from the group consisting of Southern analysis, RFLP analysis, 
PCR, single stranded conformation polymorphism, and SNP analysis. 

53. A method of RNA preparation suitable for diagnostic expression profiling 
comprising: obtaining a leukocyte sample from a subject, adding actinomycin-D to a 
final concentraion of 1 ug/ml, adding cycloheximide to a final concentration of 10 
ug/ml, and extracting RNA from the leukocyte sample. 

54. The method of claim 52, wherein the actinomycin-D and cycloheximide are 
present in a sample tube to which the leukocyte sample is added. 



600 



WO 02/057414 



PCT/US01/47856 



1/10 



Figure 1: Novel Gene Sequence Analysis 
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Figure 2 . Automated Mononuclear Cell RNA Isolation Device 




WO 02/057414 PCT/U SO 1/47856 



3/10 

Figure 3: Kits for discovery of, or application of diagnostic gene sets 
A» Contents of kit for discovery of diagnostic gene sets 

1. Sterile, endotoxin and RNAse free blood collection tubes (>10cc capacity) 

2. Alcohol swabs, tourniquet, 18g needle and syringe (>10cc capacity) 

3. Erythrocyte lysis buffer 

4. Leukocyte lysis buffer 

5. Substrates for labeling of RNA (may vary for various expression profiling techniques) 

For fluorescence cDNA microarray expression profiling: 
Reverse transcriptase and lOx RT buffer 
Poly-dT primer 
DTT 

Deoxynucleotides lOOmM each 
RNAse inhibitor 

Cy3 and Cy5 labeled deoxynucleotides 

6. cDNA microarrays containing candidate gene libraries 

7. Cover slips for slides 

8. hybridization chambers 

9. Software package for identification of diagnostic gene set from data 

Contains statistical methods. 

Allows alteration in desired sensitivity and specificity of gene set. 
Software facilitates access to and data analysis by centrally located database 
server. 

10. Password and account number to access central database server. 

1 1 . Kit User Manual 

B. Contents of kit for application of diagnostic gene sets 

1. Sterile, endotoxin and RNAse free blood collection tubes (>10cc capacity) 

2. Alcohol swabs, tourniquet, 18g needle and syringe (>10cc capacity) 

3. Erythrocyte lysis buffer 

4. Leukocyte lysis buffer 

5. Substrates for labeling of RNA (may vary for various expression profiling techniques) 

For fluorescence cDNA microarray expression profiling: 
Reverse transcriptase and lOx RT buffer 
Poly-dT primer 
DTT 

Deoxynucleotides lOOmM each 
RNAse inhibitor 

Cy3 and Cy5 labeled deoxynucleotides 

6. cDNA microarrays containing diagnostic gene sets 

7. cover slips for slides 

8. hybridization chambers 

9. Software package for identification of diagnostic gene set from data 

Contains statistical methods. 

Allows alteration in desired sensitivity and specificity of gene set. 
Software facilitates access to and data analysis by centrally located database 
server 

10. Password and account number to access central database server. 

11. Kit User Manual 
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Figure 4 
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Expression of Leukocyte Specific Genes 




Figure 5 
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Figure 6 



Expression of Leukocyte-Specific Genes 
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Comparison of Control RNAs 
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Figure 8: Log expression of each probe using the R50 reference RNA. Probe expression 
is ordered by Signal to noise, S/N, decreasing from left to right. 
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Figure 9 
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Figure 10: Differential gene expression between grade 0 and 3A samples: 
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4905 


1390 


248 


0.178417 


0.670576 


6561 


5767 


0.878982 


3.144627 


021325167 


4.68929496 


4905 


1398 


240 


0.171674 


0.645231 


7159 


6112 


0353751 


3.054262 


021125576 
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4481 


1826 


295 


0.161555 


03072 


2973 


2498 


0340229 


3.0O5889 


02020D384 


4.95040579 


3761 


6512 


747 


0.114711 


0.431139 


27381 


17730 


0347529 


2.316513 


0.18611538 


537301111 


3761 


6728 


755 


0.112218 


0.421766 


26820 


16636 


0346634 


2313311 


0.18232143 


5.48481867 


3790 


8572 


1188 


0.138591 


0320889 


17322 


13892 


0301986 


2.869076 


0.16155283 


5.50803866 


3790 


15538 


2128 


0.136955 


0.514739 


17637 


14245 


0.807677 


2.689436 


0.17614525 


5.61339689 


3791 


11974 


1558 


0.1301 15 


0.489034 


24261 


18761 


0.773299 


2.766449 


0.17677319 


535696546 


3761 


6953 


778 


0.111894 


0.42O551 


27621 


18560 


0.671952 


2.403888 


0,1740461 


5.71604612 


3791 


10803 


1411 


0.130508 


0.49081 


17533 


14334 


0317544 


2324735 


0.16781337 


5.95900079 


3790 


1124G 


1453 


0.129201 


• 0.4856 


17074 


13863 


0.811936 


2.904673 


0.16717875 


6.0816215 


4399 


2654 


243 


0.09156 


0.344125 


37518 


21610 


037599 


2.060585 


0.16700357 


538789603 


3791 


10909 


1370 


0.125584 


0.472005 


21668 


16561 


0.856609 


3.064488 


O.15402408 


8.4924922 


4399 


1959 


181 


0.092394 


0.34726 


30274 


19369 


033979 


2.288826 


0.15171979 


639106804 


4399 


2558 


215 


0.08405 


0315899 


36161 


21936 


0.60662 


2.170163 


0.14556481 


6.86979225 


4474 


7538 


684 


0.09074 


0341044 


6038 


4037 


0.668599 


2.391889 


0.14258368 


7.01342553 


4474 


8862 


780 


0.090048 


0338444 


4339 


2975 


0.685642 


245286 


0.13797951 


72474S312 


4474 


7183 


608 


0.084644 


0318133 


5521 


3909 


0.708024 


2.532931 


0.12559874 


736186351 


4475 


8986 


851 


0.094703 


0355938 


1587 


1275 


0.603403 


2.874145 


0.12384126 


8.0748531 


4476 


11118 


1023 


0.092013 


0345828 


871 


682 


0.783003 


2.801184 


0.12345771 


8.09993947 


4475 


7428 


730 


0.098277 


0.36937 


1049 


890 


0.648427 


3.035218 


0.12169477 


821727973 


4476 


10413 


933 


0.0396 


0.336757 


625 


486 


0.7776 


2.781837 


0.12105563 


82606647 


4475 


5841 


484 


0.082863 


031 1436 


1694 


1344 


0793388 


2.838319 


0.10972555 


9.11364747 


4398 


7960 


645 


0.06103 


0304549 


22985 


18694 


0.813313 


2.909599 


0.10467052 


9.55376803 


4398 


11959 


992 


0.08295 


031 1765 


14170 


12597 


0888991 


3.180333 


0.0980291 


102010527 


4398 


6161 


447 


0.072553 


0272689 


16180 


14148 


0374413 


3.128181 


038717165 


11.4716196 
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SEQUENCE LISTING 

<110> BIOCARDIA, INC. 
Wohlgemuth, Jay 
Quertermous , Thomas 
Johnson, Frances 
Fry, Kirk 
Matcuk, George 
Prentice, James 
Phillips, Julie 
Woodward , Robert 
Ly, Ngoc 
Altman, Peter 

<120> LEUKOCYTE EXPRESSION PROFILING 1 

<130> 506612000140 

<150> US 60/241,994 
<151> 2000-10-20 

<150> US 60/296,764 
<151> 2001-06-08 

<160> 8832 

<170> Patentln version 3.1 

<210> 1 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> l 

agagcacttg cagagcctgg gacaacctcc ttattgaagg gaagagggac 



<210> 2 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2 

tggtctcaaa gatttacatg gcaacattcg aaagtcccca gagaagtcct 

<210> 3 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3 

aggacttctc tggggacttt cgaatgttgc catgtaaatc tttgagacca 

<210> 4 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4 
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aggtgccagc aactgaataa atacctctcc cagtgtaaat ctggagccaa 



50 



<210> 5 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5 

gggtgtcttt aaatagcact agccaaatca catatctcca acactcctta 50 



<210> 6 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 7 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7 

cccacagtgc aattcagaat atgctcaggg aatgccagcc accttgtaaa 50 



<210> 8 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 9 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 9 

atcccaccaa agtagtagct ggacccagta gcctagctta ttgtcttggc 50 



<210> 10 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 10 

aatttataac tcctaggggt tatttctgtg ccagacacat tccacctctc 50 

<210> 11 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 6 

taaggagtgt tggagatatg tgatttggct agtgctattt aaagacaccc 



50 



<400> 8 

gccaagacaa taagctaggc tactgggtcc agctactact ttggtgggat 



50 
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<400> 11 

actaattgca ttggcagcat tgtgtctttg accttgtata ctagcttgac 

<210> 12 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 12 

aaaccaaaaa taatcacaac agaaaccagc tgccccaaag gaaccagagg 

<210> 13 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 13 

tcccacoagg actttgctaa caataatgtt tggaaataaa gaagtgctct 

<210> 14 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 14 

tgacactcat gccaacaaga acctgtgccc ctccttccta acctgaggcc 

<210> 15 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 15 

acaaatttta ccctaacagt tttaccacct agcaacagtc atttctgaaa 

<210> 16 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 16 

tttattggta cttcctaaag atagagacta aagtcatggt agtattggcc 

<210> 17 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 17 

ggccaatact accatgactt tagtctctat ctttaggaag taccaataaa 

<210> 18 
<211> 50 



50 



50 



50 



50 



50 



50 



50 
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<212> DNA 

<213> Homo sapiens 



<400> 18 

cctcccattt tgttctcgga agattaaatg ctacatgtgt aagtctgcct 



50 



<210> 19 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 19 

ccgtgcccgg aaacaggccg tggctagaga agagcgagat catctttacc 50 

<210> 20 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 21 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 21 

agatgggtga atcagttggg ttttgtaaat acttgtatgt ggggaagaca 50 

<210> 22 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 23 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 23 

tcaaaagaaa gccttctgga tgctgttaag atgtaccctt caggtgaacc 50 . 

<210> 24 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 20 

ggtctaattt attcaaaggg ggcaagaagt agcagtgtct gtaaaagagc 



50 



<400> 22 

tctctagttg tcactttcct cttccacttt gataccattg ggtcattgaa 



50 



<400> 24 

ccccctttcc ttctaatttt tcagctcctt caatgcaaag tacatgtatt 



50 
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<210> 25 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 25 

cctccaaccc cggaaacttc ctgtgcaacc cagactatca cctttgaaag 50 

<210> 26 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 26 

ggaaggtagt cttcatttgc aatcaggaaa acgaacgtaa aggcacaggt 50 

<210> 27 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 27 

acctgtgcct ttacgttcgt tttcctgatt gcaaatgaag actaccttcc 50 

<210> 28 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 28 

tgttttcctc actacattgt acatgtggga attacagata aacggaagcc 50 

<210> 29 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 29 

cagagcaaga ccctgaagac ccccaaccac ggcctaaaag cctctttgtg 50 

<210> 30 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 30 

gcttcatatg tatggctgtt gctttgcttc atgtgtatgg ctatttgtat 50 

<210> 31 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 31 

cagatgggtt cagcagtctg gtcagtgaga aagggccgag ggtagacagg 50 
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<210> 32 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 32 

tccagggcaa tcaatgttca cgcaacttga aattatatct gtggtcttca 



<210> 33 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 33 

tcatcccgag aacattggct tccacatcac agtatctacc cttacatggt 



<210> 34 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 34 

cgctctcgat attcctgtgc agaaacctgg accacgtcta caaccggctc 



<210> 35 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 35 

cctgctcagc tctgcataag taattcaaga aatgggaggc ttcaccttaa 



<210> 36 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 36 

ggaggaccca cactgctaca cttctgatcc cctttggttt tactacccaa 



<210> 37 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 37 

gaagaacagc agatggcggt gatcagcaga gagattgaac tttgaggagg 



<210> 38 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 38 

ggaatttcct atcttgcagc atcctgtaaa taaacattca agtccaccct 50 

<210> 39 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 39 

cctcaaagtg ctaccgataa acctttctaa ttgtaagtgc ccttactaag 50 

<210> 40 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 40 

agtgggtccc agattggctc acactgagaa tgtaagaact acaaacaaaa 50 

<210> 41 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 41 

ctgtccagcg ccaacagcct ctatgacgac atcgagtgct tccttatgga 50 

<210> 42 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 42 

aaattctggt aagtatgtgc ttttctgtgg gggtgggatt tggaaggggg 50 

<210> 43 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 43 

atgggtgaag agaaccgagc aaagatcaaa ataaaaagtg acacagcagc 50 

<210> 44 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 44 

gctgtgtcca tctttgtcac tgagtgaaat ctctgttttc tattctctga 50 



<210> 45 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 45 

atgtgctgtc aaaacaagtt tttctgtcaa gaagatgatc agaccttgga 50 



<210> 46 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 46 

cagtgatcag ggtcctgcaa gcagtgggga agggggccaa ggtattggag 50 



<210> 47 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 47 

tggacacacg gatcaagacc aggaagaatt gaacttgtca aggtgaaggg 50 



<210> 48 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 48 

aacagacccc ctctagaaat ttttcagatg cttctgggag acaccaaagg 50 



<210> 49 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 49 

gtcagtaggt gcggtgtcta gggtagtgaa tcctgtaagt tcaaatttat 50 



<210> 50 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 50 

agttgtgtgg tcagtaggtg cggtgtctag ggtagtgaat cctgtaagtt caaatttatg 60 



<210> 51 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 51 

tttaagttgt gtggtcagta ggtgcggtgt ctagggtagt gaatcctgta agttcaaatt 60 
tatgattagg 7 0 
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<210> 52 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 52 

gtttgagatg gacacactgg tgtggattaa cctgccaggg agacagagct so 

<210> 53 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 53 

ttgtgactct gaatcccatg ttctcaaact acgctgcctt ccgaagtctg 50 

<210> 54 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 54 

tttaagtact aagtcatcat ttgccttgaa agtttcctct gcattgggtt 50 

<210> 55 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 55 

aacccaatgc agaggaaact ttcaaggcaa atgatgactt agtacttaaa 50 

<210> 56 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 56 

tacctgggca ttcttgtttc attcaattcc acctgcaatc aagtcctaca 50 

<210> 57 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 57 

ccattaaact tacctgggca ttcttgtttc attcaattcc acctgcaatc aagtcctaca 60 

<210> 58 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 58 
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cacctgcaat caagtcctac aagctaaaat tagatgaact caactttgac aaccatgaga 60 
ccactgttat 70 



<210> 59 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 59 

aatgcgtacg tttcctgaga agtgtctaaa aacaccaaaa agggatccgt 50 



<210> 60 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 60 

acgtttcctg agaagtgtct aaaaacacca aaaagggatc cgtacattca atgtttatgc 60 

<210> 61 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 61 

caaatcaatg cgtacgtttc ctgagaagtg tctaaaaaca ccaaaaaggg atccgtacat 60 
tcaatgttta 70 



<210> 62 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 62 

ctccgggaga ggggacggtc aatcctgtgg gtgaagacag agggaaacac 50 

<210> 63 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 63 

ggctgggaaa ctgttggtgg ccagtgggta ataaagacct ttcagtatcc 50 

<210> 64 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 64 

tgctagaggg gcttagagaa ctacaaggcc tgcagaattt cccagagaag 50 
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<210> 65 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 65 

ctgactcagg atgacagaca ggtggaactg ccagtgtaga gggaattcta 50 

<210> 66 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 67 

<211> 50 

.<212> DNA 

<213> Homo sapiens 

<400> 67 

caagcaggaa gcacaaactc ccccaagctg actcatccta actaacagtc 50 

<210> 68 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 69 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 69 

gtcctccacg ccatttcctt ttccttcaag cctagccctt ctctcattat 50 

<210> 70 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 70 

ggcccttcat gtacatccat ggtgtgctgg cttaaaatgt aattaatctt 50 

<210> 71 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 66 

gtaaaggcta tacttgtctt gttcaccttg ggatgacgcc gcatgatatg 



50 



<400> 68 

tcttcaacag accccctcta gaaatttttc agatgcttct gggagacacc 



50 



<400> 71 

aagatgccca accctgtgat cagaacctcc aaatactgcc atgagaaact 



50 
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<210> 72 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 72 

caggagtttg tgtgtctttt ataaaaagtt tgccctggat gtcatattgg 50 



<210> 73 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 74 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 74 

cctttacatc cagataggtt accagtaacg gaacatatcc agtactcctg 50 

<210> 75 

<211> 50 

<212> DNA 

<213> Homo sapiens . 



<210> 76 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 76 

ggccactgaa tgggtaggag caaccactga ctggtcttaa gctgttcttg 50 

<210> 77 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 73 

ccctgagtga cagtcacgac agaacaaaac cacaagacca gaccacattt 



50 



<400> 75 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 



50 



<400> 77 

tgtagggtaa atgtgactgg aatacacctt tggaacggaa ttctttatca 



50 



<210> 78 
<211> 50 
<212> DNA 



<213> Homo sapiens 
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<400> 78 

aggctggaca tcggcccgct ccccacaatg aaataaagtt attttctcat 50 



<210> 79 

<211> 50 

<212> DNA 3 

<213> Homo sapiens 

<400> 79 

tgtagggtaa atgtgactgg aatacacctt tggaacggaa ttctttatca 50 



<210> 80 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 80 

gttgccatgg tgatggtgta gccctcccac tttgctgttc cttactttac 50 



<210> 81 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 81 

ccacccaccc ctcaattaag gcaacaatga agttaatgga taccctctgc 50 



<210> 82 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 82 

gttgccatgg tgatggtgta gccctcccac tttgctgttc cttactttac 50 



<210> 83 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 83 

ccacccaccc ctcaattaag gcaacaatga agttaatgga taccctctgc 50 



<210> 84 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 84 

gctcacctat ttgggttaag catgccaatt taaagagacc aagtgtatgt 50 



<210> 85 
<211> 50 
<212> DNA 
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<213> Homo sapiens 



<400> 85 

tccacctttt gtatttaatt ttaaagtcag tgtactgcaa ggaagctgga 



50 



<210> 86 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 86 

ccctatcccg caaaatgggc ttcctgcctg ggtttttctc ttctcacatt 5 0 

<210> 87 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 88 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 88 

agatcttcaa gtgaacatct cttgccatca cctagctgcc tgcacctgcc 50 

<210> 89 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 90 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 90 

cctgtgatca ggctcccaag tctggttccc atgaggtgag atgcaacctg 50 

<210> 91 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 87 

tccacctttt gtatttaatt ttaaagtcag tgtactgcaa ggaagctgga 



50 



<400> 89 

gctaatttta agcatgttca gtggcagctc ccctccagtt tcagtgtcac 



50 



<400> 91 

acatggtttg actcccgaac atcaccgacg tgtctcctgt ttttctgggt 



50 



<210> 92 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 92 

tcagagctga agaagcgagc tggatggcaa ggcctgtgcg acagataatg 50 

<210> 93 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 93 

tcagccattt tgggcatatg tatctttata atcagactgg aaacgggact 50 

<210> 94 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 94 

atcctggcaa ccttacaatt cctctcggca tttgtcactt ccatctcagc 50 

<210> 95 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 95 

agcttactac agtgaaagaa tgggattggc aagtaacttc tgacttactg 50 

<210> 96 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 96 

attataacat cttcaacaca gaacacactt tgtggtcgaa aggctcagcc 50 

<210> 97 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 97 

tgtcagagat tgcctgtggc tctaatatgc acctcaagat tttaaggaga 50 

<210> 98 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 98 

tgtctggcag ggactgaatg acctgatgtc agatttagat tcttcctggg 50 
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<210> 99 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 99 

gggaggaaca ctgcactctt aagcttccgc cgtctcaacc cctcacagga 



<210> 100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 100 

atgaagaagg gtgtgaaggc tgaacaatca tggatttttc tgatcaattg 



<210> 101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 101 

gcctctgctc cccagggagt tgtgtctgta atcggcctac tattcagtgg 



<210> 102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 102 

ggatgctact gatgggaatg attaagggag ctgctgttta ggtggtgctg 



<210> 103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 103 

tcaggaacaa catctactgc atggcccagc tgctggacaa ctcagacacg 



<210> 104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 104 

cttacatcag gtactttgtc agcttcatca tccagttcca gttccacgag 



<210> 105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 105 
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catccaggag ctgttcaagc gcatctccga gcagttcacg gccatgttcc 



<210> 106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 106 

acctcccact ttgtctgtac atactggcct ctgtgattac atagatcagc 

<210> 107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 107 

gtctttgaga atatgatgtc agacattttc ggatgggctg tttagatgtt 

<210> 108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 108 

ggtcacccag gaggatggca aagagagtcg catctcagtg caggagagac 

<210> 109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 109 

agacccttat ctggaggagg aagagaagca ggagagagaa agccacagcc 



<210> 110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 110 

ggctgtgtcc taaggcccat ttgagaagct gaggctagtt ccaaaaacct 

<210> 111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 111 

gtgctcctgt aagtcaaatg tgtgctttgt actgctgttg ttgaaattga 

<210> 112 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 112 

cagagacata aagagaagat gccaaggccc cctcctccac ccaccgctaa 



<210> 113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 113 

atgggagtaa taagagcagt ggcagcagca tctctgaaca tttctctgga 



<210> 114 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 114 

ccactaatcc tgatgaggct gacaaagttg gggctgagaa cacaatcacc 



<210> 115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 115 

tgttggggtt tcctttacct tttctataag ttgtaccaaa acatccactt 



<210> 116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 116 

cagagtaggc atctgggcac caagaccttc cctcaacaga ggacactgag 



<210> 117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 117 

ctttgcctaa accctatggc ctcctgtgca tctgtactca ccctgtacca 



<210> 118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 118 

ggccactgaa tgggtaggag caaccactga ctggtcttaa gctgttcttg 



<210> 119 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 119 

tgattctgca cttggggtct gtctgtacag ttactcatgt cattgtaatg 50 

<210> 120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 120 

tgtgtaatag gccttttcat gctttatgtg tagcttttta cctgtaacct 50 

<210> 121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 121 

aagttatcat gtccatccgc accaagctgc agaacaagga gcatgtgatt 50 

<210> 122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 122 

aagttatcat gtccatccgc accaagctgc agaacaagga gcatgtgatt 50 

<210> 123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 123 

tggtggatgt taaaccaata ttcctttcaa ctgctgcctg ctagggaaaa 50 

<210> 124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 124 

tgaacttgct gaatgtaagg caggctacta tgcgttataa tctaatcaca 50 

<210> 125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 125 

atttgaccag agcaaagctg aaaaatgaat aactaacccc ctttccctgc 50 
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<210> 126 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 126 

gcaattggag aactggattt gctgtttatg tctctgagaa atgcctgcat ttgaccagag 60 



<210> 127 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 127 

tttgaccaga gcaaagctga aaaatgaata actaaccccc tttccctgct agaaataaca 60 
attagatgcc 70 



<210> 128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 128 

ccctttttgt cccccaactt gagatgtatg aaggcttttg gtctccctgg 50 

<210> 129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 129 

attagaccag accagtgtat ttctaaagaa aatcctgaca tgcacaccca 50 



<210> 130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 130 

gaccctactg ctgatgatac cagtgctgct gtaactgaag aaatgccacc 50 



<210> 131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 131 

acaggcaaag tgacagggga aaaggaatta gtctaagagt aaggggatga 50 



<210> 132 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 132 

ctttcctctt gctgctgggg cctaggtctt cttgctgctg cttccttttc 50 



<210> 133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 133 

agagtttttg ttggtagact ggagctggga tgttgaatca acctcaggca 50 



<210> 134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 134 

tgcctgaggt tgattcaaca tcccagctcc agtctaccaa caaaaactct 50 



<210> 135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 135 

ctgacgatca gcttggaaca gccaaacaga attaacgcaa ctaataacct 50 



<210> 136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 136 

tccttttatg cattggagga aaaacatgtt ggcttttctc ttgacgtggg 50 



<210> 137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 137 

cccacgtcaa gagaaaagcc aacatgtttt tcctccaatg cataaaagga 50 



<210> 138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 138 

ctcaggaaac ccgacagaag aaacatgtaa cacagaactc acgtccacta 50 



<210> 139 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 139 

actcgagacg taaattatgg ctgaatcatc cgctaccttc acgccaatgg 



<210> 140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 140 

tgctgttttc attctgcatt tgtgtagttt ggtgctttgt tccaagttaa 



<210> 141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 141 

aaaaatgaca aaagttatca ccaaaacccc ctttcccatc ttgcactgtt 



<210> 142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 142 

agcttttaat gctccaaatg ctgacccatg caatatttcc tcatgtgatc 



<210> 143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 143 

aaaagaaatg caggtttatt atccagcact gagagagtta acaaggactg 



<210> 144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 144 

agagagactt ctcattggct gtgaaggtag agcttttggg gaaattcctg 



<210> 145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 145 

caggaatttc cccaaaagct ctaccttcac agccaatgag aagtctctct 



<210> 146 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 146 

agagagactt ctcattggct gtgaaggtag agcttttggg gaaattcctg 50 



<210> 147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 147 

catctcagcc ctgcctttct ctggagcatt ctgaaaacag atattctggc 50 

<210> 148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 148 

tcatgataac ctgcagacct gatcaagcct ctgtgcctca gtttctctct 50 

<210> 149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 149 

atgggggtaa taagagcagt agcagcagca tctctgaaca tttctctgga 50 



<210> 150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 150 

gaaattgctt ttcctcttga accacagttc tacccctggg atgttttgag 50 

<210> 151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 151 

aattcctcag gaagtaaaac cgaagaagat ggcccagctc cccaagaaag 50 

<210> 152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 152 

aacatccaag gagaaacaga gacaggccca agagatgaag agtgagaggg 50 
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<210> 153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 153 

tcgtgtgaat cagactaagt gggatttcat ttttacaact ctgctctact 



<210> 154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 154 

gcatatacaa gttggaagac taaagaggtg caatgtgatc tgagcctcca 



<210> 155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 155 

tgagtgtgtt tgtgtgcatg aaagagaaag actgattacc tcctgtgtgg 



<210> 156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 156 

agctgttccc aaattttcta acgagtggac cattatcact ttaaagccct 



<210> 157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 157 

atcaacagac caacattttt ctcttcctca agcaacactc ctagggcctg 



<210> 158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 158 

tatgactgat gatcctccaa caacaaaacc acttactgct cgtaaattca 



<210> 159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 159 
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aaaatactga tgttcctagt gaaagaggca gcttgaaact gagatgtgaa 



<210> 160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 160 

ggaagacttt aaaccaccta gttctcccac tggggcatcg gtctaaagct 

<210> 161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 161 

ccctgttcca caaacccata tgtatccttt cctcaacctc ctcctttccc 

<210> 162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 162 

gtgtgtgagt gtgagtgtga gcgagagggt gagtgtggtc agagtaaagc 

<210> 163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 163 

tctggtcatt caaggatccc ctcccaaggc tatgcttttc tataactttt 

<210> 164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 164 

ggcagctcag gaccactcca atgacccacc taacaagatg aatgaagtta 

<210> 165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 165 

tgttcttcat ctaagccttc tggttttatg ggtcagagtt ccgactgcca 

<210> 166 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 166 

gccttcatgc acctgtcctt tctaacacgt cgccttcaac tgtaatcaca 



<210> 167 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 167 

ccctctcctc tcttcctccc tggaatcttg taaaggtcct ggcaaagatg 



<210> 168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 168 

ctgggctggg acgtgacctg tgctgagggc tgtgagaatg tgaaacaaca 



<210> 169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 169 

gggatgaacg aaagccccct cttcaactcc tctcactttt taaagcattg 



<210> 170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 170 

acaatgttga gttcagcatg tgtctgccat ttcatttgta cgcttgttca 



<210> 171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 171 

tttcagtccc agaacctaca gataccctgc tacttgcttc acgtggatgc 



<210> 172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 172 

aattcagtta gctccattca gaaccaaatg cagtccaagg gaggttatgg 



<210> 173 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 173 

cccatcttac agaagttgag gccaagggag aatggtaggc acagaagaaa 50 



<210> 174 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 174 

tgtgttaagt gcaggagaca ttggtattct gggcaccttc ctaatatgct 50 



<210> 175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 175 

tgtgttaagt gcaggagaca ttggtattct gggcagcttc ctaatatgct 50 

<210> 176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 176 

agctgtgttg gtagtgctgt gttgaattac ggaataatga gttagaacta 50 



<210> 177 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 177 

tgttggggtt tcctttacct tttctataag ttgtaccaaa acatccactt 50 



<210> 178 

<211> 60 

<212> DNA' 

<213> Homo sapiens 

<400> 178 

tgcatgttgg ggtttccttt accttttcta taagttgtac caaaacatcc acttaagttc 60 



<210> 179 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 179 

tgttggggtt tcctttacct tttctataag ttgtaccaaa acatccactt aagttctttg 60 
atttgtacca 70 
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<210> 180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 180 

tctacctgca gtctccattg tttccagagt gaacttgtaa ttatcttgtt 



<210> 181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 181 

gtgtgcgtgt gtgtgtgcct gtccagtgta tattgtgtct tagcttccat 

<210> 182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 182 

ctgaagggaa gagagccttg aatagactga agcgaagacg gttctgcaag 



<210> 183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 183 

ttctctgcat ctaggccatc atactgccag gctggttatg actcagaaga 



<210> 184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 184 

cttcctgtac ctcctcccca cagcttgctt ttgttgtacc gtctttcaat 



<210> 185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 185 

aacctgcaca agcatgtaat aaaagagcac acttaaaaac attctgacca 



<210> 186 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 186 

tggtcagaat gtttttaagt gtgctctttt attacatgct tgtgcaggtt 



<210> 187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 187 

ccttctgaag gtgtatagat acagcttgtc ttgaaatgtc tttctccaca 



<210> 188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 188 

tgtggagaaa gacatttcaa gacaagctgt atctatacac cttcagaagg 



<210> 189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 189 

tgctaggtca cagaggatct gcttggtctt gataagctat gttgttgcac 



<210> 190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 190 

ctagaggacc attcatgcaa tgactatttc taaagcacct gctacacagc 



<210> 191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 191 

gggagtttct gagggtctgc tttgtttacc tttcgtgcgg tggattcttt 



<210> 192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 192 

tcggaggagt cggacgagga tatgggattt ggtctctttg actaatcacc 



<210> 193 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 193 

ttccttcctc ggtggtgtta atcatttcgt ttttaccctt taccttcgga 



<210> 194 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 194 

gtctacatca actattacga catgaacgcg gccaatgtgg gctggaacaa 



<210> 195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 195 

cagaagggtc aaaaagctcc agcccagaaa gcacctgctc caaaggcatc 



<210> 196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 196 

gaccttcctg ccaccagtca ctgtccctca aatgacccaa agaccaatat 



<210> 197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 197 

gagatgggga gggctaccac agagttatcc actttacaac ggagacacag 



<210> 198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 198 

atgggtttgg cttgaggctg gtagcttcta tgtaattcgc aatgattcca 



<210> 199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 199 

catccctcca tgtactctgg gtatcagcaa ctgtcctcat cagtctccat 



<210> 200 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 200 

accttacagg agatcatcaa aactttgaac agcctcacag agcagaagac 



<210> 201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 201 

gagaagacag tggcgaccaa gacgattttc tgccttagag caagggattc 



<210> 202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 202 

caggggatca gtgaaggaag agaaggccag cagatcagtg agagtgcaac 



<210> 203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 203 

cccattccct ctctactctt gacagcagga ttggatgttg tgtattgtgg 



<210> 204 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 204 

acttaatatg tgggaaaccc ttttgcgtgg tccttaggct tacaatgtgc 



<210> 205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 205 

aaaatacaag ggctgttggt gagagcagac ttgaggtgat gatagttggc 



<210> 206 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 206 

ccagattttc cccaaacttg cttctgttga gatttttccc tcaccttgcc 



31/1425 



WO 02/057414 PCT/USO 1/4 7856 



<210> 207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 207 

accttgggtt gagtaatgct cgtctgtgtg ttttagtttc atcacctgtt 50 



<210> 208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 208 

aaactcccct ttcttgaggt tgtctgagtc ttgggtctat gccttgaaaa 50 



<210> 209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 209 

ctcagtgttg gtgtggtgat gtttgttgct tttatgattt catattgtgc 50 



<210> 210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 210 

ctgtatcttt gacaattctg ggtgcgagtg tgagagtgtg agcagggctt 50 



<210> 211 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 211 

gataagtgtc ctatggggat ggtccactgt cactgtttct ctgctgttgc 50 



<210> 212 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 212 

tttagccaaa ggataagtgt cctatgggga tggtccactg tcactgtttc tctgctgttg 60 

<210> 213 

<211> 70 

<212> DNA' 

<213> Homo sapiens 

<400> 213 
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atttatatta gtttagccaa aggataagtg tcctatgggg atggtccact gtcactgttt 60 
ctctgctgtt 



70 
» 

<210> 214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 214 

gaaggaagaa gtggggtgga agaagtgggg tgggacgaca gtgaaatcta 50 

<210> 215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 215 

ccatcaatga ggtatcttct ttagtggtgg tatgtaatgg aacttagcca 50 

<210> 216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 216 

aaagacgtgc actcaacctt ctaccaggcc actctcaggc tcaccttaaa 50 

<210> 217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 217 

ccaagctgct tgtcctgggc ctgcccctgt gtatt caeca ccaataaatc 50 

<210> 218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 218 

cactggggac gagacaggtg ctaaagttga acgagctgat ggatatgaac 50 

<210> 219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 219 

cgttgctgaa gtggtaattg aggaaaacag ttccccagat tgttaagagt 50 

<210> 220 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 220 

ctccccgtga gcactgcgta caaacatcca aaagttcaac aacaccagaa 



<210> 221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 221 

agtgcctttc aggatctatt tttggaggtt tattacgtat gtctggttct 



<210> 222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 222 

agaacaaact aagccaggta tgcaaatatc gctgaataga aacagatgga 



<210> 223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 223 

agaacaaact aagccaggta tgcaaatatc gctgaataga aacagatgga 



<210> 224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 224 

gcaattcctc aggctaagct gccggttctt aaatccatcc tgctaagtta 



<210> 225 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 225 

tcctggtggc tctttgtgga ggaaactaaa cattcccttg atggtctcaa 



<210> 226 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 226 

ctttgggttg gagctgttcc attgggtcct cttggtgtcg tttccctccc 
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<210> 227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 227 

agaaaaagct tgggttaact cagtagttag atcaaagcaa atgtggactg 50 



<210> 228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 228 

acagatgtag caacatgaga aacgcttatg ttacaggtta catgagagca 50 



<210> 229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 229 

tgtttaatgg tagttttaca gtgtttctgg cttagaacaa aggggcttaa 50 

<210> 230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 230 

tgccagcata tactgaagtc ttttctgtca ccaaatttgt acctctaagt 50 



<210> 231 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 231 

gctgcatatg agtaaagtta ccccaaccac agtgaggagg aagatgttca 50 



<210> 232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 232 

aaacctccag tactttggtt gacccttgta tgtcacagct ctgctctatt 50 



<210> 233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 233 

acctgatcaa tgacagagcc ttctgaggac attccaagac agtatacagt 50 
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<210> 234 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 234 

gcccttccct tcttggtttc caaaggcatt tattgctgag ttatatgttc 



<210> 235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 235 

ctgattgtag cagcctcgtt agtgtcaccc cctcctccct gatctgtcag 



<210> 236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 236 

accaaaaaga atagggaaaa acaagaattt catgactcta cctgtggtct 



<210> 237 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 237 

gacttttcca accctcatca ccaacgtctg tgccattttg tattttacta 



<210> 238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 238 

gctcgctacc agaaatccta ccgataagcc catcgtgact caaaactcac 



<210> 239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 239 

acctgagtcc cacaacaatt gaaactgcaa tgaagtctcc ttattctgct 



<210> 240 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 240 

aattgatgag gatgctcctg ggagggatgc gtgactatgt ggtgttgcac 50 



<210> 241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 241 

tgaaatatgg gaaagttgct gctattgatt cagggtctgt cttggaggca 50 

<210> 242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 242 

caactgatag ccacgctgaa gaatggaagg aaaatttgct tggacctgca 50 



<210> 243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 243 

tgtgtaaata cataagcggc gtaagtttaa aggatgttgg tgttccacgt 50 



<210> 244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 244 

aaccctcctc caatggaaat tcccgtgttg cttcaaactg agacagatgg 50 

<210> 245 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 245 

cctccaatgg aaattcccgt gttgcttcaa actgagacag atgggactta acaggcaatg 60 

<210> 246 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 246 

ccaaccctcc tccaatggaa attcccgtgt tgcttcaaac tgagacagat gggacttaac 60 
aggcaatggg 70 



<210> 247 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 247 

aatcatcatc tggatttagg aattgctctt gtcatacccc caagtttcta 



<210> 248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 248 

gcaagacata gaatagtgtt ggaaaatgtg caatatgtga tgtggcaaat 



<210> 249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 249 

tctccatctt ggtataaata cacttccaca gtcagcacgg ggatcacaga 



<210> 250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 250 

tctccttact gggatagtca ggtaaacagt tggtcaagac tttgtaaaga 



<210> 251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 251 

acccatgatg agctcctctt cctggcttct tactgaaagg ttaccctgta 



<210> 252 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 252 

tgacatcata ttctttcaga gaagtgtccc aggacatgat aataagatgc 



<210> 253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 253 

atcagaaacc gaagattaac tacacagctc cagaagactc agacctcaaa 
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<210> 254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 254 

caggttctta agggattctc cgttttggtt ccattttgta cacgtttgga 50 



<210> 255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 255 

ctagaagatc cacatcctct acaggtcggg gaccaaaggc tgattcttgg 50 

<210> 256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 256 

cttcttttgc catgtttcca ttctgccatc ttgaattgtc ttgtcagcca 50 

<210> 257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 257 

catggagact tgaggagggc ttgaggttgg tgaggttagg tgcgtgtttc 5 0 

<210> 258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 258 

cccatgtaag caccccttca tttggcattc cccacttgag aattaccctt 5 0 

<210> 259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 259 

cttgggccag actgtcaggg ttcaaggagg gcatcaggag cagacggaga 50 

<210> 260 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 260 
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cctccgctca actagcagat acagggatga ggcagacctg actctcttaa 



<210> 261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 261 

cagcggaacc cttagcaccc acatggacca acagttcttc caaacttgac 

<210> 262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 262 

atgcctggtg cttccaaata ttgttgacaa ctgtgactgt acccaaatgg 



<210> 263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 263 

cctctctcca aacccgtttt ccaacatttg ttaatagtta cgtctctcct 



<210> 264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 264 

tcatttgttg tgtgactgag taaagaattt ttggatcaag cggaaagagt 

<210> 265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 265 

tgaggatgta gagagaacag gtgggctgta ttcacgccat tggttggaag 



<210> 266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 266 . - _ _. . _ 

gaaattaaat gggttccagg tcttaaagaa agtgcagaag agatggtcaa 



<210> 267 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 267 

aaccactatc atctacggca caaacttgca aaagctgtcc acaccatttt 50 



<210> 268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 268 

cccgttttgg ggacgtgaac gttttaataa tttttgctga attctttaca 50 



<210> 269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 269 

tcagttttca ggagtgggtt gatttcagca cctacagtgt acagtcttgt 50 



<210> 270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 270 

agcctatctg cttaagagac tctggagttt cttatgtgcc ctggtggaca 50 



<210> 271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 271 

gagtagaagg acaacagggc agcaacttgg agggagttct ctggggatgg 50 



<210> 272 
<211> 50 

<213> Homo sapiens 
<400> 272 

gttctggaac taaagggatc tgaaacaaca ttcatgtgtg aatatgcaga 50 



<210> 273 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 273 

tggaactaaa gggatctgaa acaacattca tgtgtgaata tgcagatgag acagcaacca 60 



<210> 274 
<211> 70 
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<212> DNA 

<213> Homo sapiens 



<400> 274 

cagggactta atcagcaata tcaacgtaat agttctggaa ctaaagggat ctgaaacaac 



60 



attcatgtgt 



70 



<210> 275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 275 

acccattcca tttatctttc tacagggctg acattgtggc acattcttag 50 



<210> 276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 276 

tgaacctcca acagggaagg ctctgtccag aaaggattga atgtgaaacg 50 

<210> 277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 277 

tgaaggagat gatgagaatc ttattccagg gaccaacatt aacacaacca 50 



<210> 278 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 278 

ctctctggag gtactgagac agggtgctga tgggaaggag gggagccttt 50 

<210> 279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 279 

ctcttcggca aatgtagcat gggcacctca gattgttgtt gttaatgggc 50. 

<210> 280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 280 

ttccagaaag aaaagatgag agggatgaga ggcaagatat gaagatgaaa 50 
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<210> 281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 281 

ggccagcctg gacccaatca tgaggaagat gcagactctt atgagaacat 50 



<210> 282 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 282 

aatgtttgcc cagaataaag aaaataagct ttgcacacac tctcaattct 50 



<210> 283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 283 

gggaaagaaa taccaaccct gcaataagtg tactaaactc tacgctctgg 50 



<210> 284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 284 

caccagcgcc ttggctttgt gttagcattt cctcctgaag tgttctgttg 50 



<210> 285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 285 

acatcgtgat tctccagctc aacgggtcgg ccaccatcaa cgccaacgtg 50 



<210> 286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 286 

agctacgtat ccatcgtgat ggcatctaca tggtacacat ccaggtgacg 50 



<210> 287 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 287 

ccacactgaa tctcccctcc tcacagttgc catgtagacc ccttgaagag 50 



<210> 288 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 288 

cagtccccca ccacactgaa tctcccctcc tcacagttgc catgtagacc ccttgaagag 60 



<210> 289 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 289 

ccatgtagac cccttgaaga ggggaggggc ctagggagcc gcaccttgtc atgtaccatc 60 
aataaagtac 70 



<210> 290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 290 

ctcttcaagg ggtctacatg gcaactgtga ggaggggaga ttcagtgtgg 50 



<210> 291 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 291 

ctcttcaagg ggtctacatg gcaactgtga ggaggggaga ttcagtgtgg tgggggactg 60 

; 

<210> 292 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 292 

gtactttatt gatggtacat gacaaggtgc ggctccctag gcccctcccc tcttcaaggg 60 
gtctacatgg 70 



<210> 293 . . . . . 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 293 

tttccttgtt ccctcccatg cctagctgga ttgcagagtt aagtttatga 5 0 
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<210> 294 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 294 

tttccttgtt ccctcccatg cctagctgga ttgcagagtt aagtttatga ttatgaaata 60 



<210> 295 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 295 

gttccatgtt ttccttgttc cctcccatgc ctagctggat tgcagagtta agtttatgat 60 
tatgaaataa 70 



<210> 296 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 296 

tcataaactt aactctgcaa tccagctagg catgggaggg aacaaggaaa 50 



<210> 297 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 297 

tatttcataa tcataaactt aactctgcaa tccagctagg catgggaggg aacaaggaaa 60 



<210> 298 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 298 

ttatttcata atcataaact taactctgca atccagctag gcatgggagg gaacaaggaa 60 
aacatggaac 70 



<210> 299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 299 

gtcatccacc tggccctcaa ggagagaggc gggaggaaga agtagacaag 50 



<210> 300 
<211> 50 
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<212> DNA . 

<213> Homo sapiens 

<400> 300 

tgactgagga ggagaagaat atcaaatggg gttgagtgtg cagatctctg 



<210> 301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 301 

tggttttcca aaatgcacac tgcgggttat tgatttgttc tttacaacta 



<210> 302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 302 

actgtcagca tgttgttgtt gaagtgtgga gttgtaactc tgcgtggact 



<210> 303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 303 

tgagtcacat cctgggatcc agtgtataaa tccaatatca tgtcttgtgc 



<210> 304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 304 

gttctgctac tgcgaattga tgacatcgtt tcaggccaca aaaagaaagg 



<210> 305 

<211> 50 

<212> . DNA 

<213> Homo sapiens 

<400> 305 

acattccctt ggatgtagtc tgaggcccct taactcatct gttatcctgc 



<210> 306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 306 

actggcttcc atcagtggta actgctttgg tctcttcttt catctgggga 
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<210> 307 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400>. 307 

ccattggaga acttggcaac tcacttggcg gatccatggc acaacaacat 



<210> 308 

<211> 50 

<212> DNA 

<213> Arabidopsis 



thaliana 



<400> 308 

ttttctcctt tgtgtaattg tggattggat cttgtcctct tttgttccct 



<210> 309 
<211> 50 
<212> DNA ' 

<213> Arabidopsis thaliana 
<400> 309 

tattctttcg tgtcagggct tgaaccaagt atccccgctt cttctacccc 



<210> 310 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 310 

catcaagtga agtggggaat aacgacatca tttgcctgaa gagtatggtt 



<210> 311 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 311 

aatgagggca ttggtttgct agttgctaat tgatcagtga tgtattgtca 



<210> 312 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 312 

tggaatcaac aagatggctt ctttccccac caaaactaag tgatcatcag 



<210> 313 

<211> 50 

<212> DNA 

<213> Arabidopsis thaliana 



<400> 313 

tggaccgtaa tgaatgaatg tacacgccat aaacgccctt tgttcaagca 
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<210> 314 
<211> 50 
<212> DNA 

<213> Arabidopsis-thaliana 
<400> 314 

cctcactctt gtacccacgg tagattcatg taaaatacca cttatgacgc 50 



<210> 315 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 315 

ggttagcgac cttgttgttg ttgttgtgtt cttacatctt cttcttgaac 50 

<210> 316 
<211> 50 
<212> DNA ' 

<213> Arabidopsis thaliana 
<400> 316 

ggcgaaaagg acggtcttgc ttgtttgtaa tttgtgtgga gataaaaaga 50 



<210> 317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 317 

ccctttttgt cccccaactt gagatgtatg aaggcttttg gtctccctgg 50 



<210> 318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 318 

tgaaatatca gactagtgac aagctcctgg tcttgagatg tcttctcgtt 50 



<210> 319 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 319 

ggttgagtta cttcctatca agccagtacc gtgctaacag gctcaatatt cctgaatgaa 60 



<210> 320 

<211> 70 

<212> DNA 

<213> Homo sapiens 
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<400> 320 

gttgagttac ttcctatcaa gccagtaccg tgctaacagg ctcaatattc ctgaatgaaa 6 0 

70 

tatcagacta 



<210> 321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 321 

aacgagaaga catctcaaga ccaggagctt gtcactagtc tgatatttca *v 



<210> 322 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 322 

ttcattcagg aatattgagc ctgttagcac ggtactggct tgataggaag taactcaacc 60 



<210> 323 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 323 

tagtctgata tttcattcag gaatattgag cctgttagca cggtactggc ttgataggaa 60 
gtaactcaac 



<210> 324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 324 

tttcaagaca gaaagtgacg cagagaacct ccccggccca gtctcgacgc 



<210> 325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 325 

gcgtcgagac tgggccgggg aggttctctg cgtcactttc tgtcttgaaa *v 



<210> 326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 326 

cctagacacc tgcatcagtc aaggtcatgg atattgggaa gacagacagc 
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<210> 327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 327 

gctgtctgtc ttcccaatat ccatgacctt gactgatgca ggtgtctagg 



<210> 328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 328 

aaataagaag aggaaagaga gaggcctgcc ctaacccact gttgtgctga 

<210> 329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 329 

tcagcacaac agtgggttag ggcaggcctc tctctttcct cttcttattt 



<210> 330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 330 

ctcatgcctg cagtgctgct catgttgccc ccttggaatt acttgttcaa 



<210> 331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 331 

ttgaacaagt aattccaagg gggcaacatg agcagcactg caggcatgag 

<210> 332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 332 

ccaatttcta taattattga acagcttttc gtggggccag cacaaagtct 



<210> 333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 333 
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agactttgtg ctggccccac gaaaagctgt tcaataatta tagaaattgg 



<210> 334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 334 

tggctacaaa tagagtagag aacagactcc agtcctcaaa gactttcagt 

<210> 335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 335 

actgaaagtc tttgaggact ggagtctgtt ctctactcta tttgtagcca 

<210> 336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 336 

agttaagatg gaagaatata gagaccttct gaagagcact gtagcttgga 

<210> 337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 337 

tccaagctac agtgctcttc agaaggtctc tatattcttc catcttaact 

<210> 338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 338 

cactcctatg gcatgtggaa gcaggtctga gcagtgtgca tagaagaaaa 

<210> 339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 339 

ttttcttcta tgcacactgc tcagacctgc ttccacatgc cataggagtg 

<210> 340 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 340 

gctctccgtt gacaatggcc aaagaataga agctctagac cttccttatt 



<210> 341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 341 

aataaggaag gtctagagct tctattcttt ggccattgtc aacggagagc 



<210> 342 

<2il> 50 

<212> DNA 

<213> Homo sapiens 

<400> 342 

ggcaaaacgc acctggcaca acagaacgaa taatacagaa gctggatgac 



<210> 343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 343 

gtcatccagc ttctgtatta ttcgttctgt tgtgccaggt gcgttttgcc 



<210> 344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 344 

tagccatttc ttcctgattg tgcctagtat atcccagaca gtttgtttct 



<210> 345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 345 

agaaacaaac tgtctgggat atactaggca caatcaggaa gaaatggcta 



<210> 346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 346 

ggttggaatg gtgatcggga tgcagtgaga tactcttgtg agagggcaaa 



<210> 347 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 347 

tttgccctct cacaagagta tctcactgca tcccgatcac cattccaacc 50 



<210> 348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 348 

gccatgagat tcaacagtca acatcagtct gataagctac ccgacaaagt 50 

<210> 349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 349 

actttgtcgg gtagcttatc agactgatgt tgactgttga atctcatggc 50 

<210> 350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 350 

aagaggacaa gtttgagagg caacacttaa acactagggc tactgtggca 50 



<210> 351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 351 

tgccacagta gccctagtgt ttaagtgttg cctctcaaac ttgtcctctt 50 

<210> 352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 352 

atttgcttta aattgagttt ccttgccatt gcacactcct atctttctga 50 

<210> 353 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 353 

tcagaaagat aggagtgtgc aatggcaagg aaactcaatt taaagcaaat 50 
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<210> 354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 354 

aaaagtcact accaggctgg cagggaatgg ggcaatctat tcatactgat 



<210> 355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 355 

atcagtatga atagattgcc ccattccctg ccagcctggt agtgactttt 



<210> 356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 356 

atattgattt ggatacggtg aataagctgg acaagatgtt gaggagaggg 



<210> 357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 357 

ccctctcctc aacatcttgt ccagcttatt caccgtatcc aaatcaatat 



<210> 358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 358 

aatgtgcaag gtgaaatgct tttggataaa cgtaagccta ttttctgacg 



<210> 359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 359 

cgtcagaaaa taggcttacg tttatccaaa agcatttcac cttgcacatt 



<210> 360 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 360 

ttcatctcta aggcacactt gctacccctc tttgctgacc ccagattgtg 
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<210> 361 

<211> 50 

<212> 'DNA 

<213> Homo sapiens 

<400> 361 

cacaatctgg ggtcagcaaa gaggggtagc aagtgtgcct tagagatgaa 

<210> 362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 362 

ttctggcaag ctcttgtcat ggtgttcgac acttccttct gtcttcttgg 

<210> 363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 363 

ccaagaagac agaaggaagt gtcgaacacc atgacaagag cttgccagaa 

<210> 364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 364 

ggtcaatgta gccaattatt tgtttcaaca gttgcagaac agatatttca 

<210> 365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 365 

tgaaatatct gttctgcaac tgttgaaaca aataattggc tacattgacc 

<210> 366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 366 

tgaaaagaca gctaatttgg tccaacaaac atgactgggt ctagggcacc 

<210> 367 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 367 

ggtgccctag acccagtcat gtttgttgga ccaaattagc tgtcttttca 50 



<210> 368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 368 

tggatcattg cccaaagttg cacgcactga ctccttacct gtgaggaatg 50 



<210> 369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 369 

cattcctcac aggtaaggag tcagtgcgtg caactttggg caatgatcca 50 



<210> 370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 370 

ttaaaacatt aaaagattga ctccactttg tgccaagctc tgcgggtagg 50 



<210> 371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 371 

cctacccgca gagcttggca caaagtggag tcaatctttt aatgttttaa 50 



<210> 372 

<211> 50 

<212> DNA' 

<213> Homo sapiens 

<400> 372 

tgaatttgga gtccctggca cataaatcta ccttcaaatc agaggtcctt 50 



<210> 373 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 373 

aaggacctct gatttgaagg tagatttatg tgccagggac tccaaattca 50 



<210> 374 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 374 

tgggtcagag acgaaaaggg ctattattag gtcaaacatt acagaaatca 



<210> 375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 375 

tgatttctgt aatgtttgac ctaataatag cccttttcgt ctctgaccca 



<210> 376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 376 

ctgatttaac aggtggttct gcgggcgtcc aggtcaacat ctttttgtcc 



<210> 377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 377 

ggacaaaaag atgttgacct ggacgcccgc agaaccacct gttaaatcag 

<210> 378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 378 

gtcactttag cgagcgggaa aacaatggcg gaaagggaaa acctggaaag 



<210> 379 

<211> 50 

<212;> DNA 

<213> Homo sapiens 

<400> 379 

ctttccaggt tttccctttc cgccattgtt ttcccgctcg ctaaagtgac 



<210> 380 

<211> 50 

<212> DNA 

<T213> Homo sapiens 

<400> 380 

taattaatag agctcactta agattgccca tcaagaaaca ggagggtggt 

<210> 381 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 381 

accaccctcc tgtttcttga tgggcaatct taagtgagct ctattaatta 50 



<210> 382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 382 

agtcctgctg aatcattggt ttatagaaga ctatctggag ggcctgatag 50 

<210> 383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 383 

ctatcaggcc ctccagatag tcttctataa accaatgatt cagcaggact 50 

<210> 384 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 384 

atgtgattcc atgataatca aatagtgaat acattataaa gtcagcaact 50 

<210> 385 

<211> 50 

<212> DNA 

<213>. Homo sapiens 

<400> 385 

atatatgggg gctgggcctc gggactctcg ctctaataaa ggactgtagg 50 

<210> 386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 386 

ttttgaccca gatgatggtt cctttacaga acaataaaat ggctgaacat 50 



<210> 387 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 387 

tgagcactgg aaacagtttc atggagttta agttgagtga acatcggcca 50 
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<210> 388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 388 

atgcatttag tttttggcac cgtagtttaa gggtgggatt gccagttttt 

<210> 389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 389 

ggttgtgtct ctggtttccc cttttccccg tggttttaat ttttaagaac 

<210> 390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 390 

ggaggacacc cctgtgtgtt gctgctgcct tccgtgctgt ctactgtatc 

<210> 391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 391 

gcatcagaga gaatatggaa ggacatcgac cctaacttca tccagtgagg 

<210> 392 

<211> 50 

<212> DNA ' 

<213> Homo sapiens 

<400> 392 

accatagcag acagggtcag atggaatatt agcggtttag gtgaagaacc 

<210> 393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 393 

agacagaaga caaggccaaa tgggtgtctc tggaatgata gacttagaaa 

<210> 394 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 394 
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atccacattc ttacctttgg tagtcaggtt tggctacttt gcagctcgcc 



<210> 395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 395 

atagcagtgg attaccaaca ccttgacttc ttgtacagtg ctaacatctt 



<210> 396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 396 

tagtaaaagt gaaagagaaa gggtttttcc tgccacagga tataactttt 



<210> 397 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 397 

aaagcggtcg tttccccaca aggtgtccaa ctttgcggta ctcacactta 



<210> 398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 398 

ctaggcccgc ccaccccaac cttctggtgg ggagaaataa acggtttaga 

<210> 399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 399 

tgcactaaac agttgcccca aaagacatat cttgttttaa ggcccagacc 

<210> 400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 400 

ttggatgaag ctgaaaagac actaagacct tctgtgcctc agatccctga 

<210> 401 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 401 

gtgtggccta aggaacacct cttgtgggga gtaagagcca gcccttctcc 50 

<210> 402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 402 

aaggatgaag gactgatgga gggcagagga actggaggca gcaggcacaa 50 

<210> 403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 403 

agatgtctgt ataaacaacc tttgggtagc aggtggtcag ttaggcagga 50 

<210> 404 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 404 

tgcttgtctt ttaaacacct tcacagatat catttgcacc ttgccaaagg 50 

<210> 405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 405 

gggtaggcag cttgcaccca gttctccttt atctcaactt attttcctgg 50 

<210> 406 

<211> 50 

<212> DNA 

<23.3> Homo sapiens 

<400> 406 

ccggtgtccc tgagtgaggg caaagttgta ataacacttg ttctctcctt 50 . 

<210> - 407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 407 

acggcgttct gaaatttagc acactgggaa gtccacatgg ttcatctgaa 50 

<210> 408 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 408 

aatgagatca cagatggtga cactgagcgg aaggatgcag tacctcggag 



<210> 409 

<211> 50 v 

<212> DNA 

<213> Homo sapiens 

<400> 409 

tccttgcaaa acatttggct agtggtgttc agagaaatac caaaacgtgt 



<210> 410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 410 

ggcaaagggg aaggatgatg ccatgtagat cctgtttgac atttttatgg 



<210> 411 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 411 

actgttaacc aaattttgag caaggagtct caaaggtaat tctgaaccag 



<210> 412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 412 

actagcagat tgaatcgata ttcattaagt taggaatggt tggtggtcct 



<210> 413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 413 

aattgtgctt tgtatcagtc agtgctggag aaatcttgaa tagcttatgt 



<210> 414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 414 

aggaaaccaa gccctcacag gaaagaaagc ctgaatcaag aaaacaaagt 
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<210> 415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 415 

actgagcagg acaactgacc tgtctccttc acatagtcca tatcaccaca 50 



<210> 416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 416 

gcgtaaaacg ccagggccat cttcttactt aagccacatc ctgaaccagg 50 



<210> 417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 417 

agcgacaaga aggaatctgg tgaattttag tcatcccagc tttttagtct 50 



<210> 418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 418 

gctggggctg agagagggtc tgggttatct ccttctgatc ttcaaaacaa 50 



<210> 419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 419 

tcatggacac aaactttgga gtataagcga catcccttaa gcaacaggct 50 



<210> 420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 420 

attcaagtca gggcctctct gcccttttcc ctccagaaac aaaaccaaga 50 



<210> 421 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 421 

tgtttgtacc actagcattc ttatgtctgt acttgaacgt gtagttagca 50 
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<210> 422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 422 

aatatagctc cactaaagga ccatagggaa gagccagcct tgccttttct 



<210> 423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 423 

gacagtccat taagttgatt tccagtggtg aagggtcaga cacgcctccc 



<210> 424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 424 

cctgggttgc cttgtaatga aaagggagat cgagccattg taccacctta 

<210> 425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 425 

gttcactgtt taacagccag aagccagagc ctgcgtacta gaagtggatg 



<210> 426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 426 

ttgtcaagtg gatctgcccc aaagtttgct ttgaggaaac gggcctccct 



<210> 427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 427 

cttgtatgga aaacagatgc tgacagaatt gtagactacc atgccacaca 



<210> 428 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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aaatctaaga cacccaaacc cctctttgtc cctaagtagc cctagcctgg 

<210> 429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 429 

agctgtttaa ttgaattgga atcgttccac ttggaaccca agtttggaaa 

<210> 430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 430 

tttttctacg ttatctcatc tccttgtttt cagtgtgctt caataatgca 

<210> 431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 431 

ctcccatctg cacacctgga tcaaggtagc ctctctgcac aagggcaggt 

<210> 432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 432 

tgtttttgct tcctcagaaa ctttttattg catctgccat ccttcattgg 

<210> 433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 433 

acagccaact ggaaagatat aaaagtttgg gtctgtctcc tctccttcag 

<210> 434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 434 

actcctgctt tagagagaag ccaccatgaa aagtccfccat catcagggga 

<210> 435 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 435 

tccgtactgt atgtgatata gtgccatttt cagtaactgc tgtacacaca 



<210> 436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 436 

acttgccatt acttttcctt cccactctct ccaacatcac attcacttta 



<210> 437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 437 

gtgagtgtga gcgagagggt gagtgtggtc agagtaaagc tgctccaccc 



<210> 438 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 438 

taatatgctg gctttgcagc agaatgaaaa ggatgagttg gtgtagcctt 



<210> 439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 439 

ttccttccct ggaggaactc tttggttgca gggctaaact tagaggctgc 



<210> 440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 440 

tctgacggtt gggagtggtg gaaattggaa ggataccagg aggtatttgg 

<210> 441 

<211> 50 

<212> DNA . 

<213> Homo sapiens 

<400> 441 

tgattacaaa aggcgtattc tttcatggtt tctgcaatga gaggaagtgt 

<210> 442 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 442 

tcatgcattg gattgctcag aataaagtgt ctgttagact tcgttttggt 



<210> 443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 443 

tgacgttaac accaggaatc tccatgttta ttatttttcg tggaaactcc 



<210> 444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 444 

ttgcaaagac tcacgttttt gttgttttct catcattcca ttgtgatact 



<210> 445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 445 

agctgtacat ataacccttt tctcctaaag aggagtcagt cagtgctcct 



<210> 446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 446 

agttcaggag atctctaagt gtagctgtaa attttggggt taatttggct 



<210> 447 - 

<211> 50 

<212> DNA 

<213> Homo sapiens , 

<400> 447 

tgtttggttg aggggtgctt ttagttgtgt ggcatttgta ttcattgatc 



<210> 448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 448 

tcagcctgag tgagttcagc ctgtaaaaag gatgttaagc tgtgggtaaa 
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<210> 449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 449 

aggggaaaag aggggagaaa aacaggagtg atgtcatttc tttttcatgt 



<210> 450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 450 

actttctgct tgtagttgct taaaattatg tattttgtct tgggctgcaa 



<210> 451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 451 

aagcaactga atcttcagca tgttctcatc ggcggagcct tcttgtgtaa 



<210> 452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 452 

tgattggagc actgaggaac aagggaatga aaaggcagac tctctgaacg 



<210> 453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 453 

ttgtccaaac gaagcagccg tggtagtagc tgtctatgat tcttgctcag 



<210> 454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 454 

tggtgcaata gaagctgcaa agatgtgcca ctttatctat gaaatggagt 

<210> 455 

<211> ,50 

<212> DNA 

<213> Homo sapiens 

<400> 455 
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ggcttccatg tccagaatcc tgcttaaggt tttagggtac cttcagtact 



<210> 456 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 456 

ttttggccag cttttctaga taaggttgta ttgctactgc aactaacaaa 



<210> 457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 457 

cacacatcct ggtacccttg gtcttcaaag gccatttcca gcagaccctc 



<210> 458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 458 

aaacatgtct ttttctcgcc tcaactttat ccacatgaaa tgtgtgccca 



<210> 459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 459 

taagcataaa acctgacacg ttaaaatccc tgccctttgg tgagcccact 



<210> 460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 460 

aacttgcatt ttagcagtgc atgtttctaa ttgacttact gggaaactga 



<210> 461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 461 

aggcctcagg ccacctccag gaacagaaca cagttttaag tttgattttt 



<210> 462 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 462 

tgagtcttag caatatggga gcaggttttc actgaattct gagggtgcct 



<210> 463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 463 

gttgtcctgg cacacaagga ggcgaggcta tgcgttcgag gccaacctag 



<210> 464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 464 

tgggaacaca tagaactgat ggaggctttt cctaaggcca aggataatgt 



<210> 465 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 465 

ggattgaaca gttcagttgt atctatgccc cacagtgacc agtaaagtcc 



<210> 466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 466 

cgatgactca ttacccaatc cccatgaact tgtttcagat ttgctctgtt 



<210> 467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 467 

gtcgcaaagg ggataatctg ggaaagacac caaatcatgg gctcacttta 

<210> 468 

<211> 50 

<212> DNA 

<213> -Homo sapiens 

<400> 468 

actcaagctc acacctgtac ctgatgggaa tgaacataat gtgaagaaac 



<210> 469 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 469 

caccaaaata gttatgttgg cactgtgttc acacgcatgg tccccacacc 50 

<210> 470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 470 

gtgcgctttc ttttacaaca agcctctaga aacagatagt ttctgagaat 50 

<210> 471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 471 

gtgtgtataa tgtaaagtag ttttgcatat tcttgtgctg cacatgggct 50 

<210> 472 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 472 

aggaatcctt ttctacattt gagcaaatac tgaggttcat gttgtaccaa 50 

<210> 473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 473 

cgccttggct ttgtgttagc atttcctcct gaagtgttct gttggcaata 50 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 474 

agagattttc tattgctggg aaggtgtgtt tctcccacaa tttgtttgtg 50 

<210> 475 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 475 

tgcaaccaaa ttggctttac catcttggct ttagtaggta tagaagacaa 50 
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<210> 476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 476 

tgtcaaataa aagagaacga acaggtagtt tggtggagct gagctagtgt 



<210> 477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 477 

tcctgtagaa aacgaactgt aaaagaccat gcaagaggca aaataaaact 



<210> 478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 478 

acagtagctt tgtagtgggt tttctgtgct gtgcttttta atttcatgta 



<210> 479 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 479 

gattcctgtc atgaaggaaa gcaagacagc tcacagacca gcggcatctg 



<210> 480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 480 

ttttctgtac ctttctaaac ctctcttccc tctgtgatgg ttttgtgttt 



<210> 481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 481 

aaatcttatt cctcctcttc tcccctcact tttccctact tcctetgcaa 



<210> 482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 482 

tggaatcaga catcttccag atggtttgga ccctgtccat gtgtaggtca 
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<210> 483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 483 

aatttagcac ctcaggaata acttattggt ttaggtcagt tcttggcggg 50 

<210> 484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 484 

aaccatgtaa ctccattgaa catttttcaa cttaaggtct gcatagcaga 50 

<210> 485 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 485 

aaaccaggtt aatggctaag aatgggtaac atgactcttg ttggattgtt 50 

<210> 486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 486 

ctcttggctg agcttctaca gggctgagag ctgcgctttg gggacttcag 50 

<210> 487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 487 

tttcctttgg ggcatgatgt tttaaccttt gctttagaag cacaagctgt 50 



<210> 488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 488 

atagaatgag cttggttaag cacctctcct ttgcccttca ccctgactcc 50 

<210> 489 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 489 

ttgagtagaa ctctgatttt ccctagaggc caaattcttt ttatctgggt 



<210> 490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 490 

ttctaaacac attcttgatc accaaacaac ttcagaaaga cagtgactgt 



<210> 491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 491 

tggagttgct tccagctgcc aaggcctgtg acagaattcg ctgttaagag 



<210> 492 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 492 

aatgatgcaa agttttattc ttgaacttgg acactgatgc catcaaacaa 



<210> 493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 493 

ggccagtaaa ttccatgttt ttggctatat ctcatccaaa ctgagcagtt 



<210> 494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 494 

ttcccattgt cctcctactc aactaaaatt catagttggc tttaagccca 



<210> 495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 495 

gcatgtccta atgcttgctg ctgatttaaa cacattaaag gtactttgca 



<210> 496 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 496 

acaatggcat aaaagtaact ttctctgaag atgtgatgtt caggctgtga 



<210> 497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 497 

aatggaaggc aggtgaagat ataaaaccct agaatgctta aatgtgctgt 



<210> 498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 498 

ttaatgccag tcctcatgta acctcaggta tcttcagctt gtggagaata 



<210> 499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 499 

tggagtatat gcctgaaaag gttttggatt cagaaagaaa aaggatggtt 



<210> 500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 500 

aaagtaaggc atggttgtgg ttaatctggt ttatttttgt tccacaagtt 



<210> 501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 501 

ggtgtgtgtg tccagagtga gcaaggatta tgtttttgga ttgtcaaaga 



<210> 502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 502 

aaccatttgc ctctggctgt gtcacagggt gagccccaaa attggggttc 



<210> 503 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 503 

gaaagtggag aggacctaac atatgtctct acctagaaag gatggtttca 



<210> 504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 504 

accaactata aacccagttc taaagttgtg tatgatggtg aacctttggg 



<210> 505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 505 

ggacctgaga cactgtggct gtctaatgta atcctttaaa aattctctgc 



<210> 506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 506 

tttggtgttc agttactgag tttcaaaaat gttttggtgg catgaggaca 

<210> 507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 507 

cctgtttaag aaagtgaaat gttatggtct cccctcttcc aatgagctta 



<210> 508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 508 

acggaccagg ccattcatta ttcctcaagt gttaatatac tgacttatgc 



<210> 509 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 509 

acagttttgt caaaaagtgt atcttgaccc caccatcagt actccattct 
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<210> 510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 510 

tttggttcat ccgtgtgctg ttcttttggg ttctgagagg gttttgccat 



<210> 511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 511 

ggcagtaatg caagagtcct tttgtgaaga gtgtttctat gtagagatgt 



<210> 512 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 512 

aaatgcagag cagaatggac cagtggatgg acaaggagac aacccaggcc 



<210> 513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 513 

agtgttcctg ctgccagttc tttcctcttt aggcgtggtt gagaaaaagc 



<210> 514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 514 

cagtctctgc cacttgtgct agtttttgtg tggtgtttag aaacatgggc 



<210> 515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 515 

ttccacttag gtttggcatt ttggcagata agctaatctt gtataaagca 



<210> 516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 516 
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gtaaatgccc tacatggtgt gatgctgcat tatatataaa actgtgtgca 



<210> 517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 517 

agctcctgtg ctgaccttca agttacgttt tggaactgta atactaaagg 



<210> 518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 518 

acactaggga agaaccttaa ttctaaattt ggttcatgtg tggcaaagtt 



<210> 519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 519 

taactggaat cactgccctg ctgtaattaa acattctgta ccacatctgt 



<210> 520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 520 

cccccagtgc tttgtagtct ctcctatgtc ataataaagc tacattttct 

<210> 521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 521 

gacagacttg gacacaaaac cgatccatag aagggcttcc caaaccttgt 



<210> ' 522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 522 

ccatatgtaa cttgttttga agagaagtgt ttccgttgtg tgtcttgatg 

<210> 523 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 523 

gtatcatctg ccaagaccag ggcctgcttc accacagcca caataaagtc 



<210> 524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 524 

aatgaaccat ttacagttcg gttttggact ctgagtcaaa ggattttcct 



<210> 525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 525 

gccgagtcag cacatgggta gagatgatgt aaaagcagcc aatctggaaa 



<210> 526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 526 

accttctggg aggagggtcg gattcaatct gaacttagaa ctttcaactc 



<210> 527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 527 

gcaccatgta gaattttcac tttgtactgg caggctcgtt ttacctcatt 



<210> 528 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 528 

tctccagtcc tgattactgt acacagtagc tttagatggc gtggacgtga 



<210> 529 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 529 

ttcctgttac tggcatgtgc acgactatgt tattagaagc cactttatca 



<210> 530 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 530 

gccagcttgg aggatggaca tttctggata cacatacaca tacaaaacag 



<210> 531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 531 

tcagctcctt gatctaagcc tcccagagag acccctagaa tgtttccctc 



<210> 532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 532 

ccggcggcag gaactatcag tagacagctg ctgcttccat gaaacggaaa 



<210> 533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 533 

tgttgccttg aatataacag tacaatttgt caattactct gcaccaggct 



<210> 534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 534 

aaaagtaaca ccctcccttt ttcctgacag ttctttcagc tttacagaac 



<210> 535 

<211> 50 

<212> DNA 

<213> Homo sapiens' 

<400> 535 

aatgaaatgt agttgggttc ttcctgtaat gcgctattat gtcttgggct 



<210> 536 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 536 

aacctccttg tgtctgtttc tctgttcctc tgtggctgac tcaataaact 
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<210> 537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 537 

gtgggagggt gagatgtgaa gatgtgggat gaacctggaa tgaacgaatt 

<210> 538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 538 

ggcctaaaga aagctggggt taatcctgaa gctaaaagta aatgtttctt 

<210> 539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 539 

tcccatcctt tccatcaaga ccttcattag cttatgatat ttgctgccga 

<210> 540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 540 

ggaggtctct tccagattgc tcttctgccg aattatttgt atctattccg 

<210> 541 

<2H> 50 

<212> DNA 

<213> Homo sapiens 

<400> 541 

gcacacctcg tcagaggacc ataaccgtgt ggggacaata accgcagggg 

<210> 542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 542 

acaatggatt tgtgaagagc agattccatg agtaactctg acaggtattt 

<210> 543 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 543 

tgagagacat tgttaatttt gggggaattg gcattgcgaa agacttgaaa 



50 



50 



50 



50 



50 



50 



50 
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<210> 544 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 544 

tgctagacat ttctatactc tgttgtaaca ctgaggtatc tcatttgccc 50 



<210> 545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 545 

gtgggggatg ggggttaaaa agtagagaac ctcctttctg ttcaactaat 50 



<210> 546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 546 

caggtgagta gttgccgcgt aatatcattg gagtacattc tttatactgt 50 



<210> 547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 547 

ccccaacctt attctgtgtg tagacattgt attccacaat tttgaatggc 50 



<210> 548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 548 

cgaatggctt aaactaattt gctatgatcc tctaacaccg aaatttccca 50 



<210> 549 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 549 

agagggaatc agaaaaatgc caagcctttt ctctttgaat gtgctatttt 50 

<210> 550 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 550 

cacccttctc tgttaacctt gtgcctgtct cctgtatgat cacatcacca 



<210> 551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 551 

tgtgtctctg tcgcgtctgc tgtgaagcac atgatgctct atttattgta 



<210> 552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 552 

tgagagtaag cacatgacag cgtctgcttg cgttgtgtct gttttatgtt 



<210> 553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 553 

tcgtgtgaat cagactaagt gggatttcat ttttacaact ctgctctact 



<210> 554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 554 

tgcaacgaat atggatacca catagtactt tggtgttacc tgcttttgaa 

<210> 555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 555 

agaactgaat cagtcggagg aacctgaggc aggcgagagt agtactggag 

<210> 556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 556 

ttgccatgag ataacacagt gtaaacagta gacacccaga aatcgtgact 



<210> 557 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 557 

gctgttaggc taagagggtg cagggctaga cacgaagctt aaactattca 

<210> 558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 558 

ccagtgtgga ggtagcaaag catctatcta ttctgaatca tgtttggaaa 

<210> 559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 559 

gccagtatgc cacagaatgt cctaaaccct tgctgcctct tatcaaaacc 

<210> 560 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 560 

tttgtactgt tgaaaccact tcattggaca tgttgcaata gcaaaacccc 

<210> 561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 561 

agggggaaca ttgtaaagaa acaaaaaggt ccagatgaat gtatgctaga 

<210> 562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 562 

ggtgctgaat atgtccttgt aggctctgtt ttaagaaaac aatatgtggg 

<210> 563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 563 

acattggctt gcttttgtta aagtgcaagt gttacatatg gctttgtaca 
<210> 564 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 564 

ttggtagtgt cagcgggcac cttttacacc ttctagtagc tcaagctagt 



50 



<210> 565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 565 

tcctggaatc gtttaatcta aagcagtttc ccctgttttg gagattttgt 

<210> 566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 566 

tcctggaatc gtttaatcta aagcagtttc ccctgttttg 

<210> 567 

<211> so 

<212> DNA 

<213> Homo sapiens 

<400> 567 

tgagaaagtc ctgtgcagtc ctgagatgat tactcttatt 

<210> 568 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



gagattttgt 



50 



tggtgtgctg 



50 



gggaaatgtt 



<400> 568 

tcgtcttttg cgaatggctt aattctgaca ctacctttct 

<210> 569 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 569 

tttgattgtg tctgatggga actgagttgt tggcctttgt 

<210> 570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 570 

ttgacaaagc ccaacaatga tctcaggaat tacattttcc aacagaccaa 



50 



gaaatgaaat 



50 



50 
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<210> 571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 571 

acctgtcacg cttctagttg cttcaaccat tttataacca tttttgtaca 



<210> 572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 572 

tccttaaggt gcacagtaaa tgtacagata gttataggcc actgttttgt 

<210> 573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 573 

agctcatatg aacactgctc tgaactcctc tgacttagca ttcaacttaa 



<210> 574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 574 

catgacaaac attactagca tgttcaactg caccatgttc tggcactgta 



<210> 575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 575 

acctctttcc taccaatttc acattttgca gaaacttgtt cacatttcca 



<210> 576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 576 

gggttgtgta ttaaatagcc attcattctg gaactcaagg acaggactgt 

<210> 577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 577 



86/1425 



WO 02/057414 



PCT/US01/47856 



gccttgcagg tgaccagcag tgtcattgta tttatataca gagcttatga 



<210> 578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 578 

ctggacgggc gtgggttctg ggtcagcttc ttttacctca attttgtttg 

<210> 579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 579 

aaagtctgag gtgtggaaca gttatttaag cattagtcaa ccctggtcct 

<210> 580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 580 

tgggcaagac atgattaatg aatcagaatc ctgtttcatt ggtgacttgg 

<210> 581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 581 

cctgtgtaaa agaagaaata caagagactc aaacacctac acattcacgg 

<210> 582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 582 

tggcttgttc atcctccaga tgtagctatt gatgtacact tcgcaacgga 



<210> 583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 583 

aactatcagc ttggatggtc acttgaatag aagatggtta tacacagtgt so 

<210> 584 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 584 

ccacggtgga ccctgtttgt tttaaatatt ctgttcccat gtcaatcagt 50 

<210> 585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 585 

ttgtgtagga aacttttgca gtttgacact aagataactt ctgtgtgcat 50 

<210> 586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 586 

actcaaatca gttagcttca aacaaaaacg aaagttagac caagggaacg 50 

<210> 587 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 587 

actcaaatca gttagcttca aacaaaaacg aaagttagac caagggaacg 50 

\ <210> 588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 588 

ttgtgtgctg tgcttcaaag ccttaactgt caaatcttgc attatcttgt 50 

<210> 589 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 589 

acattatcat ggcatgactt aagggaacat tggtttgtga aggaaaaaca 50. 

<210> 590 
<211> 50 
<212> DNA 

<213> -Homo sapiens _ 
<400> 590 

tgtgtgactt tcatgcttct ggggttggag cttaaagatc caaactgaga 50 

<210> 591 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 591 

tgctggtatt ctcactgcca catttttgga aacctgtatt acaccttaaa 

<210> 592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 592 

ttgagtgtct gcagcagccc tggacttcca gacttctatc acatgagaaa 

<210> 593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 593 

tggtgctgat gcttagttgt ctcatgccat taaattgtaa aagtgagttg 

<210> 594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 594 

ggaggtcagt tgatttcccc aggtacattc atggtgtgac agacacatgg 

<210> 595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 595 

agatcctttc agtccctaga cctccattca ctctgtttct cttctgctgg 

<210> 596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 596 

gatccgatca tggtgatgta cggggtgaat tctcttgccg tgttgcaaat 

<2X0> 597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 597 

atggtttcaa aattcaaggt ccccaaatgg cagcatttta tgttctgacc 
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<210> 598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 598 

caagtatgta tgcaactttg cacaccaaca actgttaatc tgtagctagt 



<210> 599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 599 

tggtgattct ccaggccatt taataccctg caatgtaatt gtccctctgt 



<210> 600 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 600 

ttctgcctca atgtttactg tgcctttgtt tttgctagtt tgtgttgttg 



<210> 601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 601 

actactgtca cgtagctgtg tacaaagaga tgtgaaatac tttcaggcaa 



<210> 602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 602 

tgttgaacgg ttaaactgtg catttctcat tttgatgtgt catgtatgtt 



<210> 603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 603 

aatggtcaag gttcagcata ttctatatga agatcacaag gtggtatcgt 



<210> 604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 604 

tgtgaacttg tgcgcaaatg tgcagattca atgttcttgt tacagattga 
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<210> 605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 605 

ccccttgggc tcagcacgaa agggctttca atgaattaag tgaaaacttt 50 

<210> 606 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 606 

aatgagttgt gttgaagcct ccgtctccca tccttgcctg tagcccgtag 50 

<210> 607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 607 

agcctaaaca tgtatactgt gcattttatg ggtgactttg aaagatctgt 50 

<210> 608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 608 

accaggtttt agcaaaatgc acacttttgg ctctttttgg tatatgttct 50 

<210> 609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 609 

cctgactcct ccttgcaaac aaaatgatag ttgacacttt atcctgattt 50 

<210> 610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 610 

ttgtattggc ataatcagtg acttgtacat tcagcaatag catttgagca 50 

<210> 611 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 611 

ttgttaagtt gcaattactg caatgacaga ccaataaaca attgctgcca 



<210> 612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 612 

acagcaaact ttggcattta tgtggagcat ttctcattgt tggaatctga 



<210> 613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 613 

tggtcattct gctgtgttca ttaggtgcca atgtgaagtc tggattttaa 



<210> 614 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> .614 

ggcatgaaat gagggacaaa gaaagcatct cgtaggtgtg tctactgggt 



<210> 615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 615 

aatcttgaca catgcaattg taaataaaag tcaccacttt tgccaagctt 



<210> 616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 616 

tgatgccttc atctgttcag tcatctccaa aaacagtaaa aataaccact 



<210> 617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4 00> 617 

ggccaagctg aatgccatga atatcagtga gacgcgttat aaggaatcct 



<210> 618 
<211> 50 
<212> DNA 



92/1425 



WO 02/057414 PCTYUS01/47856 

<213> Homo sapiens 
<400> 618 

cctgccagtg tcagaaaatc ctatttatga atcctgtcgg tattccttgg 50 



<210> 619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 619 

tcaagaattt gggtgggaga aaagaaagtg ggttatcaag ggtgatttga 50 



<210> 620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 620 

caaactggtg cagaaattct ataaactctt tgctgttttt gatacctgct 50 



<210> 621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 621 

gctacttgtt tacattgtac actgcgacca ccttgccgct tttcatcaca 50 



<210> 622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 622 

actggatgct acagacttat aacagcatag tgaatggtaa gactagtgca 50 



<210> 623 

- *\ 1 1 . i- r\ 

<212> DNA 

<213> Homo sapiens 

<400> 623 

cctcccctat gcctcagccc catctctgct cctgtttgaa ttttgttatt 50 

<210> 624 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 624 

ccagtgtgac tagggatcct gagttttctg ggacaattcc agctttaatc 50 

<210> 625 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 625 

tgacccttct ttaagttatg tgtgtgggga gaaatagaat ggtgctctta 



<210> 626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 626 

gtgtgagtcc tctgtttgca ctggacatat tccctacctg tcttatttca 



<210> 627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 627 

aggggaaggg gtgcctggcg ggtacttttc tatcttttat ttccagattt 



<210> 628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 628 

tcatgcttct gccctgtcaa aggtccctat ttgaaatgtg ttataataca 



<210> 629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 629 

agctagcaga tcgtagctag tttgtattgt cttgtcaatt gtacagactt 



<210> 630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 630 

agcccagaat tcccaaaggc attaggtttc ccaactgctt tgtgctgata 



<210> 631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 631 

gtgtctatac atttctaagc cttgtttgca gaataaacag ggcatttagc 
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<210> 632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 632 

tagaggtgta cagatgctat attatatccg ctcccggtgt actgcagccc 

<210> 633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 633 

ttttacaagg aaggggtagt aattggccca ctctcttctt actggaggct 

<210> 634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 634 

acacggtgaa ctggctgtgt ccatctttgt cactgagtga aatctctgtt 

<210> 635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 635 

tgaggacttg gggcaggaaa ggaatgctgc tgaacttgaa tttcccttta 

<210> 636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 636 

tcagaccttg gatcagatga actcttagaa atgaaggcag aaaaatgtca 

<210> 637 

<2X1> 50 

<212> DNA 

<213> Homo sapiens 

<400> 637 

ccacgttctt gttccgatac tctgagaagt gcctgatgtt gatgtactta 

<210> 638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 638 



50 



50 



50 



50 



50 



50 
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gcctgggtca gatttttatt gtggggtggg atgagtagga caacatattt 



<210> 639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 639 

gggtgcccac ctgcatgtga aggggaggca gttctcaatt tatttcaata 



<210> 640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 640 

cagtcactgg gtctatatta aacagcaacc agagcaacaa atggcaaaca 



<210> 641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 641 

tgacatggta gcagaaatag gcccttttat gtgttgcttc tattttacct 



<210> 642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 642 

agcaaagaac agtttggtgg tcttttctct tccactgatt tttctgtaat 



<210> 643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 643 

agccctgcta aactatgtac agaggaaact gttcaagtat tggatttgaa 



<210> 644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 644 

tgtcaacgat gtttccagta gtgtttagat ttggtgtctt caaaggtagt 

<210> 645 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 645 

ggctttttgc ccatcaagaa taaaaagaaa taaaaccaaa gggttaccgg 

<210> 646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 646 

tgcctgttgc acatcttgta aaattggaca atggctcttt agagagttat 

<210> 647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 647 

tgcggctagt tcagagagat ttttagagct gtggtggact tcatagatga 

<210> 648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 648 

aatggaagga ttagtatggc ctatttttaa agctgctttg ttaggttcct 

<210> 649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 649 

ccatgtgggc tactcatgat gggcttgatt ctttgggaat aataaaatga 

<210> 650 

<2li> 50 

<212> DNA 

<213> Homo sapiens 

<400> 650 

aacgaggcca gtggggaacc cttacctaag tatgtgattg acaaatcatg 

<210> 651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 651 

cctctcagga cgtgccgggt ttatcattgc tttgttattt gtaaggactg 

<210> 652 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 652 

ccactgcctg aaaggtttgt acagatgcat gccacagtag atgtccacat 



<210> 653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 653 

ttttgggata aattttactg gttgctgttg tggagaaggt ggcgtttcca 



<210> 654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 654 

tgaagtataa gcctctactg ggtctatatt gtgaatcatc ctgcctttca 



<210> 655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 655 

ctcgtctatt ggcccctgta gaaagttaac ctttgttgtt ttccttttat 



<210> 656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 656 

tccccttctg tcccctagta agcccagttg ctgtatctga acagtttgag 



<210> 657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 657 

aaacctattt cccttgcctc ataggcttct gggatgtcat cacctccagt 

<210> 658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 658 

gaatttggtg gtgtcaattg cttatttgtt ttcccacggt tgtccagcaa 
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<210> 659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 659 

ctattttggg tcatttttat gtacctttgg gttcaggcat tatttggggg 50 



<210> 660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 660 

taattgttga acaggtgttt ttccacaagt gccgcaaatt gtaccttttt 50 



<210> 661 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 661 

ccccctcaga agaatcatga atttgcaaca gacctaattt ttggttactt 50 



<210> 662 

.<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 662 

ggcctttcca ttccatttat tcacactgag tgtcctacaa taaacttccg 50 

<210> 663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 663 

tggtgtctca aaggagtaac tgcagcttgg tttgaaattt gtactgtttc 50 

<210> 664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<;400> 664 

tgccagtagt gaccaagaac acagtgatta tatacactat actggaggga 50 

<210> 665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 665 

aggacacatc tgacatcctg tgtttggtta aaatatacag cacattgtga 50 
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<210> 666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 666 

tgggggttgt aaattggcat ggaaatttaa agcaggttct tgttagtgca 



<210> 667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 667 

tgtgaaagaa acttgcttgc agctttaaca aaatgagaaa cttcccaaat 



<210> 668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 668 

gtatatatcc tccagcattc agtccagggg gagccacgga aaccatgttc 



<210> 669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 669 

tgtgatgcta ggaacatgag caaactgaaa attactatgc acttgtcaga 



<210> 670 

<211> 50 # 

<212> DNA 

<213> Homo sapiens 

<400> 670 

aacccagtat atctgtgtta tctgatggga cggttgacag tggtcaggga 

<210> 671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 671 

atccagtggc ctaggaatta aagtgttgtt gtttttgctg ttaaattgga 



<210> 672 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 672 

gcattggcag cattgtgtct ttgaccttgt atactagctt gacatagtgc 50 

<210> 673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 673 

tttcatggtg tgaaggaagg agcgtggtgc attggacatg ggtctgacac 50 

<210> 674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 674 

agactgcaca accaagaagt tactcaaagc tctgtgggag cccctgcctg 50 

<210> 675 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 675 

cagtgctcac ctaaatccat ctgactactt gttcctgtgc cctcttgttt 50 

<210> 676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 676 

gtgacgacga cctgaaggag acgggcttcc accttaccac cacgaaccag 50 

<210> 677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 677 

aacaggataa agctcgccgg gaatgggaaa gacagaagag aagggaaatg 50 

<210> 678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 678 

cctcaccccc accctcactt tcaatccgtt tgataccatt tggctccttt 50 

<210> 679 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 679 

atggaaagat gtggtctgag atgggtgctg caaagatcat aataaagtca 50 



<210> 680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 680 

ccatgacttc acagacatgg tctagaatct gtacccttac ccacatatga 50 

<210> 681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 681 

ctgtgaatgt ttgcagtctc ctaccgtctc aactacagct gcagttgcta 50 

<210> 682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 682 

cagcctgaat tgcctctggg aagaggggtg ggaatgactt ttcaatgtac 50 

<210> 683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 683 

'aatggcctag aatttgtggt agttgccaaa gaggttctcc taggtggtct 50 

<210> 684 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 684 

cagtgaaaag tttgtgagtg aagaatgctg agaagattgt aatgctttgt 50 

<210> 685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 685 

ttgtctcaaa gctaccaagt ttgtgcaata agtggaaggg atgtcatcct 50 
<210> 686 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 686 

acatcgaagg tgtgcatata tgttgaatga cattttaggg acatggtgtt 50 

<210> 687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 687 

ggctatctca ggcaatatgg ccagcacctg ggtctttatg catgaagata 50 

<210> 688 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 688 

gctgtcacgg agcgactgtc gagatcgcct agtatgttct gtgaacacaa so 

<210> 689 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 689 

agctgctgac ttgactgtca tcctgttctt gttagccatt gtgaataaga so 

<210> 690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 690 

ctcacaggtg gactgagaaa tcagttacat cttaagtgac ctacagggta 50 

<210> 691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 691 

gtgcattgta tttagtctgt attgatcatg gatgccctcc ttaatagcca 50 

<210> 692 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 692 

cctgtacaat tgcatcacgg gtggggataa aaagaggaat attctggttt 50 
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<210> 693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 693 

aaacagagct gtcttcagca acattattag tagacaaaga ggatgtggat 50 



<210> 694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 694 

actcaagttt tcagtttgta ccgcctggta tgtctgtgta agaagccaat 50 



<210> 695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 695 

tgactcctgc caagaaatcc tttcttagaa ggttgtttga ttagttttgc 50 



<210> 696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 696 

ttgtattatc tgctttgctg atgtagacaa gagttaactg agtagcatgc 50 



<210> 697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 697 

aaagattgtt ggttaggcca gattgacacc tatttataaa ccatatgcgt 50 



<210> 698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 698 

tggtaactgt tccaggattg ctccaggttt gagatggtat tgctaaattt 50 



<210> 699 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 699 
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tgcaccttgt agtggattct gcatatcatc tttcccacct aaaaatgtct 50 



<210> 700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 700 

cactagcact tgtgatgcaa tagaacactt cgcctgtact gaaagggcca 50 



<210> 701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 701 

acgcaggctt tcctatttct acaactgatt gtacttatgc attttgtacc 50 



<210> 702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 702 

caggagctac tttgagtttg gtgttactag gatcagggtc agtctttggc 50 



<210> 703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 703 

tagagagagg cccgtggcct gaggtagtgc agaggaggat agtagagcag 50 



<210> 704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 704 

ttttggaaga ttttcagtct agttgccaaa tctggctcct ttacaaaaga 50 



<210> 705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 705 

aagttaattg aggcaatgtc atctgctcaa agttgagtgg tttattcaca 50 



<210> 706 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 706 

ttgcagtgta ttactgtcag cagtatggta gctcaccgtg gacgttcggc 



<210> 707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 707 

tattctgtgt taatggctaa cctgttacac tgggctgggt tgggtagggt 



<210> 708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 708 

aaactgaatg agagaaaatt gtataaccat cctgctgttc ctttagtgca 



<210> 709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 709 

tgacactggt cttgcagtac aactggaagc caaaacaagg tggaagatgt 



<210> 710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 710 

ggtcaagtat atttggacct attatcctcg gcaagccaag atgcaaacat 



<210> 711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 711 

agttcacaat atggttcaaa tgtaacagtg cagaattgaa tatggaggca 



<210> 712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 712 

ttgcatcttt ccaggagagc ctcacattct tcttccaggt tgtatcaccc 



<210> 713 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 713 

gtgagtcagg agcaggagcg tgcggaccaa aaatcctcag cccttacgac 

<210> 714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 714 

tcaccttatg caatgtgaat tatcactaca gaactccatc ttactccaga 

<210> 715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 715 

tttgatgtaa tataacctaa cgttgtgctg gtacctgttt taccatgtgt 

<210> 716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 716 

ctccatccct ggccccctcc ctggatgaca ttaaagaagg gttgagctgg 

<210> 717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 717 

ctccatccct ggccccctcc ctggatgaca ttaaagaagg gttgagctgg 

<210> 718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 718 

ggcttagctg ccagtctccc atttgtgacc tatgccatcc atctataatg 

<210> 719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 719 

ggccccaatg ccaactctta agtcttttgt aattctggct ttctctaata 
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50 



50 



50 



50 



50 



50 
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<210> 720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 720 

tgtcaggttt gggtcttggg ttcaagtgta tatattcctg taagtttctt 



<210> 721 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 721 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 



<210> 722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 722 

ttgacattct gcgaaagcaa caagcaaact gaagaccaac tcctatgaga 



<210> 723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 723 

cgcctcttca ggttcttaag ggattctccg ttttggttcc attttgtaca 

<210> 724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 724 

ccttgttgga cagggggaca ggctgcctac tggaatgtaa atatgtgata 



<210> 725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 725 

tttctgaatg cctacctggc ggtgtatacc aggcagtgtc ccagtttaaa 



<210> 726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 726 

tgtgcaaggg gagcacatat tggatgtata tgttaccata tgttaggaaa 
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<210> 727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 727 

tcaagtgaac atctcttgcc atcacctagc tgcctgcacc tgcccttcag 50 



<210> 728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 728 

ccgaggagaa gcgcgagggc tacgagcgtc tcctgaagat gcaaaaccag 50 



<210> 729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 729 

gcagctgttt gaagtttgta tattttccgt actgcagagc ttacacaaaa 50 



<210> 730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 730 

gcctgtgaaa tagtactgca cttacataaa gtgagacatt gtgaaaaggc 50 



<210> 731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 731 

gctctgattg tacaagaatt acctgtgcta gtcaagttgt tgtttttcct 50 



<210> 732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 732 

ctgtcttttg tagctctgga ctggaggggt agatggggag tcaattaccc 50 



<210> 733 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 733 

ggtacaacct tcaactattt cttccatgcg gaccccctcc tgccaaaaga 



<210> 734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 734 

gcaattctcc ctgcgtcatg gatttcaagg tcttttaatc accttcggtt 



<210> 735 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 735 

ccttcgcttt aacataggtc taatttattt gccgtgccat tttccataca 



<210> 736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 736 

tggttggaag tgggtggggt tatgaaattg tagatgtttt tagaaaaact 



<210> 737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 737 

accttcctcc aggaaaagcc attcaagcct gattattttt ctaagtaact 



<210> 738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 738 

ctgtatagct ttccccacct cccacaaaat cacccagtta atgtgtgtgt 



<210> 739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 739 

ggggtacctg tgttgagttg ataaacattt ccatcttcat taaaactgct 



<210> 740 
<211> 50 
<212> DNA 



110/1425 



WO 02/057414 



PCTAJS01/47856 



<213> Homo sapiens 
<400> 740 

tgtccacctt tgcagcctgt ttctgtcatg tagtttcaac aagtgctacc 

<210> 741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 741 

atgctacctc aaagtgctac cgataaacct ttctaattgt aagtgccctt 

<210> 742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 742 

agcacccatt ccgaccatag tataatcata tcaaagggtg agaatcattt 

<210> 743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 743 

tgtggtttaa gctgtactga actaaatctg tggaatgcat tgtgaactgt 

<210> 744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 744 

attacgaaga tgaaccagta aacgaggaca tggagtgact atcggggcgg 

<210> 745 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 745 

tcctccagct gacagaaaaa tccaggatga gatcagaagg atactggtgt 

<210> 746 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



50 



50 



50 



50 



<400> 746 

tttacacgcc ctgaagcagt cttctttgct agttgaatta tgtggtgtgt 
<210> 747 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 747 

gttcacggaa aagccagaac ctgctgtttt cagggtgggt gatgtaaata 



<210> 748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 748 

agtgctcttg ctttggataa ctgtaaaggg acccatgctg atagactgga 



<210> 749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 749 

tgccccagtt gtcagtcaga gccgttggtg tttttcattg tttaaaatgt 



<210> 750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 750 

aaaccaatgg acaaacttct tgcttcaagg aacaaactct taggttggca 



<210> 751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 751 

aaacatcatg agagtggagg cctgccaccc agaaaggcac atactagtgc 



<210> 752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 752 

agtggattaa cccctgcttc tcttcttgtt ccctgttatc attcctcccc 



<210> 753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 753 

gtctgcttat tcgtgtctct tactaggttc aatttcttgg aggccgtgat 
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<210> 754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 754 

tggcctgact gacatgcagt tccataaatg cagatgtttg tctcattacc 

<210> 755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 755 

gccagacttg aaagagggct ccagaaaaag tagatgcgta tctgtacaaa 

<210> 756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 756 

cgtcttaatg ttcaccgtcc acagctttgg aataaaccat cctgggaagt 

<210> 757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 757 

ttaatgttca ccgtccacag ctttggaata aaccatcctg ggaagttgct 

<210> 758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 758 

tctagcccag cattgatcta gaagcagagg aatcccagcg ccttttaaaa 

<210> 759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 759 

ttgctcagca tgccagcctt taagattgaa ttagattgtg ttgttgtggt 

<210> 760 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 760 
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aaaaggtata gaaatgctgg ttggaatgct tatttgaaaa agactggcca 



<210> 761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 761 

ctgcttcacg cctgtgtctc cgcagcactt catcgacctc ttcaagtttt 



<210> 762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 762 

agagcagctt gtgtatgtaa acgcttcagt gaacttgcta atgatccaat 



<210> 763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 763 

tcaaacctac taatccagcg acaatttgaa tcggttttgt aggtagagga 



<210> 764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 764 

tcaacctccg tcatgtttta gaaacctttt atcttttcct tcctcatgct 



<210> 765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 765 

tttccatctg tgtcccagat tgtgacccta gactttcaat tgacaagtaa 



<210> 766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 766 

catgtcgtta gatggaacat ggaagccatt gtctaatcaa ctctatcatt 

<210> 767 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 767 

atgtaatcct gtaggttggt acttccccca aactgattat aggtaacagt 50 

<210> 768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 768 

tgaatgatca gaactgacat ttaattcatg tttgtctcgc catgcttctt 50 

<210> 769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 769 

tttgcacatt ttacatatgc tatgtggttg cctttgggtt ttctgtacag 50 

<210> 770 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 770 

tggtcatgtt ccaggtgcta gtacatcatt catgatcacc ttaatgctca 50 

<210> 771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 771 

agcataaaga gttgtggatc agtagccatt ttagttactg ggggtggggg , 50 

<210> 772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 772 

tcaacacttt gctttatttg acacaaccag actttctcag ttcctgttct 50 

<210> 773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 773 

atgaagaaaa tcattgagac tgttgcagaa ggagggggag aacttggagt 50 

<210> 774 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 774 

actgaaagac ttttgcttaa agtggcatta ttgactgctg atgtgatgct 



<210> 775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 775 

ttggttggta actctgtaat tcctaactat cactggtttg gttctggact 



<210> 776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 776 

ccaccatata tactagctgt taatcctatg gaatggggta ttgggagtgc 



<210> 777 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 777 

agaggaatct gaaagtgcag ggtgttggtt aaagttgtac ctcccaagta 



<210> 778 

<211> 50 

<212>. DNA 

<213> Homo sapiens 

<400> 778 

tttttctcca tcctgtttct agcacaaaaa tttgcctgct gtgttacaaa 



<210> 779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 779 

cagattgatt tgaaaggtgt gcagcctgat ttaaaaccaa accctgaacc 

<210> 780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 780 

gcaactaata agccaaggaa tcgacatata ttaggtgcgt gtactgtttc 
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<210> 781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 781 

tgtccagtga taaatgtgat tgatcttgcc ttttgtacat ggaggtcacc 

<210> 782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 782 

tctagcccag cattgatcta gaagcagagg aatcccagcg ccttttaaaa 

<210> 783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 783 

agggaacagt gtggagatgt ttttgtcttg tccaaataaa agattcacca 

<210> 784 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 784 

acccattggt atacacagaa tattcctgtg cccacactta atgtcaatct 

<210> 785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 785 

ttgatgatac caccagtaaa aataggatgt ttaccccaaa acaagtgtca 

<210> 786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 786 

tttcaaccga aagggcagat ccaatagaag acccgctcct taaataaaca 

<210> 787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 787 

acagaggcaa agttaagctt gatgatggtt aaaatcggtt tgatagcacc 
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<210> 788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 788 

tggttgattt ccctcattgt gtaaacattg acaggtatgt gacaaatggg 



<210> 789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 789 

cacaaactag attctggaca ccagtgtgcg gaaatgcttc tgctacattt 



<210> 790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 790 

ggccctcttt cctgtctgtg taaattgttc cgtgaagccg cgctctgttt 



<210> 791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 791 

cactgtcctt tctccaggcc ctcagatggc acattagggt gggcgtgctg 



<210> 792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 792 

aggagctatg attagacttc tgttagactt cctcactcta tcacccacat 



<210> 793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 793 

acccactttc tccttggtaa agcgtttact taacaaaata atacccgaga 



<210> 794 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 794 

gtcacacatg acacaagatg tacataatat catgctcacg cctggagtgt 50 

<210> 795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 795 

atgtgcatgt gaatggccta gagaacctat ttttgtgtct aaagtttaca 50 



<210> 796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 796 

agatcctgtc ctcctttagc ctcactaatc aagttgggtc ctatcttccc 50 

<210> 797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 797 

agttgttagt tgccctgcta cctagtttgt tagtgcattt gagcacacat 50 



<210> 798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 798 

aatcctttaa ctctgcggat agcatttggt aggtagtgat taactgtgaa 50 

<210> 799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 799 

ggaggaggag cttatttctt ggtgtacttg aatcagaagg tccctgcaag 50 

<210> 800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 800 

ggaggaggag cttatttctt ggtgtacttg aatcagaagg tccctgcaag 50 

<210> 801 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 801 

aagtggaagt gggtgaattc tactttttat gttggagtgg accaatgtct 



<210> 802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 802 

tgggattcat tggcccatag gtacattgga aaatgtatat ctctccagct 

<210> 803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 803 

gggaccccca ggaggctgag gatgggagac agagaccaga ctgtgacttg 



<210> 804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 804 

tgtttgtagc acacttgagt ttgtgtattc cattgacatc aaatgtgaca 



<210> 805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 805 

cgatctgtgt ttgctctgac gaatggaatt tatcctcaca aattggtgtt 



<210> 806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 806 

ccaggagcgt ggttttctga ttgtgatctg aggttctgcc ccaactgcac 



<210> 807 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 807 

acattaccta atattctcac tagctatgtt ctccaatcca cactgccttt 



<210> 808 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 808 

agacagccct gccaaagcca taccaaagac actcaaagac agccaataaa 



<210> 809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 809 

agagatagca cagatggacc aaaggttatg cacaggtggg agtcttttgt 



<210> 810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 810 

agagatagca cagatggacc aaaggttatg cacaggtggg agtcttttgt 



<210> 811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 811 

gcctttcttc ctctcccaac ataacaatcg tggtaacaga atgcgactgc 



<210> 812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 812 

accgtgtaaa gtggggatgg ggtaaaagtg gttaacgtac tgttggatca 



<210> 813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 813 

gcccagtgct taaaaacgcc ttcttgcatg aggggattga actatacaat 



<210> 814 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 814 

gcgggaaggc atgtaaccac ctaaaccatc tccgagaaca tcagaggatc 
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<21Q> 815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 815 

tgtcaggctg gcttggttag gttttactgg ggcagaggat agggaatctc 



<210> 816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 816 

ggtggattcc aaatgaaccc ctgcgttagt tacaaaggaa accaatgcca 



<210> 817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 817 

atttatcgta aacatccacg agtgctgttg cactaccatc tatttgttgt 



<210> 818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 818 

tgggggttgt aaattggcat ggaaatttaa agcaggttct tgttggtgca 



<210> 819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 819 

gataggggcg gcccggagcc agccaggcag ttttattgaa atctttttaa 



<210> 820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 820 

catttgtacc ctaggcccac gaacccacga gaatgtcctc tgacttccag 



<210> 821 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 821 



122/1425 



WO 02/057414 

PC17US01/47856 



agtgggattt tatgccagtt gttaaaatga gcattgatgt 



acccattttt 5Q 



gtgtatctgg 



<210> 822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 822 

ctttcetttg ctccctccca tgtttctggt ggactaaatt 

<210> 823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 823 

agttttctag attgtcacat gctttgtgac taatgcaaga 

<210> 824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 824 

gaaacacttt caggaccttc cttcctcttg cagttgttct ttaatctcct 

<210> 825 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



aagcaagtcc 



50 



50 



<400> 825 

ctcgaggggc caattacagg agcacaggaa ggttctgatt 

<210> 826 

<211> 50 

<212> DNA 

<213> Homo sapiens 



acacacctct 50 



81^ 

ttgagttaag ttgcatttct ttgggctatg aaggagtcct cttaagtttg 



<210> 827 
<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 827 

agggattgtt tctggaccag tttgtctaag tcctggctct tattggtt 

<210> 828 

<211> 50 

<212> DNA 

<213> Homo sapiens 



ca 



50 
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<400> 828 

tgaactgctg ctacatccag acactgtgca aataaattat ttctgctacc 



<210> 829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 829 

actatgcagt ttttcttgaa ggaactaaaa gcaactagct ccctaatggt 



<210> 830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 830 

gtctttccag catccactct cccttgtcct cctgggggca- tatctcagtc 



<210> 831 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 831 

gcagtaggta ggctcacttc tctttccctt caaaatgctt ttcataggct 



<210> 832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 832 

tctgctgttg ggctggtgtg tggacagaag gaatggaaag ccaaattaat 



<210> 833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 833 

ccacttggaa taggaatatc acccctatct tggaagacca ggtggaggct 



<210> 834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 834 

gccctatggc gttgttaaac acgagcgtat gctagtaagt atcattcata 



<210> 835 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 835 

gtgggtgcat ggggctgtgg agtgggtgtc agtatggatg tgtctgaatg 50 

<210> 836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 836 

cattcgtctg tatgcccagt cccatccgtg tcctgctgta actacataga 50 

<210> 837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 837 

tgtctgcttc ttccattttc tcgtctctct cccctcttcc cccattatcc 50 

<210> 838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 838 

tgggcaagac atgattaatg aatcagaatc ctgtttcatt ggtgacttgg . 50 

<210> 839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 839 

ccagattagg gtggctgtcc atccctggat agctatttgc acgaatcatg 50 

<210> 840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 840 

cggagctctg gctctgctgt aggaagcccg gtacgtcctt catgacagca 50 

<210> 841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 841 

gcactgaata tcgaacaagc actcaaattg aagtatcagt catgttttgt 50 
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<210> 842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 842 

agctcgaggt gtcctgcact tttcttataa ggctactgaa gttacatgtt 



<210> 843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 843 

tgccattgga atgtttctac acgatcctat taagaataat gtgatgccct 



<210> 844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 844 

ggataacaag taaatgtctg aaagcatgag gggctttatt tgcctttacc 



<210> 845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 845 

tgttttcctc actacattgt acatgtggga attacagata aacggaagcc 



<210> 846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 846 

aaaactcatc tcagaagagg atctgaatgg ggccgcacat caccatcatc 



<210> 847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 847 

aaaccccttt aaatgagggc cagtattatc tctgctttca gaagtagaca 



<210> 848 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 848 

gacctgactc cactcttaaa cctgggtctt ctccttggcg gtgctgtcag 
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<210> 849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 849 

cttttatagc agtttatggg gagcacttga aagagcgtgt gtacatgtat 50 

<210> 850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 850 

agatcctgaa agtagctgcc tgtgacccag tgaagccata tcaaaagtgg 50 

<210> 851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 851 

tactgctaag tgcttggttg gggtggtgag atgatgatta gatcaggggt 50 

<210> 852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 852 

ttgtacccag agactatgat ttatattgat tgcacttgcc tgccatgatt 50 

<210> 853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4 0 0 > 853 

tttcagatgc ttctgggaga caccaaaggg tgaagctatt tatctgtagt 50 

<210> 854 

<211> 50 

<212>, DNA 

<213> Homo sapiens 

<400> 854 

ttgtggtaat atgatgtgcc tttccttgcc taaatccctt cctggtgtgt 50 

<210> 855 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 855 

cacaaggtgc gcggttaccg ctacttggag gaggacaact cggacgagag 



<210> 856 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 856 

tagactcacg aacaaatcca cctgagatca gcagagccac cctagatcag 



<210> 857 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 857 

cctcagaggc ttactctaac ccatcccaga ataaatggag acttcatgtg 



<210> 858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 858 

aggctgttga tgcttattct ctgtaactaa gaattttacc ttttggggga 



<210> 859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 859 

gtaaacgtat cctctgtatt cagtaaacag gctgcctctc cagggagggc 



<210> 860 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 860 

aactaacccc ctttccctgc tagaaataac aattagatgc cccaaagcga 



<210> 861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 861 

gcctcgacac atcctcatcc ccagcatggg acacctcaag atgaataata 



<210> 862 
<211> 48 
<212> DNA 
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<213> Homo sapiens 
<400> 862 

gcacagtcac attccctcct taggaatctt ccccttccac cctttaca 

<210> 863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 863 

tttgaggttc tttggttttg ttagtaaaag ccagttctgt ggtgatgacc 

<210> 864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 864 

catctgaagt gtggagcctt acccatttca tcacctacaa cggaagtagt 

<210> 865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 865 

ttttggcagt tgtctgcatt aacctgttca tacacccatt ttgtcccttt 

<210> 866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 866 

tggtgtttat gtactactct atagaactct tggcttgcac ttctacagct 

<2X0> 867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 867 

acaggcaaag tgacagggga aaaggaatta gtctaagagt aaggggatga 

<210> 868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 868 

tggtctcctt ggaaatccgt ctagttaaca tttcaagggc aataccgtgt 
<210> 869 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 869 

gtctaccagg cgaaaaccac agattctcct tctagttagt atagcggact 



<210> 870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 870 

acttctcttg atgtagaaag agatgacgtt gttaccctga gtgacagtca 



<210>. 871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 871 

tgagctaagt gtcatgcata tttgtgaaga aacacccttg tttggtccct 



<210> 872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 872 

ctgagcaagg cagatgacct aatcacctca cgacagcaat acagcagtga 



<210> 873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 873 

tttgtactat tgctagaccc tcttctgtaa tgggtaatgc gtttgattgt 



<210> 874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 874 

tgctatgcta atgtctagaa aggcatacga tgctactatt atgctctgtt 



<210> 875 

<211> 50 . 

<212> DNA 

<213> Homo sapiens 

<400> 875 

actgctcttt ctcaggccca aggtaaaaag gtttttggtc tcatgttgac 
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<210> 876 . 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 876 

tcaccagctg atgacacttc caaagagatt agctcacctt tctcctaggc 

<210> 877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 877 

cagagtaggc atctgggcac caagaccttc cctcaacaga ggacactgag 

<210> 878 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



<400> 878 

tgcatgaagc actgttttta aacccaagta aagactgctt 

<210> 879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 879 

tgattttgca acttaggatg tttttgagtc ccatggttca ttttgattgt 

<210> 880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 880 

tttgagcgat ctctcacatg atggggttct ttagtacatg gtaacagcca 

<210> 881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 881 

cccggcctgg gactcagcat ttctgatatg ccttaagaat tcattctgtt 

<210> 882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 882 



gaaacctgtt 50 



50 



50 



50 
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agttttgctg aagactggcc ttattaatgg acagctttcc taacaagaga 



<210> 883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 883 

gggtcaatag tttcccaatt tcaggatatt tcgatgtcag aaataacgca 

<210> 884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 884 

tgagagctga aatgagacca tttactttgt ttaaaatgct gtactgtgca 

<210> 885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 885 

ttgagctaag accttaggaa attcactttc tgcatgataa aatgacccaa 

<210> 886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 886 

tgtcattgta cactttattt ccctcacact gtgttatgct ctgatgtgct 

<210> 887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 887 

ggtctctttg actaatcacc aaaaagcaac caacttagcc agttttattt 

<210> 888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 888 

aggttcttcc tgtacatacg tgtatatatg tgaacagtga gatggccgtt 

<210> 889 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 889 

acttggatgc tgccgctact gaatgtttac aaattgcttg cctgctaaag 50 



<210> 890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 890 

gggaggcgtg gctgagacca actggtttgc ctataattta ttaactattt 50 



<210> 891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 891 

tctcccagaa tgtacttatc ttacctcggc atgtactgta gtcactcagt 50 



<210> 892 

<211> 50 

•<212> DNA 

<213> Homo sapiens 

<400> 892 

tgtgcactgt tgtaaaccat tcagaatttt cctgctaggc ccttgatgct 50 



<210> 893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 893 

catcggccag acagagttga atgcaagcaa tccagaagaa gtgttacagc 50 



<210> 894 
<211> 50 



<213> Homo sapiens 
<400> 894 

tgctctagcc atcaggttct ttcaaatgca tctttacact cttgcacaaa 50 



<210> 895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 895 

tgagcatgaa atgggatcct gcatcacttg ttttaactat ttattttgcc 50 



<210> 896 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 896 

tttgcggcta gttggctatt caagaaacct cgcccctctg aatgtcatac 



<210> 897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 897 

gtttacgtgg aagaaacgct aagggtttgc tcccaggaaa ggagaggaag 



<210> 898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 898 

tgctcaaatc aggacttaaa tcataggcac cacatttttc atgtcagact 



<210> 899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 899 

tgaaattcta cccatcttga gggaggaccg ttcctcagtt aaggacttgt 



<210> 900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 900 

atgagtgtgt cggaatcccg tgcttaaaat acgctcttaa attattttct 



<210> 901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 901 

aaatcagaac tgaggtagct tagagatgta gcgatgtaag tgtcgatgtt 



<210> 902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 902 

aggctttagc aaagatggat atattggtga ctgagacaga agaactggca 
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<210> 903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 903 

agtgggccta actcatgtga gcttgataac tgatgaactc attgggagca 



<210> 904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 904 

aacactaacc tctcccctcc tggctcaaga attactccga agtcagtctg 



<210> 905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 905 

tctgtcagga aatgtaactt tggttttatt tttggcttat tccaaggggt 



<210> 906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 906 

aaattgtgcc ggacttacct ttcattgaac atgctgccat aacttagatt 



<210> 907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 907 

tggcagggag ctgggacctg gagagacaac tcctgtaaat aaaacacttt 



<210> 908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 908 

agggagataa tggagtccac tttaatttgg aattctgtgt gagctatgat 



<210> 909 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 909 

agatcagtga tactggtgtt agtgttgtaa tcaggttaaa cccacttcca 



135/1425 



WO 02/057414 



<210> 910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 910 

ccatttgaca gtaaaggctc ttggcttctg ttggaggcat gggaaattgt 



<210> 911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 911 

tttaacagcc tgtcctcccg gcatcaggag tcattgaaca atcatggatt 



<210> 912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 912 

aatacttatt gtttggcagg tcatccacac acttctgccc ccactgcatt 



<210> 913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 913 

ttatcagatg ggatactggg gactataaac aatggaaata aagccactgt 



<210> 914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 914 

ccctgtgcct ttcctttgag agtgaaggtg ggtggagttg accagagaaa 



<210> 915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 915 

tgtgtgcgta gaatattacg tatgcatgtt catgtctaaa gaatggctgt 



<210> 916 

<211> 50 

<212> DNA 

<:213> Homo sapiens 



136/1425 



WO 02/057414 



PCT/US01/47856 



<400> 916 

tctacatgtg actggctttc ttgccctcgt ctcttgaatg tttagactct 



<210> 917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 917 

tggtacccaa actcaccatt tggtcctctt taatctttga gggtttcaat 



<210> 918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 918 

ttccatttat tcatgtacat tggccagttc ctggtccttg tctgacttct 



<210> 919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 919 

aaccatctgg agtcagtaca gatcatcaat ccttccacat atacaagttc 



<210> 920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 920 

ggccacctgc tgactatttg tggtttaaaa taaaaggttt acttgtctgc 



<210> 921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 921 

tctttgtaaa gcacgatgat acaaatctgg tgccagtgtt atattttgca 



<210> 922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 922 

catggatatc atgtatcctt cctggtgctc acacacctgt caccttgtaa 



<210> 923 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 923 

ataaggtgca taaaaccctt aaattcatct agtagctgtt cccccgaaca 



<210> 924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 924 

tggaccggag tctgctgagt ttataaggtt ccaaaaatat ggtaaaatct 



<210> 925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 925 

actcgacctt ggtaaacgga aatgttgggg gtgaagagaa acaatcacta 



<210> 926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 926 

ttcaaggttc tgcgaaatta attgggcagg ttaattgtgt acctgaaact 



<210> 927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 927 

tccccaggat ggggcctcat acaacccttc atctgcactc aacatttaat 



<210> 928 
<211> 50 
<212> DNA 

<213> Homo sapiens ' 
<400> 928 

ttttagacat ggagtgcagg tggacactgt gtgaactgtt tttggtcagt 



<210> 929 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 929 

caagaaactt ggtctgcagt ctggaagctt gtctgctcta tagaaatgaa 

•<210> 930 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 930 

caagaaactt ggtctgcagt ctggaagctt gtctgctcta tagaaatgaa 

<210> 931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 931 

tgttgaacgg ttaaactgtg catttctcat tttgatgtgt catgtatgtt 

<210> 932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 932 

ccccttcaac tgagggtcat tttaccagag tcaataaagg ccaacccttc 

<210> 933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 933 

attctgaggg tgactgaggc tacagctgct atcacatgcc gaactttctt 

<210> 934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 934 

tggtatcagg agttgggatt tctcagcact gctaatgaag atcccctctt 

<210> 935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 935 

cgcagagagg agaaaaggag acagcaagac gccaataaag aaacacaact 

<*210> 936 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 936 

cccgcacggg cagctgaagg ccgctgtttt ctaatatttg tattctaatt 



50 



50 



50 



50 



50 



50 



50 
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<210> 937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 937 

cccctgggag atgtagcaaa ttgagtgtgg gttttggagt ctgagcctca 50 



<210> 938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 938 

gcagagggag ggttgccatg aaggaacttg ggattttcaa tggaataaat 50 



<210> 939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 939 

cctttcacgt ctggacgaat taccaaatgc catgaattgc cactgtgtgt 50 



<210> 940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 940 

aggaagatgg cgctgttatc agcggggaaa tgtactattt aagatcagct 50 



<210> 941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 941 

atccaagtct gaaactctgc gctctagtac tgctgttaag atacacaact 50 



<210> 942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 942 

tggatagcca tttctgctca accacacatt ctctaagaaa cagcttgaaa 50 



<210> 943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 943 
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tgttgtatgt ggatggggaa gttttgtttc tcctcttagc atttgtttct 



<210> 944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 944 

tctgaatgat cctactcctt tggagtaaaa ctagtgctta ccagtttcca 



<210> 945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 945 

tccttttgta gccactttga gtctgcagtt gtcagtaagc ctttttaaag 



<210> 946 

<211> 50 

<:212> DNA 

<213> Homo sapiens 

<400> 946 

gggggaaatt accagtagaa tgccttggtc tgaatatttg atagaaccaa 



<210> 947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 947 

ctggtacttt acagttttgc accaactctg ccaagccact ggatcttaca 



<210> 948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 948 

atccagtcac tcatcaagtg taatctgtct cctaaatatc tctggaacct 



<210> 949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 949 

agcttttggg gtcagatctc tggaacatca tgtgatgaag ctgacatttt 



<210> 950 

<2H> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 950 

agcagttagg cttgactttg aggagaggct gtgatgttta tgatccctga 50 



<210> 951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 951 

gctgtccaca gaaaacgccc ttaagtagcc ctaccttact ccttagagct 50 



<210> 952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 952 

catgggtatt aatagtcttt gctgctggta atactgaaag aacctgcttt 50 



<210> 953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 953 

aggatttgat ttcttgaaac cctctaggtc tctagaacac tgaggacagt 50 



<210> 954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 954 

ggactcagga gctaatactg tctacagtgg agcttggtgc aattagaagc 50 

<210> 955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 955 

accaggagga cagagtttgc tttcatattt tccctgtaag taagagggct 50 



<210> 956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 956 

ccatgaagaa gcaagacgaa aacacacagg agggaaaatc ctgggattct 50 



<210> 957 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 957 

ttggaatttg tgttgcatgt aaggcaatct ttcctgttgt aaatcttcct 50 

<210> 958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 958 

aggaaactga gtagactcct gtgtaaccct gtttggaact ttgccttctt 50 

<210> 959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 959 

tttacaaggc agaatggggt gtaacagttg aattaaacta gcaatcacgt 50 

<210> 960 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 960 

tagtaggaat gaagtggaag tccaggcttg gattgcctaa ctacactgct 50 

<210> 961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 961 

agtgtttagt ctcatgttgg gaacacatga atgtgatgaa catagtgaat 50 

<210> 962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 962 

accctttgag agttccacaa gtggtagtag agtggttfcaa cgtctttcct 50 

<210> 963 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 963 

ttgccccttt tctgtaagtc tcttgggatc ctgtgtagaa gctgttctca 50 
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<210> 964 

<211> 50 

<212> DNA • 

<213> Homo sapiens 



<400> 964 

actcatcaat tgaaaagtcc tccaaaaaga gaactattgg gaaaccatgg 



<210> 965 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 965 

agatgggtga atcagttggg ttttgtaaat acttgtatgt ggggaagaca 



<210> 966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 966 

tcagacctgg ttgattttgt actttggaac tgtaccttgg atggttttgt 



<210> 967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 967 

gtatctcatg gcctctt'gat gtggaaagaa gttgacagag ggttgcaggg 



<210> 968 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 968 

agttcagtga gaagaaacca gaacacttgt tcctagtgtt gtgttgtttt 



<210> 969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 969 

gcagatggct atgtgctaga gggcaaagag ttggagttct atcttaggaa 



<210> 970 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 970 

ttggtgtcaa tgatctggtg acaataggat tacattggag ccaattgaat 
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<210> 971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 971 

aactagaaga tgtacttcga cagcatccat tttacttcaa ggcagcaaga 

<210> 972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 972 

atacactttt ccaaatttgt cccaacagcc ctgtaagcca gctttcttct 

<210> 973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 973 

gcattttctt cacttgcagg caaacttggc tctcaataaa cttttaccac 



<210> 974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 974 

attagaccag accagtgtat ttctaaagaa aatcctgaca tgcacaccca 

<210> 975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 975 

agccaaatgt gtcatacatc aaatcttcag cagcttttgc ataatccagg 

<210> 976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 976 

tcctcaaagg ggaaaactat gaaggggaag aagacaaacc taagatacca 

<210> 977 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 977 

agatggactg gagctttttc tttgtgaata gaaactggat gccacagtga 



<210> 978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 978 

agttgtcaga agactcctgg gtgtacagag caaatcaagc tgcatcagta 



<210> 979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 979 

agtggcttca tagctactga caaatgtctg aactattgtc gtgcccttca 



<210> 980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 980 

gcctgtacaa acattcaagt tagttggcag tctataaatg tgagttgggt 

<210> 981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 981 

aaggaaggta aagttagggg actagaagac tctaaattgg cttctacaga 



<210> 982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 982 

agaactaatt gcccatgttt aattatagca gacacgccat tctaacaggt 



<210> 983 

<211> 50 

<212>' DNA 

<213> Homo sapiens 

<400> 983 

aacttggtat tgttgtagtt tatgtagtaa gtgacttggc acccatcaga 



<210> 984 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 984 

agtttaactt ttcctcaccc ctgtatagaa aatgccttgc ctctcaagag 



<210> 985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 985 

gtcttgggct ggatgggtta tagagctgag cggctgtgat ggttctgttt 

<210> 986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 986 

gacacatcta gaatgttttt ctttcaccgt acctccaaaa gaggcaattt 

<210> 987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 987 

accagggatg ctctctaacg taatcaaggg aaggttcagt aagacaaagt 

<210> 988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 988 

acacagttca gtttttgagg gaactagttt tgtcataata ctacacccct 

<210> 989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 989 

tgcagtggga attcttgagt gaggtcttac ctcttcttta aacctcttca 



<210> 990 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 990 

aaggcagaat agaatgctga gattggttaa gtt'tgcaatg accatcttga 

<210> 991 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 991 

tgccctaatc ttgagttgag gaaatatatg cacaggagtc aaagagatgt 50 



<210> 992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 992 

gctagattgt gaagtacatg ggatttcatg agccagagga ggcatttgga 50 



<210> 993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 993 

gcctcaaaga aaacccagag tgccctgttc taaaacgtag ttctgaatcc 50 



<210> 994 
<211> 50 
<212> DNA 

<213> Homo sapiens . 
<400> 994 

aatcccaggg cttggttaag tgctgtgtga taacttgttt ggatgagact 50 

<210> 995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 995 

aggtttctta cccaacacaa atggacagtg gatttgactt tctaaagact . 50 

<210> 996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 996 

cctggtgatg ggaagggtct tgtgttttaa tgccaataaa tgtgccagct 50 



<210> 997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 997 

aaaatattga gccaggccct ggggaagtgg gaagtgagag ccagagcggc 50 
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<210> 998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 998 

agcacacaag gaatcccaga aaatgttggc tgaaggaata aatggatgga 50 

<210> 999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 999 

cactgcctac cgccattcat gattaaacca tccagaaata ccatccctgt 50 

<210> 1000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1000 

aaatgagatg gcctctgcgg acacatgaaa gggtacttca gcttaccaaa 50 

<210> 1001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1001 

tggactagga gagacttgat tttggtgcta aagttcccca gttcatatgt 50 

<210> 1002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1002 

ctcacagcca gcacgacccc cagaaagagg cgtcccacaa taaacacgtc 50 

<210> 1003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1003 

acagaacatt gagatgtgcc tagttccgta tttacagttt ggtctggctg 50 

<210> 1004 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1004 
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tgaatttcag atgggtgatt taagtgagtc acaagtcaca aaactttgct 



<210> 1005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1005 

tgtacttaag tgctgatgac tgttagccag tttacaactt tttaccatcg 

<210> 1006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1006 

ttctgaacat tttagtcaag ctacaacagg tttggaaaac ctctgtgggg 

<210> 1007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1007 

tgtcaagggc attaaaagcc tcctgaagca taatcttatc aaagggatac 

<210> 1008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1008 

tcagtccatc tcaagacctg tgcctgtcag atttcacaat tatggagatt 

<210> 1009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1009 

ggtaggagtg aaatctctct ctcaaactct aggaaagccc gagtcatact 

<210> 1010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1010 

acagcaggtg tcatgggtca agcataaatc atatatagca ttttcagg.ca 

<210> 1011 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1011 

acagcaggtg tcatgggtca agcataaatc atatatagca ttttcaggca 50 



<210> 1012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1012 

tgtgggtccc tatgagtgta gagcccatat ccccatagag tctacctaga 50 



<210> 1013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1013 

tgttttcatt tcagaacatt gtgctgtctg tcagcatatg tatatcagct 50 



<210> 1014 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1014 

tggctactgc aaaaccagtt ttgacaggtc agattttcat atgtataggt 50 



<210> 1015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1015 

agaggttctg aaaggtctgt gtcttgtcaa aacaagtaaa cggtggaact 50 



<210> 1016 

<211> 50 

<212> DNA 

< 2 13 > Homo sapiens 

<400> 1016 

atgcgtcctg gttttcaatc gctgctgaac aaacctatca aaaatgtagc 50 



<210> 1017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1017 

agtatgatcc ctcaaaacct cactaactgg aaggatgatt ttgtctcagt 50 



<210> 1018 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1018 

gagggttcct cactgaggtt gagaggtgtg ttggatagga ctgatcccac 



<210> 1019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1019 

aagtgtggtt cctgaaggct gtctttgtaa ctttttgtag ttctttgtgt 

<210> 1020 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1020 

aatcctttaa ctctgcggat agcatttggt aggtagtgat taactgtgaa 



<210> 1021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1021 

ctggaaaggg ggctaagatc agggccttca ttctggatca ggcgaaattt 

<210> 1022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1022 

gttcctcttc gggaagcttt tgataaggaa ttctcagacc gatagggtgt 



<210> 1023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1023 

agttttgtac ttttcacata gcttgttgcc ccgtaaaagg gttaacagca 

<210> 1024 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1024 

ttggatctgg ttctgaggag gacacacctg gcatcggatg acctttataa 
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<210> 1025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1025 

tagacatgct tgtgtccaca cagcacacca atgtgatact tccactgacc 



<210> 1026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1026 

atgggatgcg gtgggttgcc caataaacgg ctgtggagtg gaaattcctc 



<210> 1027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1027 

tttgtacgta gctgttacat gtagggcaat ctgtctttaa gtagggataa ^ 



<210> 1028 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1028 

ggaatttcct atcttgcagc atcctgtaaa taaacattca agtccaccct 



<210> 1029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1029 

gagatgagtt ttgttatttt ggggttttca agcattggaa ccaaaggcca 



<210> 1030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1030 

tcacttagac ccctgtaaca ggttaaatct tcatggtgtt ctgtttccta 



<210> 1031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1031 

gctctccaga ctgttacagt gcatgagtga taataaaaat gagtcagtca 
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<210> 1032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1032 

ggaggtaaac attggagatg tttgtgaaaa tattactctt gctgtgaggt 50 

<210> 1033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1033 

ggcccctttc tttcttctga ggattgcaga ggatatagtt atcaatctct 50 



<210> 1034 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1034 

tcaacagcac ttaaactgaa gtttgggttg ctcatacaat aaacagattg 50 



<210> 1035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1035 

gggccatttt atgatgcatt gcacaccctc tggggaaatt gatctttaaa 50 

<210> 1036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1036 

ttttccacag gggacctacc cctattgcgg tcctccagct catctttcac 50 



<210> 1037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1037 

gggtgagaac acttgcaaca gtttattaat gaggtgactt tcaccttagg 50 



<210> 1038 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1038 

aatgtaccat caataaaatt ggctgcttgg gcagttttag ttaccacctt 



<210> 1039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1039 

ttttcagagg cttcctaatt aatcttgccc tcctccattt cagtccattt 



<210> 1040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1040 

agctccaacc ttacgatgga gaattaaact tgcttgtatt tccactttgt 



<210> 1041 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1041 

agcttcctct tcctcaggac agcttctact ttagatgatc caataatgat 



<210> 1042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1042 

cactgacttc tattccatga gctttttcaa ggcgcttatt ttatggcagc 



<210> 1043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1043 

tgtttcgtaa attaaatagg tctggcccag aagacccact caattgcctt 



<210> 1044 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1044 

ggaagaccca aggaaatccg gaatttcgca ccagaggacc caccacgtcc 



<210> 1045 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1045 

tcttgttact tccaaggaga accaagaatg gctctgtcac actcgaagcc 



<210> 1046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1046 

tctttctcta aagcttgttt gatgaaactg gttggtcctt tcagtgaaca 



<210> 1047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1047 

gctgtgtgac ttagtagata aaatactgcc ttctgccttt gggaccatga 

<210> 1048 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1048 

tctgtaattg gacagctctc tcgaagagat cttacagact gtatcagtct 



<210> 1049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1049 

ggtcgtggac gtggtcagcc acctcagtaa aattggagag gattcttttg 



<210> 1050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1050 

aaagtgaaac caagagtaca agagacaggt gaaattaaag agccccttga 

<210> 1051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1051 

gtccaggatg cagagctaaa ggccctcctc cagagttcta caagtcgaaa 

<210> 1052 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1052 

ccaacttgag atgtatgaag gcttttggtc tccctgggag tgggtggagg 

<210> 1053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1053 

ttcctcatcc catttacagt ttttctaact ccagggtagt gtttagtgtt 

<210> 1054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1054 

catgccaaag actcaactgc tttcaaagat aatgtgggtg ctagatgcag 

<210> 1055 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1055 

tccccttctc ccctgcactg taaaatgtgg gattatgggt cacaggaaaa 

<210> 1056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1056 

accatgcata gagtcaatca aatccttgtg atgttttgta tggactttga 

<210> 1057 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1057 

tgtgctgcct caagactgct ggagtcagga cattttatag agccttttcc 

<210> 1058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1058 

gtgcagtctc ttagcagact tcaggcccaa actgtattct tcactcaggc 
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<210> 
<211> 
<212> 
<213> 



1059 

50 

DNA 

Homo sapiens 



<400> 



1059 



gttagtgaaa gctgtttact gtaacgggga aaaccagatt ctttgcatct 



<210> 1060 

<211> -50 

<212> DNA 

<213> Homo sapiens 

<400> 1060 

gcttctgtaa atgccatccc aatgtggttt ggttttgttg aacagaaacc 

<210> 1061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1061 

ttgcctcgat aagtttccaa gtcactgaaa tctgctgaag gttttactgt 



<210> 1062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1062 

acttctgaac tgaggaattt gctgttgaca gccaaagtat agtgtacaag 

<210> 1063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1063 

agagccatct ggtgtgaaga actctatatt tgtatgttga gagggcatgg 

<210> 1064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1064 

agaacaagtt tgccttgatt ttgtttaaaa tgacttctgc taagcaccca 

<210> 1065 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1065 
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cctgccaaag caagaagaag gcttggtccc cagaaacaaa cagtagtcat 50 



<210> 1066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1066 

ggagtctcag gccaaggatg tcattgaaga gtatttcaaa tgcaagaaat 50 

<210> 1067 ' 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1067 

ggagtctcag gccaaggatg tcattgaaga gtatttcaaa tgcaagaaat 50 

<210> 1068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1068 

tttcatctga atccagaggt gcatcaaatt aaatgacagc tccacttggc 50 

<210> 1069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1069 

ttgacacgtt ccacttcctt tgcaattatt gtatttagtt gtgcactagt 50 

<210> 1070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1070 

ccaaatcaac tgtgtgaact gtttctgcac tgcttgctaa tggtttcatc 50 

<210> 1071 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1071 

attgagacgg gaaaaactcg ctgtaaaata atgccaacct agataatgct 50 

<210> 1072 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1072 

tgttcttgca ttgcatttaa tgatcccttt tctccccacc tccacacact 

<210> 1073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1073 

tgcagattcc tagtagcatg ccttacctac agcactatgt gcatttgctg 

<210> 1074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1074 

gcaagaccgt ttgtccactt cattttgtat aatcacagtt gtgttcctga 

<210> 1075 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1075 

aatttaactt ttgggtgcca ggaaatgggt tttctcaaag tccattgccg 



<210> 1076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1076 

tcgtggaagg gagagccatc agcagaaaga gaccctgaga tcttcgcctg 

<210> 1077 • 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1077 

aaacacacca gggagacacc ataaaacaga ccaagactaa cttaaaaaca 

<210> 1078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1078 

aaccacaatc aaacatataa ataagcctgg aaaaccaact acaaccagca 

<210> 1079 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1079 

tttcctgatt atttgatgct agctggaatt caagaaatgg cattgacctt 



<210> 1080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1080 

tcaccccaag tagcatgact gatctgcaat ttaaaattcc tgtgatctgt 



<210> 1081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1081 

tgagaagtgc ggaataggtt gcttctacca cctgttctta atgtaacagt 



<210> 1082 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1082 

tcgaatgagt ggtcaggtag tcttaaagag cctcatgtta aatagacaca 



<210> 1083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1083 

tgaagtgcaa ataaaagcac tgctactata agacattctg gaatggttgt 



<210> 1084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1084 

gcagtcccca gatccagaac atgggaagtt agggaaaatg tgtgattttg 



<210> 1085 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1085 

aggtatgaca ggaactgtct tcatgtcctt acccaagcaa gtcatccatg 
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<210> 1086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 10B6 

aattttgaat ttctccttgc cacgttaata aagccaaaag cagcgggtgc 



<210> 1087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1087 

tgactctgtg ctggcaaaaa tgcttgaaac ctctatattt ctttcgttca 

<210> 1088 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1088 

gctctcccac agaaaccttt gtccttgcaa ctttatcctt tgtcccgatt 



<210> 1089 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1089 

ttgccttagc cagtgtacct cctacctcag tctatgtgag aggaagagaa 



<210> 1090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1090 

actgtattgg gattgtaaag aacatctctg cactcagaca gtttacagaa 



<210> 1091 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 1091 

gtgtgtgtgc atgtgtgtgt tagcagaggt attttactca gaaaataggt 

<210> 1092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1092 

gccagtcaaa aagtaaaatg aagagaggca cgccaaccac tccaaaattt 
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<210> 1093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1093 

cactttgtgg tcgaaaggct cagcctctct acatgaagtc tgtggacatg 50 

<210> 1094 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1094 

aggctttctt gtctcagcaa ctttcccatc ttgtctctct tggatgatgt 50 

<210> 1095 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1095 

tttttctttt tgaagcatgg aaaacaaatc ttttatgcca ctccagccat 50 

<210> 1096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1096 

ccatgatata aggaagggcc gtgcctcatg gaaaagcaac aggtggcctc 50 

<210> 1097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1037 

taaaggcgag caccgtcagg agcgcagaga tcggccctac tagatgcaga 50 

<210> 1098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1098 

tgagcctgac acctgtgttt cagcatttgg agacatcccc atgttattct 50 

<210> 1099 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1099 

ctgagccaca tccaagcctg gtttgctgca ctctattgcc aaagactgac 



<210> 1100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1100 

acttgcctca ttctcatcat ccaaactgaa catttgtatc ccaagcagaa 



<210> 1101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1101 

gtatgaagaa ggaagcccag cagagcagga ggcagcagca acaatgagag 



<210> 1102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1102 

ctgtgtgtgt ccatgtctgc aagcagttct tcaataaatg gcctgcctcc 



<210> 1103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1103 

tcaaagcaga gcacagagtt atttggtgtt fcgctgaagac agcctttgtg 



<210> 1104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1104 

acttccatct cagctaatgc acccaccagc tcaaacacac caataaagct 



<210> 1105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1105 

tgcaatccac aatctgacat tctcaggaag cccccaagtt gatatttcta 

<210> 1106 

<211> 50 

<212> DNA 



164/1425 



WO 02/057414 



PCT/US01/47856 



<213> Homo sapiens 
<400> 1106 

cagaaaccaa tactgctgtg cactgagaat aaaaactcat gcccccttgt 50 



<210> 1107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1107 

caccagtgag gattactgat gtggacagtt gatggggttt gtttctgtat 50 



<210> 1108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1108 

aaagtaaggc atggttgtgg ttaatctggt ttatttttgt tccacaagtt 50 



<210> 1109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1109 

taaggggtag acaagatacc gaataatctc cacaagttta tttgtggtct 50 



<210> 1110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1110 

acatcaacag tggtgctgtg gaatgcccag ccagttaagc acaaaggaaa 50 



<210> 1111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1111 

acaaacaatg caaccaacta tccaagtgtt ataccaacta aaacccccaa - 50 



<210> 1112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1112 

ttcacctaca aaatttcacc tgcaaacctt aaacctgcaa aattttcctt 50 



<210> 1113 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1113 

gggtacttct ccataaggca tctcagtcaa atccccatca ctgtcataaa 

<210> 1114 

<211> 50. 

<212> DNA 

<213> Homo sapiens 

<400> 1114 

cttgctgttt tccctgtcca catccatgct gtacagacac caccattgaa 

<210> 1115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1115 

aagtcaattc ctggaatttg aaagagcaaa taaagacctg agaaccttcc 

<210> 1116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1116 

aagctactgt gtgtgtgaat gaacactctt gctttattcc agaatgctgt 

<210> 1117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1117 

tgtcatgctc ccagaatttc agcttcagct taactgacag atgttaaagc 

<210> 1118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1118 

aggtggtact caagccatgc tgcctcctta catccttttt ggaacagagc 

<210> 1119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1119 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 
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<210> 1X20 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1120 

tgtggttagg aagcaatttc ccaatgtacc tataagaaat gtgcatcaag 50 



<210> 1121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1121 

gcctgcgttg ccacttgtct taactctgaa tatttcattt caaaggtgct 50 



<210> 1122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1122 

agctaatatt gctgcaatgg ctggcaggaa acaggtgatc aagagtgtca - 50 



<210> 1123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1123 

tcgaccccag aggtgaatgt attgttatta ttgttttgtt gttgttgtga 50 



<210> 1124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1124 

tccttggcag ctgtattctg gagtctggat gttgctctct aaagaccttt 50 



<210> 1125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1125 

tttgccatgt ccagtacaga ataatttgta cttagtattt gcagcagggt 50 



<210> 1126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1126 
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tagagaacct atagcatctt ctcattccca tgtggaacag gatgcccaca 



<210> 1127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1127 

aactcatgtg caggtttgat aaacaccaga acagaagaca gtgatgctgt 



<210> 1128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1128 

tggccctgac agtattcatt atttcagata attccctgtg ataggacaac 



<210> 1129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1129 

acctggagag agaaggtatt gaaacatctc ctttatgtgt gactttccca 



<210> 1130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1130 

agaaataccc actaacaaag aacaagcatt agttttggct gtcatcaact 

<210> 1131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1131 

atgggcaaat tcttaggtaa gacaaaaaca cagccccaag ggcaggtagt 

<210> 1132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1132 

gctgatgcca ctacccgatt tgtttatttg caatttgagc catttaaaga- 



<210> 1133 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1133 

cctgttccct tcagccaacc cgtttctgca gtaaaattaa gcctgtcaaa 



50 



<210> 
<211> 
<212> 
<213> 



1134 

50 

DNA 



Homo sapiens 



<400> 1134 

tggcttaaac cagtgttcag tctggtgcca aacttcgaat ggaatacaaa 



50 



<210> 1135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1135 

tgtgagttgt gaccatgtaa catgagaggt tttgctaggg cctattattt 50 

<210> 1136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1136 

agctgagtaa ttctaatctc ttctgtgttt tccttgcctt aaccacaaat 50 

<210> 1137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1137 

aatttgctag aatccagtaa atcattttgg tagctctggc tgtgctatca 50 

<210> 1138 

<211> 50 

<212> DNA 

<213^> Homo sapiens 

<400> 1138 . 

tggctcgaag tttctctagt gttttctgtg gaaggaataa aaatttgagt 50 

<210> 1139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1139 

actcttggga gtgctgcagt ctttaatcat gctgtttaaa ctgttgtggc 5 0 

<210> 1140 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1140 

tttacatgat tggaccctca gattctgtta accaaaattg cagaatgggg 



<210> 1141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1141 

tgaaatcaaa gcacggtgca gaacttgtac caagtacaaa aggtccatgt 

<210> 1142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1142 

ccttactctg tccttgatgg aggggagaag ggagggcaaa gaagttaaat 

<210> 1143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1143 

caccgccatg caactccatg cctatttact ggaaacctgt tatgccaaac 



<210> 1144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1144 

caagagaatg aaggaggcta aggagaagcg ccaggaacaa attgcgaaga 

<210> 1145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1145 

agtctcgggt atgctgttgt gaaattgaaa ctgtaaaagt agatggttga 

<210> 1146 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1146 

actaaactac ccgaaggact taggtgcttt gtgtacttaa ccccaggacc 
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<210> 1147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1147 

gccaccactg tctgtttgag actccttcat gagcaaagat tgatgtatgg 



<210> 1148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1148 

atgaatttga agacatggtg gctgaaaagc ggctcatccc agatggttgt 



<210> 1149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1149 

agcttcagtc tctactggat tagccctact ctttcctttc ccctccatta 



<210> 1150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1150 

agatgtggtt atcacaagtc tcgaggggga aactactgca taaaataact 



<210> 1151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1151 

tcagtaaaaa tgcctgttgt gagatgaacc tcctgtaact tctatctgtt 



<210> 1152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1152 

agttaactgc ggagccaaga gttggactat aattaaatta ccttccttgt 



<210> 1153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1153 

ccggtttggg ttgttaatgg ttgaaaactt agaggaacat agtgaggcct 
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' <210> 
<211> 
<212> 
<213> 



1154 

50 

DNA 



Homo sapiens 



<400> 1154 

ccggtttggg ttgttaatgg ttgaaaactt agaggaacat agtgaggcct 



50 



<210> 1155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1155 

ccagtgattt gattaactca gggcaaggct gaatatcaga gtgtatcgca 50 



<210> 1156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1156 

ttttgaccca gatgatggtt cctttacaga acaataaaat ggctgaacat 50 



<210> 1157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1157 

actggacatc gccctacgca acctcctcgc catgactgat aagttccttt 50 

<210> 1158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<!400> 1158 

actgctggta gcatttatct gacttggaaa gttggagaag aggcattcct 50 



<210> 1159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1159 

cttccgaaga gaagaggctg gggctgtaac tggaaagggg aagcgcacag 50 

<210> 1160 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1160 

cctgaccttg agctctagtc tcccctttaa atcttacctt ggcagtaaca 50 



<210> 1161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1161 

ttggtcccac agtttttatg tgtcctactt gaaattatgt ttgctcccgt 

<210> 1162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1162 

tggaggattt ttgttaagtc aagtgtcaat cgaagttaaa aagcaagggt 

<210> 1163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1163 

atggctcttt tcctattaga gcaacttgtg tttccctgat aatgtgtaca 

<210> 1164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1164 

gtcgtgactg acttggtgtg ttgctattgt gtttctatat actccgtcca 



<210> 1165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1165 

tttagtccag tggtttccac agctggctaa gccaggagtc acttggaggc 

<210> 1166 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1166 

tggaagacag taaagaacag ccctctgtag tcagtaaagt ttcaccttct 

<210> 1167 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 1167 

tgggtggagt attatgttta actggagttg tcaagtatga gtccctcagg 



<210> 1168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1168 

aaagtagtaa atcgggctgt cttaatagtg cgcctgttac taatggaatt 



<210> 1169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1169 

atgtcaagct ttgggtctct ggagtataac tttttgtaac attagccatt 

<210> 1170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1170 

atctaggaca cctccatcaa acctcctctt gcactttccc tctggcttcc 



<210> 1171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1171 

tgtgatggga acagtgtctt agggagatgc agcttggact tgaggtaaat 



<210> 1172 

<211> 50 

<212> DNA 

<213> -Homo sapiens 

<400> 1172 

agaatgggag gccaaccttc tatcagagtt aaacttttga caagggaaca 

<210> 1173 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1173 

aaaaatgtga aactgccctg cctccccttt ttgctgacaa cactgtgtac 



<210> 1174 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1174 

ggccccatta caaaactcct taggaacctc gccctctctc tgctgtaagg 50 

<210> 1175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1175 

gctgctgtct agatttatgt gtgctctgac aagaaatgtt ttgtgtaaca 50 

<210> 1176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1176 

ccaggctgcg gtgagaatgc caagaaggca ctacctccca cccacatcac 50 

<210> 1177 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1177 

ccagttgtct tgaacagcct gactcctgcc agccctatgg aagttccttt 50 

<210> 1178 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1178 

ccagttgtct tgaacagcct gactcctgcc agccctatgg aagttccttt 50 

<210> 1179 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1179 

tctttaagaa gaccaccaca tagaataccc cttcctatca gctcgctctg 50 

<210> 1180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1180 

tttgactttc aggatgtcat actacttctg tacctagcat tttcagtcct 50 
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<210> 1181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1181 

tgcttagatt tgttcctgtt gtcaaaactg ttacccccaa aattggtgtg 



<210> 1182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1182 

aacaaggtac atgcattatg tgtcacatta ctgggcaaac tgttcaagta 



<210> 1183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1183 

agcacaagca gtgtctgtca ctttccatgc ataaagttta gtgagatgtt 



<210> 1184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1184 

agtgactaaa tactgggaac ctattttctc aatcttcctc catgttgtgt 



<210> 1185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1185 

cttcaggact gtatgagccg agcagttaca agacacaaag aagttaaaaa 

<210> 1186 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1186 

agggccagat ttcatgttga ccctggggat gctgtgaatt tctcctgcag 

<210> 1187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1187 
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aaatgcaggt ttattatcca gcactgagag agttaacaag gactggaaaa 50 



<210> 1188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1188 

aaatgcaggt ttattatcca gcactgagag agttaacaag gactggaaaa 50 



<210> 1189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1189 

ccctccttaa tcaacttcaa ggagcacctt cattagtaca gcttgcatat 50 



<210> 1190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1190 

aaaccagtga ctcctaatct ttttcaagtt aagacacctt accattgctt 50 



<210> 1191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1191 

aagggaacac aaaactgtgg tcctgacaat actaattcta cccgttttca 50 



<210> 1192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1192 

tttttgtacg atcagcctta ctgctaataa aagcacttcc acagggaaaa 50 



<210> 1193 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1193 

aaattctaca aaggagaggt tgggcgttac aaaggcattg tgaatctaat 50 



<210> 1194 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1194 

aaattctaca aaggagaggt tgggcgttac aaaggcattg tgaatctaat 



50 



<210> 
<211> 
<212> 
<213> 



1195 

50 

DNA 

Homo sapiens 



<400> 1195 

ttcaccgagg acatgaaact ccaccttgcg gggataaaga gagaaaaaca 



50 



<210> 1196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1196 

tgtgctcttc agtagaggat tttctgtgat cctacaatga agggaaagct 50 

<210> 1197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1197 

tttgtgtaaa accacctttt gaagcagcaa ctatcaagtc tgaaaagcaa 50 

<210> 1198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1198 

agtgggtgaa tcacagtaat ttccctgtaa aatgtggtac ctgaagtcat 50 

<210> 1199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1199 

taggctcata gccttgtatt tcgttttaga ttgtaagctc aatggcaggg 50 

<210> 1200 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1200 

gctcaagcaa atgtttggta atgcagacat gaatacattt cccaccttca 50 

<210> 1201 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1201 

aagtcatcat ttgccttgaa agtttcctct gcattgggtt tgaagtagtt 50 

<210> 1202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1202 

gagcaggggt gggagtggct gtaacttcac aatcctaata cagtaaatgt 50 

<210> 1203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1203 

ttcttaagga gtcttaactc ggtacttggg ttaacgccag aaattacttt 50 

<210> 1204 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1204 

ttggtgagtt gccaaagaag caatacagca tatctgcttt tgccttctgt 50 

<210> 1205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1205 

aggccttgtt tttcagcttc atctgcagtt ctatgtgaag attgataaat 50 

<210> 1206 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1206 

tgcaacttag aaaccagcta cagtatggcc cacttaataa aacacctgaa 50 

<210> 1207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1207 

agtttattgt tagccaggtt gcttgaaagg ttgagagtgg agtggtttgg 50 
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<210> 1208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1208 

gcataactgc tctagcttct tgtttaccat agtactgtgg cttcagattt 

<210> 1209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1209 

tgtatctttt cctgttaaac acacagaccc ctccccaatc tggacattga 

<210> 1210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1210 

gccttgccag cctgtgtgct tgtgggaaca ccttgtacct gagcttacag 

<210> 1211 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1211 

gcatgaatgg gcaatatttt catctgttta cttgtagtgc catagaggcc 

<210> 1212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1212 

ggccttctat gtgcttagcc ataacaattc cattaagcaa gaaggtaagc 



<210> 1213 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1213 

aattgaacaa taaccattgg tgactggagc aggtaattat agcctgcaga 

<210> 1214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1214 

aggggtccca agagcctgtc ctcttttgtt caaaatacat cttgaaacgt 



180/1425 



WO 02/057414 



PCT/US01/47856 



<210> 1215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1215 

cctgctggga ctccctgact tactttggtt ggttcctagt gctacttgtt 



<210> 1216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1216 

ggaaagctcg tcagtttagt aggctccgaa atagaatagc agttgtcact 



<210> 1217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1217 

agaaggtaac tttatagaag taacaccaat atcctagtct gcttgccccg 



<210> 1218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1218 

gctgctccct ggttccactc tggagagtaa tctgggacat cttagtgttt 



<210> 1219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1219 

ctctcctctt cccacctctg tatcccacac aggcatctgg tgatgttctc 



<210> 1220 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1220 

acacctgttc tttgtaattg ggttgtggtg cattttgcac tacctggagt 



<210> 1221 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1221 

agcctaggtg aaaatctatt tataaatgga ccacaactct ggggtgtcgt 

<210> 1222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1222 

catgaagctc tcaagtcctg catcctgagg atccagatgg atgacaagga 

<210> 1223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1223 

ggtggtgttt cctagacctt ccctgatgcg attttacctt tgttgaattt 

<210> 1224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1224 

acgatgctgt ttgctctgga atgttcatct tttagacagg ttttggctca 

<210> 1225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1225 

tccgagggat gagattaagg cagaggcaaa agtttcacac aaagtttctg 

<210> 1226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1226 

gccacaactc ccatagatgc caatgttttg atagcctcag tttctcaacg 

<210> 1227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1227 

tgacccaccc accaaggaag aaagcagaat aaacattttt gcactgcctg 

<210> 1228 
<211> 50 
<212> DNA ' 
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<213> Homo sapiens 
<400> 1228 

catgctctcc catgacatct ccatgctggt ttctccatag cataaatgaa 

<210> 1229 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1229 

ggtgccgtgc atcaccaaat gaaagtttgt atttaacgag gaggtgcttt 

<210> 1230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1230 

aaatcctctc tgctgttcac attatccttt gtttaacgta tgaaccaggt 

<210> 1231 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1231 

gtgtagaatt cccggagcgt ccgtggttca gagtaaactt gaagcagatc 

<210> 1232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1232 

tgggtaggtt aagctgccat acgtgttcag tgtgaatagt gtttaagttg 

<210> 1233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1233 

tgatgcaaga gtggacgtaa tgctagttgg cagtatttta ttgtaagaaa 

<210> 1234 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1234 

tcagtaaaaa tgcctgttgt gagatgaacc tcctgtaact tctatctgtt 
<210> 1235 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1235 

gggccatttt atgatgcatt gcacaccctc tggggaaatt gatctttaaa 



<210> 1236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1236 

aaaatgctgc tggcttttct gaagacaggt gcttgaactt gtcagtttgt 

<210> 1237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1237 

ccgcccaaaa gtctgttctg atggcactga gttttcattg ttctggatgt 

<210> 1238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1238 

tggttgtgct aaattcatag caggtgcctt attctttgct tttagtcaaa 



<210> 1239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1239 

tttgccaggg taatcttcag ttggccctga ttcaattaaa tggccttaat 

<210> 1240 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1240 

acactcctta agttccaaat gttttccgct aatagtctgt cctaaagcct 

<210> 1241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1241 

aggactcttg aacatctgag cagttttgtg ctttgagcca ctttttgaca 
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<210> 1242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1242 

cgcctatatg aacctggaca tatggactac cacagcgaat aggaatgcaa 

<210> 1243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1243 

cgcctatatg aacctggaca tatggactac cacagcgaat aggaatgcaa 

<210> 1244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1244 

tttcctattt tgctccagac tatgttttca gcataccttg ggtctgaaca 

<210> 1245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1245 

ttgtgctttc tgtatttaaa actttggctg tactaagcaa atgcaaggtt 

<210> 1246 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1246 

ggtcatcata gttgaggtat gtgtctgcta tttgcaaaga agttggtcgt 

<210> 1247 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1247 

ttcaggaccc tagaggagag ctttatacaa ttaccgatgt gaatttctct 

<210> 1248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1248 
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tgttttgctt aatgtggaca atttacacac ccaacacata ctgtttccaa 50 



<210> 1249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1249 

gagatcaacg ggatgaggtg ttacagctgc ctccctcttc atgcaatctg 50 



<210> 1250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1250 

aggtagggtt taatccccag taaaattgcc atattgcaca tgtcttaatg 50 



<210> 1251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1251 

agggggtgat ttttgctctt gtcctgagaa ataacagtgc tgttttaaaa 50 



<210> 1252 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1252 

acttgagtgg ggttttcctt ttcccccaat tctaagagaa tataatgtgt 50 



1253 
50 
DNA 

Homo sapiens 
<400> 1253 

gcgtctgttg ttagcaaaga atagattcac acagtctaag gtttccttcc 50 



<210> 1254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1254 

ccctcttagc ctatccatct taagccccaa gctgagtgtg gttctggtaa 50 



<210> 
<211> 
<212> 
<213> 



<210> 1255 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1255 

taaggagaat tagactccca agtagacacc agagtcactg tttggttggt 

<210> 1256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1256 

acgtgttttt gggatatgtt tccaatcttt aaatgacctt gccctgtcca 

<210> 1257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1257 

aaccatttgt taactgtact gaaggtgtgt cctcaagaag aaagtgttca 

<210> 1258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1258 

aaacaaactg tgtaactgcc caaagcagca cttataaatc agcctaacat 

<210> 1259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1259 

aaactgatca cactgactgg atctgtccac gacatggaaa ataaactgga 

<210> 1260 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1260 

ttgcattgat gaattttgta tctgcttcca ttaaaagcat aacagccaca 

<210> 1261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1261 

atctctcctt cagtctgctc tgtttaattc tgctgtctgc tcttctctaa 

<210> 1262 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1262 

ttgaagtttt aagggacgtc agtgtttatg ccatttttcc agttccaaaa 



<210> 1263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1263 

ggtcggctct tatagagtgg ccatagtgtt ctgtcaaaac acttgcttcc 



<210> 1264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1264 

ttctccttca cagctaagat gccatgtgca ggtggattcc atgccgcaga 



<210> 1265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1265 

catgattcca aggatcagcc tggatgccta gaggactaga tcaccttagt 



<210> 1266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1266 

agtgaagatc tggctgaacc agttccacaa ggttactgta tacatagcct 



<210> 1267 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1267 

aggccatcat tctatacctc atttaagcca ttgttatcaa gggtttaccc 



<210> 1268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1268 

agagtacatg gaaagttagg tgttcaaatt cacatctaat ttccctggga 
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<210> 1269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1269 

gttttcagtt ttccccttta cagtcttctc ccctcacctc caggaccctc 

<210> 1270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1270 

atccttcaga atgtgttggt ttaccagtga caccccatat tcatcacaaa 



<210> 1271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1271 

gtctggcctt ggcttgctcg gataaaactt tgtatgtatt ttgtatggca 



<210> 1272 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1272 

tgctgagcat ggggaatgtg gctgctgcag agacgttatg aaacacttct 



<210> 1273 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1273 

tctccatcct tgtgaatgtc ctcgtctgtt tcaaatacag tgcagtcagt 



<210> 1274 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 1274 

tggttcttct gatgagcaag ggaacaacac tgagaatgag gaggaaggag t 

<210> 1275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1275 

tgaagttaag gattacttgg ctgccatagc ataacaatga agtgactgaa 
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<210> 1276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1276 

ggctttcttg ttttggtgtc ttggagtgct gggtaaggtt cagtggatat 



<210> 1277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1277 

ctatctacac catcatgcgc tggttccgga gacacaaggt gcgggctcac 

<210> 1278 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1278 

gaagcggctg gcaactgaag gctggaacac ttgctactgg ataatcgtag 

<210> 1279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1279 

aagcaagaga ttgtaaaccg ggtacagaat ccaagagatg agagaggacc 

<210> 1280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1280 

agacgaatgc ttgtcagttg tagctttcca ggattctgct ccaatgagga 

<210> 1281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1281 

caaactgatt gcggggcagg gacttgagta tggggagagg ctgcaaaaga 

<210> 1282 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1282 

gaacatcagg agaggagtcc agagcccacg tctactgcgg aaaagtcagg 



<210> 1283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1283 

agttggagag ttactcgaac ctcaggtgac agttgtaagg cagacatagt 

<210> 1284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1284 

ctcctccagg cctctcggat gcctctgttg ggacagctaa gttcctcttc 



<210> 1285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1285 

tcctccatat atccaaacaa caaagcataa tatttcgccc actaagccaa 



<210> 1286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1286 

tgctgttgca aaagaagaag acatctctgc ctgagtttta attttgtcca 

<210> 1287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1287 

tttctgctgg agtcccctgt gtcctcagcc atcccaagaa gggtttgctg 

<210> 1288 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1288 

ctggttggat ctgcatctca cgcccactgc acaccgttcc tctccatctg 

<210> 1289 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 1289 

acctcgactc cctggtgctc tttgcagagt tgggcagtga aattaccttt 



<210> 1290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1290 

atacacagca cgacgtatcc ttgtaccgac ttctcccggt tcttgtttga 



<210> 1291 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1291 

gtacttagga agacacagct agatggacaa cagcattggg aggcttagcc 



<210> 1292 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1292 

catctctggt tgtgtctgtg ccgactcggt gttgaatcaa atcaggtgtg 



<210> 1293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1293 

caacaatagg aggtggaatg ctgcaagggg ctgcaaatga gggcaatgca 



<210> 1294 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1294 

atatttcact ttacatccaa acatcacttt ggcttcgaag ccgccgcctg 



<210> 1295 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1295 

tggcaaattc tgcgagtgtg ataatttcaa ctgtgataga tccaatggct 



<210> 1296 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1296 

tctcacatgt ccatttgaac cacccaaacc aaaaacaaag cataagctgg so 

<210> 1297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1297 

tccaggatgt ctacaaaatt ggtggtattg gtactgttcc tgttggccga 50 

<210> 1298 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1298 

tggacatagc agcacatact acttcagagt tcatgatgta gatgtctggt 50 

<210> 1299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1299 

aacagaagac gaggacacag agcgagaata agcacaactc agacaacaca 50 

<210> 1300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1300 

tgaccactta tgcactttct gaatttgctt tccatgctca gagttctgct 50 

<210> 1301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1301 

ctttgacccc accttgtgga aacccagctg tctactggca gacattggtg 50 

<210> 1302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1302 

aaacaccagt ttgcaggaag aaaggaagag aatggaaatt gcttctggaa 50 
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<210> 1303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1303 

ccctaccatg agccctacaa acaactaacc tgccactaat agttatgtca 

<210> 1304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1304 

agtcgtatta gagccttggc gtaatcatgg tcatagctgt ttcctgtgtg 

<210> 1305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1305 

ttgctgcctg atctgacata catgatccat cgggttttgt tacaaggaac 

<210> 1306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1306 

catgttcata ggtaatcttt gtactctgtg tgcagcagta tttggtttgc 

<210> 1307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1307 

aattcgccct atagtgagtc gattaccaat cactgcccgc gtttacaacg 

<210> 1308 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1308 

acaggtaact gaagatcaaa gtaaagcaac agaggaatgt acatctacct 

<210> 1309 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1309 
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aacagttggg caccctgaat ggcaaatggc aaatttggag cgctaataat 

<210> 1310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1310 

gccaatcact ttattgactc ctagccgcag acctcctcat tctaacctga 

<210> 1311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1311 

atgtgggagg ggcatggcag ctatgaagga cctcctacct ctggtttctg 



<210> 1312 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1312 

catgggacgg ggagaaaaag caaaccctgg cacttgggaa tacttatacc 



<210> 1313 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1313 

ttgtgccctt gactgggtat ttcttgaagc ccttggatct acctttggtc 



<210> 1314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1314 

acataatacg gttgtgcgag cagagaatct acctttccac ttctaagcct 



<210> 1315 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1315 

ccagcctttg cctcttcctt caatgtggtt tccatgggaa tttgcttcag 

<210> 1316 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1316 

aaaacctcga gtcatggtga atgagtgtct cggagttgct cgtgtgtgta 



<210> 1317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1317 

gtgagcacgg acatgcggca tcatcgagtg agactggtgt tccaagattc 



<210> 1318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1318 

caccacagtc tcagtgcagg gctgggaagt gaaagacgat tcaccagacc 



<210> 1319 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1319 

tttgtgggtg ggtgattagt cgttgctgat gagatatttt gagggtgggg 



<210> 1320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1320 

accttgtaag tgcctaagaa atgagactac aagctccatt tcagcaggac 



<210> 1321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1321 

gccgagatct gctcagacta catggcttcc actatagggt tctacagtgt 

<210> 1322 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1322 

aaatcagaat tcatttagct caccacatct cttgaatgtg attgacctac 

<210> 1323 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1323 

aggtgtttaa cagtgttatt ttgccactgg taatgtgtaa actgtgagtg 50 

<210> 1324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1324 

tggagtttcc aggagaaaaa taatcacctt tgaaggtttt tagagcatgt ,50 

<210> 1325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1325 

ggtaacaaca tccgtctgaa agggtcggac ctcgtccaaa ggagataggc 50 

<210> 1326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1326 

acattttgat ttcttctctc tgtggggtgg caagttgagg gagcattctt 50 

<210> 1327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1327 

cgtaaaccaa tgtggtacac tagttggccc gaacttggta taaaccgcct 50 

<210> 1328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1328 

tctttaagtc tgtcaaacca gaactctttg aagcactttg aacaatgccc 50 

<210> 1329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1329 

agctggcgta atagcgaaga ggcccgcacc gatcgccttt ccaacaagtg 50 
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<210> 1330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1330 

agatgcattt taaatgtcta taaatggtgt cataactaga gcacgggcgt 



<210> 1331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1331 

attaaaacgc ttggaagaaa atcccctttt ggcaggtggg ggaaaaagca 

<210> 1332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1332 

attcaaccaa tagcccttgc cgtaccgcct acccgtaaca ttactggagg 



<210> 1333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1333 

cgcctatagc actcgaataa ttcttctcac cctaacaggt caacctcgct 



<210> 1334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1334 

gttgtgcatg attccccacg tgtctctgtt tatccagata agaaaagata 

<210> 1335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1335 

tcttttagga tttgtctttt agaatctcca gtcctcacag gaaaaccccc 

<210> 1336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1336 

tgggtggagt attatgttta actggagttg tcaagtatga gtccctcagg 
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<210> 1337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1337 

acctcattct gacacctgca tatagtgtgg gaaattgctc tgcatttgac 

<210> 1338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1338 

gttctggagg acaggaaggg tgacccacag aggattatac caccggggtg 

<210> 1339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1339 

gccgcagacc tcctcattct aacctgaatc gaaggacaac cagtaagcta 



<210> 1340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1340 

tgagtcgtat tacaattcac tggccgtcgt tttacaacgt cgtgactggg 



<210> 1341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1341 

taagattatc aaccttgggg tcgttttgtt gttcgcggat tgagcacgga 

<210> 1342 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1342 

ctgggctgaa gcctattcct atggggctct ggaatgtttg tgactgaatg 



<210> 1343 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1343 

ttgtccattt ggaacagagt cactataaag aacgggctca actgggcacc 

<210> 1344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1344 

gcagacatag gcgaagaaaa catggcattg agtgtgctga gtccagacaa 

<210> 1345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1345 

cttttcccac cccctccccc tccatgtgaa gatttgggtg cttaacatat 



<210> 1346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1346 

ggcactgcct ccttacctgt gaggaatgca aaataaagca tggattaagt 

<210> 1347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1347 

aaaccacacc aggaactcct tgcatggcaa aagctgaaca gtacaaatcc 



<210> 1348 

<:211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1348 

acacagtcat ccccatgcag aaacctcaga aaacaccaat gtattacaca 

<210> 1349 

<211> 50 

<212> DNA 

<213> Homo sapiens- 

<400> 1349 

gtctgaacga gactcaattc ctctccgagg ctccccaaac aaattgtagc 



<210> 1350 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1350 

gtgcagtcca tcagatccaa gcctgtctct tgaggaacaa ccgcgcagac 50 

<210> 1351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1351 

gacccaggct atggatgagg ctgactatta ctgtcaggcg tgggacagca so 

<210> 1352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1352 

tggtggcaaa tctgattttt ggaaacgagt attggaggac tataaaacaa 50 

<210> 1353 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1353 

acatttcttg ttggcactac agcaaccaca tacagtacag acaacctcca 50 

<210> 1354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1354 

tgggataaag gtgtgtcggt ttagcacctc tggaagacct atctagagct 50 

<210> 1355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1355 

cctggcacat gttgtctgga gtctggcaca ctggttatca atagcacatt 50 

<210> 1356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1356 

gcatgttctc accgtgaagg agagtgatgc ag gga gatac tactgtgcag 50 
<210> 1357 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1357 

aaagtgggtg gaagacttcc tggtgcagga ggctcactcc gatttaaggt 

<210> 1358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1358 

ctgtggtctg ttatatgaga gagatccttt aactagagca aagagggagt 

<210> 1359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1359 

gcttgctgtt ccttagaatt ttgccttgta agttctagct caagttgggg 

<210> 1360 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1360 

tttctcagag ctggaggttg ctgggcacct aaatgatgtt tcatgatagc 

<210> 1361 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1361 

ctttttgtaa gttacaacat tccactggat ccttatattg cctgtagtgg 

<210> 1362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1362 

ctcatctatg tcttctaaag cttttctgca ttcttccacc tgggattcaa 

<210> 1363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1363 

ctgtctttgg aaggagacac aagaacctga taacattggt tgtcttcggg 
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<210> 1364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1364 

aaacaagaac ccacttaaac acagcatcaa actctaccat gaaatgaaga 

<210> 1365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1365 

ttcttcctgg tcatattcct cttttgattt tctaagaact tccctcagga 

<210> 1366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1366 

acacaagata ctgccacttt ctctacacaa agacccaccc aaacaccagc 



<210> 1367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1367 

ctttctcagg aagtggctct gccaggcagg actatgtggg aaagggtttt 



<210> 1368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1368 

attacatgct aactcaaact tacaaaatca agctctctgt gatcctggtt 



<210> 1369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1369 

gattaaaggc ttccatcgat tgggtagtgt ccttcaagtg ggtggcgaag 



<210> 1370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1370 
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tgtattaaca ggcttattgc tatgcaggga aatagaaggg gcattacaaa 



<210> 1371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1371 

tggtggatgg atggaaacac atacctccta attaacctgt tggtggaaac 

<210> 1372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1372 

gccttggagt gtgacatttc tgcgagaatg cttaaatacc gatttcccgc 

<210> 1373 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1373 

agggagtcgt tttaccaatt cactggcccg tgttttacaa acgtctgact 



<210> 1374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1374 

tggagagctt gggacaaggt cagaatgaaa acataccagt caatcctgct 

<210> 1375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1375 

acctgtgctc tttggatacc taatgcgaca tttaagttgt atttgacagt 

<210> 1376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1376 

aggctgggca caaaggagaa aggaggacat ggaaaatccg acaattcgaa 

<210> 1377 

<211> 51 

<212> DNA 

<213> Homo sapiens 
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<400> 1377 

atctcaaatc cttgagcact cagtctagtg aagatgttgt cattatgtac a 51 

<210> 1378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1378 

gggtcatagg ttcatgggtt tgttgagaat tgtggctcct ggtttctggt 50 

<210> 1379 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1379 

gccttctttc tgctgactgg gggctttcat ttaaaaggag tctttttaat 50 

<210> 1380 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1380 

tgtaaacagt ggcaggagcg tggacttaaa acaaggcttg cttatttggt 50 

<210> 1381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1381 

gccctttggg ttaagccttt acattcatga agacccctcc agggtagaat 50 

<210> 1382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1382 

aaaaggaaaa cgaaaaagga aaaggtggcc aatgtggaaa aagtttcaat 50 

<210> 1383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1383 

actctcagga gccatgaaag ctgcacagtt actttatata ccacgaggca 50 

<210> 1384 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1384 

ttatgtcacc agaatgtttg ccaacacccc gaaaaggaac cagaggactt 



<210> 1385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1385 

aggttatttg agcacagtga aagcagagta ctatggttgt ccaacacagg 

<210> 1386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1386 

ggcctgccat ccgagggact gtgttgtaga ttgtgatcaa ggttgattgg 



<210> 1387 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1387 

acaggtagtt gaataattgt ttcaagagct caacagatga caagcttctt 



<210> 1388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1388 

aatacacttt gtgccaaggg aagaacactg catgccctgg gtcttcagtc 



<210> 1389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1389 

gggaactgga ggtgagaagc attataatag cctctctgcc tttatctaca 



<210> 1390 

<211> 50 

<212> DNA - - - •- - 

<213> Homo sapiens 

<400> 1390 

acaagccaaa gtggcatgtt ttgtgcattt gtaaatgctg tgttgggtag 
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<210> 1391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1391 

aacagactgt cgtagaaaac tgtctttgct tccaaatcag cagaggacca 



<210> 1392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1392 

gcccctcaga agagccaaac tttgagtttt atgtctgttt gtcattgata 



<210> 1393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1393 

ccttgtgtcc aacgggaata ggaagaatta gttactgact tcacctgaga 



<210> 1394 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1394 

cccacaattg gactgatagg gggagaaaat ccaaagagac ggagcaactg 



<210> 1395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1395 

aacggcaact gggagatttg tgagtgaaca ctgtttcatc ttaatatgct 



<210> 1396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1396 

acatctgaga aaccctgaat cctgcaatca agtagaagtc aacttcatct 



<210> 1397 

<2H> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1397 

gccataggaa ggtttaccag tagaatcctt gctaggttga tgtgggccat 
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<210> 1398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1398 

tcatctcaac ttagtattat acccacaccc acccaagaac agggtttgtt 50 

<210> 1399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1399 

gactgaaaga tttagccata atgtaaactg cctcaaattg gactttgggc 50 



<210> 1400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1400 

ggcactgtct gtgtccttcc ttgaactgtc taccctgttg cttttcacaa 50 



<210> 1401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1401 

ggccagccga ggctacaaaa actaaccctg gatcctactc tcttattaaa 50 



<210> 1402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1402 

actaggttgc aatatgtgaa atcagaggac caaagtacag atggaaacca 50 



<210> 1403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1403 

ccctgtctga ctacaacatc cagaaagagt ccactctgca cttggtcctg 50 



<210> 1404 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1404 

ggcatcgccc atgctcctca cctgtatttt gtaatcagaa ataaattgct 



<210> 1405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1405 

aaagcaacga aaggaacgca agaacagaat gaagaaagtc agggggactg 



<210> 1406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1406 

tcccactttg tctgtacata ctggcctctg tgattacata gatcagccat 



<210> 1407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1407 

gaagcggctg gcaactgaag gctggaacac ttgctactgg ataatcgtag 



<210> 1408 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1408 

cagtcacgtc agttatgtag atactgcatg gcaggagagc tttacgctaa 



<210> 1409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1409 

gccacccctc acacagccaa accccagatc atctgaaact actaactttg 



<210> 1410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1410 

gcaggtgacc attggcacac gctagaagtt tatggcagag ctttacaaat 



<210> 1411 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1411 

tgccatgctg ctaggaaatt gtcctttttc tttctagctg ttaacctact 

<210> 1412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1412 

aacttattcc agtgttgatc gcaagctgtt gatgcacagg cgtcttgtgg 

<210> 1413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1413 

tgaaaaggat taaagctggt attctagaac atgcccttca ctggttgtgt 

<210> 1414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1414 

ggtaaggttt ctaggaggtc tgttaggtgt acatcctgca gcttattggc 

<210> 1415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1415 

tgattctgta aagctgtgga atgaagctgc agatttagag aacattggct 

<210> 1416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1416 

cgattttaca cggctgggta gaatttgtag aaaagatcca cagggcaagc 

<210> 1417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1417 

gctactactt cattgcaacc tttattactg accacatcag acatcatgct 
<210> 1418 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1418 

gggctgaagt acctaagtgt gaatgtctct cccgttaaac tgagtgtaga 50 

<210> 1419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1419 

aggaaaacgg ttcaccagtg tttagtttta tattgaggtg ctcaggttgg 50 

<210> 1420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1420 

ccgggccttg catataaata acggagcata cagtgagcac atctagctga 50 

<210> 1421 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1421 

ataatgaaag ctaagcctcg ggctaatttc cccatagccg tggggtgact 50 

<210> 1422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1422 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 50 

<210> 1423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1423 

tgctctgttc tggtttctgt tttcaaatca aatgcctgtt tgggaggaga 50 

<210> 1424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1424 

caaaatccca aaaccagggc caaggagtgg acgcttctct tgtgagccag 5 0 
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<210> 1425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1425 

acaaatttct tggctggatt tgaagcttaa actcctgtgg attcacatca 

<210> 1426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1426 

tccacggttg tgccttattg ttccattaaa attgtatctt cgatccatca 

<210> 1427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1427 

ggtctgagag tctgtgaaga tggcccagtc ttctatcccc cacctaaaaa 



<210> 1428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1428 

acacacagga gggaaaatcc tgggattctt tttctaggga tgtaatacat 



<210> 1429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1429 

ctgtttgaac tgttgagttt ccgttgctgg ctgagtgcgt tttgtccttc 

<210> 1430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1430 

ggtctgagag tctgtgaaga tggcccagtc ttctatcccc cacctaaaaa 

<210> 1431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1431 
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ggtacagaga agccagcttg tttacatgct tattccatga ctgcttgccc 



50 



<210> 1432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1432 

ggtacagaga agccagcttg tttacatgct tattccatga ctgcttgccc 



<210> 1433 

<211> 50 

<212> DNA 

<213> Hotno sapiens 

<400> 1433 

gggagaatga atgtgcaacg tggctgaaat ctattttgtg taataaaagg 



<210> 1434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1434 

ccccaccacc ccattaccac agctgccttt gtgtgtttgt gtcaataaaa 



<210> 1435 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1435 

ccagcaagat aatgtcctgt cttctaagat gtgcatcaag cctggtacat 



<210> 1436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1436 

ccaacttgag atgtatgaag gcttttggtc tccctgggag tgggtggagg 



<210> 1437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1437 

gctactagag agcaaggggc tttcttacca ccagtgctga ggagaaaagt 



<210> 1438 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1438 

accaagaaac cagcccctga aaagaagcct gcagagaaga aacctactac 

<210> 1439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1439 

tttcctcatc tatgaattgt cattcacaca cctacttttc tgcttcgttt 

<210> 1440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1440 

tttcctcatc tatgaattgt cattcacaca cctacttttc tgcttcgttt 

<210> 1441 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1441 

aataatgaca aatgccctgc acctacccac atgcactcgt gtgagacaag 

<210> 1442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1442 

gtgcccctgt gggtcccagg gaggtcttaa acaaggtatt tttcaactta 

<210> 1443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1443 

cagtgaagac gtcaggggca aggtctcggg ggtccggaag ggtgatcatc 

<210> 1444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1444 

tgcaagggag acatatccta gatcactttg ctttttcttt aaggagctga 

<210> 1445 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1445 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 



<210> 1446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1446 

ttgggggagg ttagggactt atcctgtgct tgtaaataaa taaggtcatg 

<210> 1447 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1447 

acttggctgc catagcataa caatgaagtg actgaaaaat ccagaatttc 

<210> 1448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1448 

aaaatattaa acacaaacta ccacctacct ccctcaccaa agcccataaa 

<210> 1449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1449 

agctgtttgg taaccatagt ttcacttgtt caaagctgtg taatcgtggg 

<210> 1450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1450 

agctgtttgg taaccatagt ttcacttgtt caaagctgtg taatcgtggg 

<210> 1451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1451 

tgtcgccttt tagaaggaga aacttaagtg tggaatgcat tatatgggca 
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<210> 1452 
<211> 50 
<212> DNA 

<213> Homo sapiens v 
<400> 1452 

tccttggcag ctgtattctg gagtctggat gttgctctct aaagaccttt 

<210> 1453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1453 

tttggagtgg aggcattgtt tttaagaaaa acatgtcatg taggttgtct 

<210> 1454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1454 

tggctgggac gctagaaggg tcatgtgtta actataatca catttatggt 

<210> 1455 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1455 

attctggtta accgctcaca tgcataacaa taatgctaga aattcaggaa 

<210> 1456 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1456 

tgctgatttc tagtgtatac tctgtagtct cagttcgtgt ttgattccat 



<210> 1457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1457 

aaatgaatct ttcaaaggtt tcccaaacca ctccttatga tccagtgata 

<210> 1458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1458 

tccttggcag ctgtattctg gagtctggat gttgctctct aaagaccttt 
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<210> 1459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1459 

tgcgtgtgcc tcagtttcct cctccacaac tgaatattta tagtggctga 



<210> 1460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1460 

gggatgtgga ggatttttgt taagtgtcaa tcgaagttaa aaagcaaggg 



<210> 1461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1461 

agctctctgc acccttaccc ctttccacct tttgtattta attttaaagt 



<210> 1462 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1462 

ccctccagcc aataggcagc tttcttaact atcctaacaa .gccttggacc 



<210> 1463 

<211> 50 

<212> DNA 

<213> Homo sapiens 



cgtggttgtg ggaggggaaa gaggaaacag agctagtcag atgtgaattg 



<210> 1464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1464 

acaatgtgtt agcagaaacc agtgggttat aatgtagaat gatgtgcttt 



<210> 1465 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1465 

gctagatccc cggtggtttt gtgctcaaaa taaaaagcct cagtgaccca 



<210> 1466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1466 

acaaatttct tggctggatt tgaagcttaa actcctgtgg attcacatca 



<210> 1467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1467 

gctgtggttg gttgcattac atgacacaga aaactgtcct ctacctcacg 



<210> 1468 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1468 

gccctggtag gctcctttag aaggaccatt tctgttccta gagcttaact 



<210> 1469 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1469 

ggcatcgccc atgctcctca cctgtatttt gtaatcagaa ataaattgct 



<210> 1470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1470 

tttccctctc ctgtccttgt gttgaaggca gtaaactaag ggtgtcaagc 



<210> 1471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1471 

agactggaaa tggggatgag ggtgtaaatt gtattgaaaa agatcgcgaa 



<210> 1472 
<211> 50 
<2l2> DNA 



50 



50 
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<213> Homo sapiens 
<400> 1472 

ccatgagttg tttggttttc cagaagctgc cagtgggttc ccgtgaattg 



<210> 1473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1473 

gatacgatga gatccgccgt cactggggtg gcaatgtcct gggtcctaag 



<210> 1474 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1474 

agtctttctg gtttctggag ataacccatc aataaagctg cttcctctgg 



<210> 1475 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1475 

cgatgatggt tacccttcat ggacgtctta atcttccaca cacatcccct 

<210> 1476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1476 

ggcccctgga catgtacctg cagaataata aagtcatcaa tacctaaaaa 



<210> 1477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1477 

gcaaacctgc agattcccaa gatgttcacg agcttgtgct ttctaaagaa 



<210> 1478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1478 

tccccattgt gccgccttta tcaattgcct gttttgtttt gtttgttttt 



<210> 1479 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1479 

ctttagctgc tgttgcctcc cttctcaggc tggtgctgga tccttcctag 

<210> 1480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1480 

ctgcttatgg cacaatttgc ctcaaaatcc attccaagtt gtatatttgt 

<210> 1481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1481 

ctgcttctgg gtgcatggta gactttgtgg catttgatac aacttggaca 

<210> 1482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1482 

cttatagtat ttatccaccc aaaccccaga ctgagatact gctcccaggg 

<210> 1483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1483 

gagagaccag cctttcttcc tttggtagga atggcctgag ttggcgttgt 

<210> 1484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1484 

cagaggtggg agtaactgct ggtagtgcct tctttggttg tgttgctcag 



<210> -14 85 

<211> 50 . 

<212> DNA 

<213> Homo sapiens 

<400> 1485 

ctgtgtgccc cagctgcatc agccagcttc taggtggctc cattgttttc 
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<210> 1486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1486 

agagcagaat agcaatataa gagcacagac gaacatagac acgacagcga 5 0 



<210> 1487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1487 

ctattaggac ccagtgatta tgctaccttg gcacggttag ggtactgcgg 50 

<210> 1488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1488 

aaagaagcat gcacacttat cacaaacaac tctctcaggt ggccagtctg 50 



<210> 1489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1489 

tgctgcctat atgaagtctt tgagaaagcc cctcttggag tctgtgcctt 50 

<210> 1490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1490 

gatatacgag gacaaaaccc atctaccagg cagctaacaa accgccgcca 50 

<210> 1491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1491 

gccactttat tagtaatggt cgatagtccg aatcgatggc tagggtgact 50 

<210> 1492 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1492 
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taatctggcg ggttataccc ccgtgttctc cggattatat ttcgggacac 



<210> 1493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1493 

gctggatttg tgggtatggg ggcggttttt gggcgaaggt tggttgttac 

<210> 1494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1494 

ccacatcatc gggggcgaaa tagaagccca gagagaggct aggtgtagga 

<210> 1495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1495 

agggagactc tcagccttca gcttcctaaa ttctgtgtct gtgactttcg 



<210> 1496 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1496 

ttgtcaagct gctgctgtct tcaagatcta cctggtcaga atctcctgct 

<210> 1497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1497 

ggccagtctc tatgtgtctt aatcccttgt ccttcattaa aagcaaaact 



<210> 1498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1498 

tctctcacat tctgtctttc ccctcctcct tcaccttccc tccgtccctc 

<210> 1499 

<2H> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1499 

acacgagact atagagaatg cagcacacag atgagagcag agcaaataga 50 



<210> 1500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1500 

gcatccagat ggtggtttac tctgcaacag tctaatgttc ttcacttcca 50 



<210> 1501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1501 

ggggttttca ccctacctaa agatgcttta attgctgttt tccaaattgt 50 



<210> 1502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1502 

atgcctaaca agcaacatga tcctataaat ccaccccaag ccaatctggt 50 



<210> 1503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1503 

ccaccatctg gtacgttttt acttcctcac ccgcgtgtac tccgattacc 50 



<210> 1504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1504 

gagtatattc ccccagttat ttgctcttcc ccacacaggg tggtagtacc 50 



<210> 1505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1505 

caaaggaagg ggcgtgaagg ggtgagaaaa atatgggacc caaattgtgg 50 



<210> 1506 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1506 

tttccttaca ggcggtaaca ccggtccaca cagttcttgc caaaacaaag 50 



<210> 1507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1507 

aattttctct cacctcatca ctcgggacct ccccagtgat aataacccgg 50 

<210> 1508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1508 

gcgggtgtaa ggggatatct tgataaactg gagcccagga agattacaaa 50 

<210> 1509 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1509 

acgccgacaa tcaagaaaat gtgagttata acggacaagg ttgtattatg 50 

<210> 1510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1510 

gatattggta gtaaaggggt tacctgtgaa cttccaaaat tccttggggc 50 

<210> 1511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1511 

taaagatgtc cgggtacact tcgccaaggg ttagcgtctt tgggcatttc 50 

<210> 1512 

<211> .50 

<212> DNA 

<213> Homo sapiens 

<400> 1512 

tcctaatttc ttctgtgaac cttctcaaat cccccagcat gcgtgtagtg 50 
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<210> 1513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1513 

ctgcatgatg tcatcaacct gctgtagtgc ggaaacgacc acaacacaca 50 

<210> 1514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1514 

aaagacgaacgagacacgaa agcaacgaac gaacacagag cacgccgcac 50 

<210> 1515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1515 

tttcaacacg catcccttat gggcgaactg tcctcaaaca acaacaagtg 50 

<210> 1516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1516 

taggacgaga aacgaagaag gacagagcga gaacaagtaa gcagggacac 50 

<210> 1517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1517 

ggtggagaat caaaacgacc ccgcaaataa acatggcgat ttggcttggg 50 

<210> 1518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1518 

tggcctttta aataactggg cttctcacaa ccatagtgaa cagaaacagc 50 

<210> 1519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1519 

attgtgacat ggtgatgcct cattgctgat atggtcctgt ggttatgtgc 50 
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<210> 1520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1520 

ggaagagata acaccacaac gaaagagcag gcaagagaga ccaaagcaca 50 

<210> 1521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1521 

ggtaaaaggc gttactctcc gccctcttca aggaacggcc aagagtataa 50 

<210> 1522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1522 

acccaagggt ctcgccagtg gggttaagtc acaatattac tacacaaggg 50 

<210> 1523 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1523 

acagtacaca atcacctgca agggacatag cacacaaacc gctaaagagg 50 

<210> 1524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1524 

tctcacagcg agaggaggag acgggatgac cgagaggtag acgattatac 50 

<210> 1525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1525 

cgctggtgtt gtccccaagt gatttattct actggagtgc ctggtgtctt 50 

<210> 1526 

<211> 50 

<212> DNA 

<213> Homo sapiens • 
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<400> 1526 

ttccggcttt taacaaacac acaccacact aacacaacaa cacaaacaaa 



<210> 1527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1527 

aagacttgcc tctttaaaat tgctttgttt tctgcagtac tatctgtggt 



<210> 1528 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1528 

gaactcgtcc actcttctcg ggccactatt ctggttcagg gaatcttggg 



<210> 1529 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1529 

agcaataaac cgaagcagct agacagcgaa gaagtacagc aaagagacga 



<210> 1530 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1530 

cgcccatact agagaagttt gccctctatt gtctctcaca ccacaatgag 



<210> 1531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1531 

cacagacatc cacggacaca aaaggcgggg accaccacca caatgaacac 



<210> 1532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1532 

gcgtcgattg atatcagaca gcatcgtctc tgcgagcaca aagatctgtt 



<210> 1533 
<211> 50 
<212> DNA 
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<213> Homo sapiens 



<400> 1533 

ggaacagggt taatggccag gccctttgcc gcccctttta aagggaatcc 



50 



<210> 
<211> 
<212> 
<213> 



1534 

50 

DNA 

Homo sapiens 



<400> 1534 

acagagtaac atgggatatg ggtatgagtg ggatgtgctg agaaggaact 



50 



<210> 1535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1535 

gggggcaaag aaagtacatt gggtgaaaat ttaaaaaggt atggagcatt 50 

<210> 1536. 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1536 

caaacgaaca gcgaagacaa caactcacga tgctgcacaa cgcgaccaac 50 



<210> 1537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1537 

acattttata aggcatttgt gttagccact cagtcatctt tgggtgctgc 50 



<210> 1538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1538 

gtcacagcaa cgtgtcgctc cccagatcat ttattagcgt cgattgttgt 50 



<210> 1539 

<211> 50 

<212> DNA . .. 

<213> Homo sapiens 

<400> 1539 

attccaaacg ggatctgctg agacctcaca gaggtgggcc gcgattataa 50 

<210> 1540 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1540 

cctagggtga aacacgtgac agaagaataa agactattga atagtcctct 



<210> 1541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1541 

ccagcctttg cctcttcctt caatgtggtt tccatgggaa tttgcttcag 



<210> 1542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1542 

ccccttgttt actctgtctg tatgtatgtc aaaagcgtgg caaaacctct 



<210> 1543 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1543 

catgatctca gaggaaactg tcgctgaccc tggacatggg tacgtttgac 



^<210> 1544 

*<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1544 

cctctacctg cacgacaata cataatgacc caccaatcac atgcctatca 



<210> 1545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1545 

atttggaagc gccaccctag caaatataca aaccattaaa ccttccctct 



<210> 1546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1546 

tttaccaatg attttcaggt gacctgggct aagtcattta aactgggtct 
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<210> 1547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1547 

agtttacata tcgacagcat atccactgat ttctaaatgg gctggtccca 

<210> 1548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1548 

atctggagtg ggacccttca aaccatgtct gtgcttatgc gggaaacaat 



<210> 1549 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1549 

gcggagagaa gaagaggtag atatgagaac agtgtgtggt atatgatagt 

<210> 1550 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1550 

gaaatcccac cggcaagtta aggtcacgga gcaagtgaat aaacgcggag 

<210> 1551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1551 

gtgatcaaac aaattcacag cacagacacc gcgcaacaac gcaacttctc 

<210> 1552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1552 

ggtatttgtg ttgttgagta ttgtgtctgg gtgtgggtat ttgattcttt 



<210> 1553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1553 
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gggttcgtcc agggctgcgc taaattattc tcaatgattt gtctctttgc 50 



<210> 1554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1554 

caatgacgca gtcggaccct cggatccaag tcctgctttg ggtgtggacc 50 



<210> 1555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1555 

gggttataat agatggacgg gtctttcacg gtggtgacag caccctttcc 50 



<210> 1556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1556 

tccgctgcaa tttgagttta gctttacaga ttgtgccggg tgtttaacct 50 



<210> 1557 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1557 

ctccttccca aagacttgag tggaacttcc ctttcatgtg cgtatcggtc 50 



<210> 1558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1558 

aaattagtcg ccttcgtcga gagtgccctt ctgatgaatg tggtgctggg 50 



<210> 1559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1559 

gacagtactc ctaagacccc tgtgtgtgtc ccgatgagat catgactggg 50 



<210> 1560 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1560 

catgcccatc gtcctagaat taattcccct aaaaatcttt gaaatagggc 

<210> 1561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1561 

ggcgtatcat caactggtga gcccgaaggg atattatttc taaggcctct 

<210> 1562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1562 

ccagaatcgt aagggggctg acggaggatg agagggggca cccagagatc 

<21Q> 1563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1563 

cggtgttttc tgatcggttt ttgttttctg cttacatatg atgtacttgt 



<210> 1564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1564 

acagaatgca gcggtgcaac accggcaagg ttccacacgc cacaaagaaa 

<210> 1565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1565 

tggaagtgaa gtctatgatg tgaaacactt tgcctcctgt gtactgtgtc 

<210> 1566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1566 

ccaaaaagct tcatttttct atataggctg cacaagagcc ttgattgaag 

<210> 1567 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1567 

tcacaagaca gtcatcagaa ccagtaaata tccgtctgcc agttcgatca 



<210> 1568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1568 

tcacaagaca gtcatcagaa ccagtaaata tccgtctgcc agttcgatca 



<210> 1569 

<211> 50 

<212> • DNA 

<213> Homo sapiens 

<400> 1569 

gctgtcattt gtacatttaa agcagctgtt ttggggtctg tgagagtaca 



<210> 1570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1570 

tatcctgagt cccttaatct tatggggccg gaaggaatgt cagggccagg 



<210> 1571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1571 

ctctgccttc ggagggaaat tgtaaatcct gtgtttcatt acttgaatgt 



<210> 1572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1572 

aaactcctgc ttaaggtgtt ctaattttct gtgagcacac taaaagcgaa 



<210> 1573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1573 

gggtgcacgt tcctcctggt tccttcgctt gtgtttctgt acttaccaaa 
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<210> 1574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1574 

ggggttggga ggaagtgtct actaggaggg tgggtgagat ctgtgttgat 

<210> 1575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1575 

atctaccctc cgattgttcc tgaaccgatg agaaataaag tttctgttga 

<210> 1576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1576 

aagtcttatg ccaaattcag tgctactcct cgttacatga catacaactg 

<210> 1577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1577 

cacacggagg catctgcacc ctcgatgaag cccaataaac ctcttttctc 

<210> 1578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1578 

acaacgtcgt gactgggaaa accctggcgt tacccaactt aatcgccttg 

<210> 1579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1579 

ccaagcctcc aagtgggaag aaagactggg atgatgacca aaatgattga 

<210> 1580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1580 

caactacttg tggcatgcat tggcactcgg aataaagcgc actattgtca 
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<210> 1581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1581 

gaaggggtag ggtccaccat actggtaatt ggggtactct gtatatgtgt 



<210> 1582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1582 

gctcagttcc atatttcatc cgtgaaaaac ttgcaatacg agcagtttca 



<210> 1583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1583 

aattgtcatt tacctgggta tgaattccct gacacacatt catgtcaaca 



<210> 1584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1584 

gtgacttgac tgtggaagat gatggttgca tgtttctagt ttgtatatgt 



<210> 1585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1585 

cagtgctgta atacagacgg caatgcaata gcctatttaa agaactacgt 



<210> 1586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1586 

agctggtgga tggtgacttt tgaagaacaa aaggctttgg caacagaaaa 



<210> 1587 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1587 

tctgttgtca ctaaagacta aatgagggtt tgcagttggg aaagaggtca 



<210> 1588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1588 

gcggagttga ccaaaataat atctgaggat gattgctttt ccctgctgcc 



<210> 1589 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1589 

catcttgaac ttggcctgag aacattttct gggaagaggt aagggtgaca 



<210> 1590 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1590 

tctgtggaat ctccttcatt ggcattgtta tttaatcata aacggggcag 

<210> 1591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1591 

tgtactgttc atgctgacac agatatttca gtctgcatgg taaaagttct 



<210> 1592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1592 

taatggggtt tatatggact ttcttctcat aaatggcctg ccgtctccct 



<210> 1593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1593 

accaagaaac cagcccctga aaagaagcct gcagagaaga aacctactac 

<210> 1594 

<211> 50 

<212> DNA 



236/1425 



WO 02/057414 



<213> Homo sapiens 
<400> 1594 

agtcctgtgt gcttccctct cttatgactg tgtccctggt tgtcaataaa 



<210> 1595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1595 

acccaccacc tcttgcactc tcgcttttgg agcaagttgc attaactatt 



<210> 1596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1596 

tgacagttgc agaattgtgg agtgttttta cattgatctt ttgctaatgc 



<210> 1597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1597 

atgacagaca cacgtatcta acaaacaaac aaacagtgac cttctccatg 



<210> 1598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1598 

gcaagggata atacaaatcc tatgatctct atgcccaata tgctgcctca 



<210> 1599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1599 

agtacttttc acagcgtggc ctttcaccat aattttatat ttctccccct 



<210> 1600 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1600 

tcttaagagc cagagccata taagcatctt gggaaagcaa gtttgaacca 



<210> 1601 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1601 

aagccggtca tgagattata tgtggtaaag ttaattgact aacaacccca 



<210> 1602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1602 

agggggctgt gtctgatctt ggtgttcaaa acagaactgt atttttgcct 

<210> 1603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1603 

gttcatagct tcctgcaact tgacagagcc tgagtttgcc tcttagtggg 

<210> 1604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1604 

catatgggag aagggggagt aatgacttgt acaaacagta tttctggtgt 

<210> 1605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1605 

acatgtgatg tttgactgta ccattgactg ttatggaagt tcagcgttgt 



<210> 1606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1606 

tcttgctttt attccttttt gttgttggcc ttgtgctgcg tttgtttaca 



<210> 1607 . . . 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1607 

agtgttgttt tctcctcttt aatattgctg tgaacagtgg tgcccattgt 
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<210> 1608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1608 

aattcttgtg tgctgctttc catttgacac cgcagttctg ttcagccatc 5 0 



<210> 1609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1609 

gaggtgtctc catctctgcc tcaacttcat ggtgcactga gctgtaactt 50 



<210> 1610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1610 

tgaacctcca acagggaagg ctctgtccag aaaggattga atgtgaaacg 5 0 



<210> 1611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1611 

tattttcttc cattcttgtc attggtcaat aggggagggt agattagctg 50 



<210> 1612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1612 

tcccctgctt ccactaaatc cagttgtgac aaaatctaac gtgacatcag 



<210> 1613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1613 

acctggtcaa cttagctttt aagcagacga tgctgtaaaa actaacggct 50 



<210> 1614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1614 
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acctgggatg cccctgctct ggacctctca tttctcttca ttggtttatt 



<210> 1615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1615 

atctatcctt gccagccttg ggcatcacat ttaccagttt aatagattgt 

<210> 1616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1616 

gccctgatct ggagttacct gaggccatag ctgccctatt cacttctaag 



<210> 1617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1617 

cttgaccaaa cccacagcct gtctcttctc ttgtttagtt acttacggca 



<210> 1618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1618 

ccttagaaga ggaagcaaag gcagattcag ggaccaaaag gattaatgat 

<210> 1619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1619 

atgtgtcaac caccatttca gctattaaaa actcctgtta tctccttgtt 



<210> 1620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400>... 1620 

agccaccaga gccttcctct ctttgtacca cagtttcttc tgtaaatcca 

<210> 1621 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1621 

acatgaaata tagttgcata tatggacacc gacttgggag gacaggtcct 



<210> 1622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1622 

ctttccagcc tcctgctggg ctctctcttc ctaccctcct tccacatgta 



<210> 1623 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1623 

agatagccag cctagaggta tggctgtaac tatctctgtg aagtgtgaga 



<210> 1624 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1624 

tggcatcctc aggggttgtg atccagctcc atatattgtt taccttcaaa 



<210> 1625 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1625 

catgaggaga gtgctagttc atgtgttctc cattcttgtg agcatcctaa 



<210> 1626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1626 

cagcaaatcc atctgaactg tggaggagaa gctctcttta ctgagggtgc 



<210> 1627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1627 

tcagcataaa ctggaatgta gtgtcagagg atactgtggc ttgttttgtt 



<210> 1628 
<211> 50 



241/1425 



WO 02/057414 



<212> DNA 

<213> Homo sapiens 

<400> 1628 

tggtgaaaca aaaccagtca ttagaaatgg tctgtgcttt tattttccca 



<210> 1629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1629 

actatgcttt attggtccca tgttttgtgc aattttaaag agatggcttt 



<210> 1630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1630 

aaagatgaac tatttggtct cattgaagcc aacacagaac ttgctgctgt 



<210> 1631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1631 

ggagcccctc tttctcccat gctgcactta ctccttttgc taataaaagt 



<210> 1632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1632 

ccttccatgt cccaccccac tcccaccaaa aagtacaaaa tcaggatgtt 

<210> 1633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1633 

tgatggtaac cataatggaa gagattctgg ctagtgtcta tcagaggtga 



<210> 1634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1634 

gtcctggtgg tatcttcaat agccactaac cctgcctggt acagtatggg 
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<210> 1635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1635 

cccagctctg ctgcccttgt tttgctgcat gttaaataaa accattttca 



<210> 1636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1636 

cccacactgc tacacttctg atcccctttg gttttactac ccaaatctaa 



<210> 1637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1637 

ctgtaatacc tcctcctaac caagccggat atggtatggc aagttaccaa 



<210> 1638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1638 

cccttgtaag ggaattctgg ggcagctatg gtttgagtat gcagtttgca 



<210> 1639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1639 

acaatctctg tccagcacct cttggttaaa taatgtatgc tgtgagacat 



<210> 1640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1640 

acagggcctc agcaagggag ccatacattt ttgtaacatt ttgatatgtt 



<210> 1641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1641 

ttgactgtcg atggattgtg gtgtggtgta tctgaaggct attgaatgca 
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<210> 1642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1642 

ttctgttcca aacaagtatt ctgtagatcc aaatggatta ccagtgtgct 50 

<210> 1643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1643 

atcttcagaa tcagttaggt tcctcactgc aagaaataaa atgtcaggca 50 



<210> 1644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1644 

tgaaccttac tgcaaaaact tgtgatgtaa gaaatttgta tggtgtggca 50 

<210> 1645 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1645 

gctgtctcaa gggtatccgt acctcaatgt cagttacatt cagcagaaaa 50 



<210> 1646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1646 

ttggtcagat ttagaagcat tcatgctcac aagttttggg aaagtgaaaa 50 



<210> 1647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1647 

ccctaaaggc aagaagaaaa agtaaaagac cttggctcat agaaagtcac 5 0 



<210> 1648 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1648 

gtgtgtgcat ggaagatgcc tgggctgtct ttgctatatg taaatagagc 

<210> 1649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1649 

gccttggctt tatttgcagg ctactaaagc tgcttttact ttgtaacttt 

<210> 1650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1650 

acagtttggt tacaggactt ctgtgcattg taaacataaa cagcatggaa 

<210> 1651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1651 

tgtgaaagtg tggaatggaa gaaatgtcga tcctgttgta actgattgtg 

<210> 1652 

<2li> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1652 

acaaccaacc agtttctttt ctagccaatc atctctgaag agttgctgtt 

<210> 1653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1653 

gaactccctg attctatacc ctcttccttc tttctgcaag gcagaggaat 

<210> 1654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1654 

caccctcagc tccaccctca gcagatgata atatcaagac acctgccgag 

<210> 1655 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1655 

ttggccctca ggtttactgt gtaaatctgc atttttggtg gtaaatccct 



<210> 1656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1656 

gcatttccat agcactgaag taccagtttc cattcctggg ctgagattgt 



<210> 1657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1657 

ctccttttaa cgtgttattg acaaacctcc ccaaaagaat atgcaattgt 

<210> 1658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1658 

aacattcagt tgagaccata tgcattttct gtgctgtttg tacttgaggt 



<210> 1659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1659 

ttaaccctca gagaactctg cattttaggg tacttgaggc tgacttaact 



<210> 1660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1660 

agcgacctct tctctagtcc ggtgttacga acagaagttc tgagttgtgc 



<210> 1661 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1661 

taaatgtcgg tccaggccct gtgcacctta ccccagagac agactctttt 

<210> 1662 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1662 

ataaggctgt aaaatgagaa ttctgccccc tcacctctta ccccagtact 50 

<210> 1663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1663 

aaaagtcggg gatcggggca agagaggctg agtacggatg ggaaactatt 50 

<210> 1664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1664 

gagcacccag agggattttt cagtgggaag cattacactt tgctaaatca 50 

<210> 1665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1665 

tgattaggtg acgagttgac attgagattg tccttttccc ctgatcaaaa 50 

<210> 1666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1666 

tgtatgtatg ggagtgagga gtttcagggc cattgcaaac atagctgtgc 50 

<210> 1667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1667 

acagagttat ccactttaca acggagacac agttctggaa cattgaaact 50 

<210> 1668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1668 

atacgggaca ataaaatctg ccttttgctc tggagggaga tactacctct 50 
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<210> 1669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1669 

gggcaaacaa ctttaggaat actagttact cacttaacat ggagggcggg 

<210> 1670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> I670 

aaaggccgcg cagattgttt aattctggaa agtcaatccc cggatttagc 

<210> 1671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1671 

gggactccat gggaatattt gcccagtaat ggtaaggaaa tctttcgggt 



<210> 1672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1672 

ccagaaaggt gatgaatgaa taggactgag agtcacagtg aatgtggcat 



<210> 1673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1673 

tcccaaggtt gttagtgact gataagcttc caaactacag tacagttttt 



<210> 1674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1674 

gttttcttgt agttgcgggt ccctcgcgaa agttcattca tggccccact 



<210> 1675 

<211>. 50 

<212> DNA 

<213> Homo sapiens 

<400> 1675 
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catggggctc tcttgtgtac ttattgttta aggtttcctc aaactgtgat 

<210> 1676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1676 

acaaattgaa atgtctgtac tgatcctcaa ccaataaaat ctcagccgaa 

<210> 1677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1677 

tgcaggagac attggtattc tgggcagctt cctaatatgc tttacaatct 

<210> 1678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1678 

tcatcccgag aacattggct tccacatcac agtatctacc cttacatggt 

<210> 1679 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1679 

ggcattgtta gtttagtgtg tgtgcagagt ccatttccca catctttcct 

<210> 1680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1680 

gactgcaatg ctggtgggga aagacttaaa agtggattaa agacctgcgt 

<210> 1681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1681 

gctttccttc tccaggaata ctgaacatgg gagctcttga aatatgtagt 

<210> 1682 

<211> 50 

<212> DNA 

<213> Homo sapiens 



249/1425 



WO 02/057414 



PCT/US01/47856 



<400> 1682 

tgggaatcaa gatttaatcc tagagatttg gtgtacaatt caggctttgg 50 

<210> 1683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1683 

gcagtagtgt ggactagaac aacccaaata gcatctagaa agccatgagt 50 

<210> 1684 

<211> 50- 

<212> DNA 

<213> Homo sapiens 

<400> 1684 

tgtgtaatgt acctgtcagt gcctccttta ttaaggggtt ctttgagaat 50 



<210> 1685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1685 

ccactgtcac tgtttctctg ctgttgcaaa tacatggata acacatttga 50 



<210> 1686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1686 

agtttgccct ggatgtcata ttggcagttg gaggacacag tttctattgt 50 

<210> 1687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1687 

i 

ccaagttcca cattccttct agcgtgcctt acatcaggta ctttgtcagc 50 

<210> 1688' 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1688 

agctgtctcc tgttttgtaa gctttcagtg caacatttct tggttccaat 50 

<210> 1689 
<211> 50 
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a aagcctttct 50 



50 



<212> DNA 
<213> Homo sapiens 

<400> 1689 

tgcatgttgg ggtttccttt accttttcta taagttgtac caaaacatcc 

<210> 1690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1690 

gggtttgtgc tatacactgg gatgtctaat tgcagcaat, 

<210> 1691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1691 

gcoacactta ttcttttcag taacctgcta gtgcacaggc tgtactttag 

<210> 1692 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1692 

cagtcgaagg ctttaacttt gcacacttgg gatcacagtt gcgtcattgt 

<210> 1693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1693 

ttccctttcc ccagcatcac tccccaagga agagccaatg ttttccaccc 50 

<210> 1694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1694 

agccataatg taaactgcct caaattggac tttgggcata aaagaacttt 

<210> 1695 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



50 



<400> 1695 

ttgcttttac tagtcttagc tctacgattt aaatccatgt 



gtccaagggg 5Q 
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<210> 1696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1696 

cacacctgca cactcacggc tgaaatctcc ctaacccagg gggaccttag 

<210> 1697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1697 

agctgtaacg ttcgcgttag gaaagatggt gtttattcca gtttgcattt 



<210> 1698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1698 

aggggttcca ctagtgtctg ctttccttta ttattgcact gtgtgaggtt 



<210> 1699 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1699 

catcctcagg tggtcaggcg tagatcacca gaataaaccc agcttccctc 

<210> 1700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1700 

acacacaacg tgaaaaatag gaacaggaac aaaaagaaga ccaatgactc 

<210> 1701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1701 

tttagagtct tccattttgt tggaattaga tcctcccctt caaatgctgt 



<210> 1702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1702 

ctaatttcag tgcttgtgct tggttgttca gggccatttc aggtttgggt 
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<210> 1703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1703 

ccagattttc cccaaacttg cttctgttga gatttttccc tcaccttgcc 

<210> 1704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1704 

tgggggttgt aaattggcat ggaaatttaa agcaggttct tgttggtgca 

<210> 1705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1705 

aggtggtgtt cagtgtcaga cctcttaatg gccagtgaat aacactcact 

<210> 1706 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1706 

gggggtagtt tgtggcagga caagagaagg cattgagctt tttctttcat 

<210> 1707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1707 

tcgttaagag agcaacattt tacccacaca cagataaagt tttcccttga 

<210> 1708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1708 

ccctatcccg caaaatgggc ttcctgcctg ggtttttctc ttctcacatt 

<210> 1709 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1709 

aaacaaggta ggaatgaggc tagaccttta acttccctaa ggcatacttt 

<210> 1710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1710 

ttccccatat ccaagtacca atgctgttgt aaacaacgtg tatagtgcct 

<210> 1711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1711 

tgagcctttc acacctgtgc tggcgctgga aaattatttg tgctcagctg 



<210> 1712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1712 

tgggattgta ctataccagt aagtgccact tctgtgtctt tctaatggaa 

<210> 1713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1713 

tttttcctca caggagcgga agaactaggg ggagcaggag ctgcaatgcg 

<210> 1714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1714 

tctacccatt tcctgaggcc tgtggaaata aacctttatg tacttaaagt 

<210> 1715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1715 

gtgtccgtta tgagtgccaa aaatctgtct tgaaggcagc tacactttga 

<210> 1716 

<211> 50 

<212> DNA 
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<213> Homo sapiens 

<400> 1716 

ctgtgcaatg ctacatgtac gtggacttat atcagaccag tgtggatctt 50 

<210> 1717 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



<400> 1717 

agtcccctgt cctggtcatc tatcaagata acaagcggcc ctcagggatc 

<210> 1718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1718 

gggtctatgt gaaaatgccc ccaacagagc cagaatgtga aaagcaattt 

<210> 1719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1719 

cttgccttaa gctaccagat tgcttttgcc accattggcc atactgtgtg 

<210> 1720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1720 

cccctgccag agggagttct tcttttgtga gagacactgt aaacgacaca 

<210> 1721 

,<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1721 

tgcagccact attgttagtc tcttgattca taatgactta agcacacttg 

<210> 1722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1722 

tgactattac tgtcaggcgt gggacaccaa cactgcggta ttcggcggag 50 
<210> 1723 



50 



50 



50 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1723 

tttgagacgc aataccaata cttaggattt tggtcttggt gtttgtatga 



<210> 1724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1724 

tccttccagg gcttctttgt gtctgtgttc tactgtttcc tcaatagtga 



<210> 1725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1725 

ccatgtccat ccccacctcc ccaacccgtg tcagctttca cagcatcaag 



<210> 1726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1726 

tgccctcaag taaaagaaaa gccgaaaggg ttaatcatat ttgaaaacca 



<210> 1727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1727 

atgctacttg ggagaaaact ctcactaact gtctcaccgg gtttcaaagc 



<210> 1728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1728 

ggactttgcg aatatcagag acctcagact cttcacaggg tcaggactca 

<210> 1729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1729 

agctccctgc aagtcacatt tcccagtgaa acactgaact tatcagaaaa 
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50 



50 



<210> 1730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1730 

ttccttcagg atgatctaga gcagcatgga gctgttggta gaatattagt 

<210> 1731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1731 

ggggaggaag gaaggacatt aaattctttc cctggtaatg aaaagagccc 

<210> 1732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1732 

gccttgtaca taatactatt ccatccacac agtttccacc ctcacctgcc 

<210> 1733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1733 

agcaagatag ccaaatgtga catcaagctc cattgtttcg gaaatccagg 50 

<210> 1734 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 1734 

gccgagtgag gtaaccaggt ggcatctacc ccatgtttta taaggaattt 

<210> 1735 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1735 

ttctttccat ttgctatcat gtcagtgaac gccaggagtg ctttctttgc 

<210> 1736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1736 



50 



50 
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tgaatttact tcctcccaag agtttggact gcccgtcaga ttgtttctgc 



<210> 1737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1737 

accctcattt ccagggggag cctcaggccc cgagataaat gtgctccatg 

<210> 1738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1738 

ttctctgagg gctgggggtt gggggagtca gcatgattat attttaatgt 



<210> 1739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1739 

acttggctgt aatcagttat gccgtatagg atgtcagaca ataccactgg 

<210> 1740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1740 

tggagctcag taacataact gcttcttgga gctttggaat attttatcct 



<210> 1741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1741 

aaatttcaca agcaatactt tggaccactg gggttcaggc cccaagaaat 

<210> 1742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1742 

acacacaaaa cagcaaactt caggtaacta ttttggattg caaacaggat 

<210> 1743 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1743 

tcttgcctta attaacattc cctgtgacct agttggtgca gtggcttgaa 

<210> 1744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1744 

acttgcagtt gtgtggaaaa ctgttttgta atgaaagatc ttcattgggg 

<210> 1745 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1745 

tgtgatctct actactgttg attttgccct cggagcaaac tgaataaagc 

<210> 1746 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1746 

taggaaatgt ttgacatctg aagctctctt cacactcccg tggcactcct 

<210> 1747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1747 , 

cgtcccctct ccccttggtt ctgcactgtt gccaataaaa agctcttaaa 

<210> 1748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1748 

gggagtgttg tgactgaaat gcttgaaacc aaagcttcag ataaacttgc 

<210> 1749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1749 

aggggacaga aatcaggtat tggcagtttt tccattttca tttgtgtgtg 

<210> 1750 
<211> 50 



50 



50 



50 



50 



50 



50 



50 
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<212> DNA 

<213> Homo sapiens 

<400> 1750 

agccgcccag ctacctaatt cctcagtaac atcgatctaa aatctccatg 



<210> 1751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1751 

acatgcaagt acatgttttt aatgttgtct gtcttctgtg ctgttcctgt 



<210> 1752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1752 

cctgtgtggg actgagatgc aggatttctt cacacctctc ctttgtgact 

<210> 1753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1753 

ggcatctgaa tgtgtctgcg ttcctgttag cataatgtga ggaggtggag 

<210> 1754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1754 

ctgagagccc aaactgctgt cccaaacatg cacttccttg cttaaggtat 

<210> 1755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1755 

aagctccctg gagccctgtt ggcagctcta gcttttgcag tcgtgtaatg 



<210> 1756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1756 

agccctcttt ctctccaccc aatgctgctt tctcctgttc atcctgatgg 
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<210> 1757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1757 

tccacagggg tggtgtcaaa tgctattgaa attgtgttga attgtatgct 

<210> 1758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1758 

gctagatccc cggtggtttt gtgctcaaaa taaaaagcct cagtgaccca 

<210> 1759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1759 

gacttccaca gcagcagaac aagtgcctcc tggactgttc acggcagacc 

<210> 1760 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1760 

tatccccagc tcaggtggtg agtcctcctg tccagcctgc atcaataaaa 

<210> 1761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1761 

ctgggttttg tggtcatcta ttctagcagg gaacactaaa ggtggaaata 

<210> 1762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1762 

agctatggaa tcaattcaat ttggactggt gtgctctctt taaatcaagt 

<210> 1763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1763 

tggctcaagt agaaaagcag tcccattcat attaagacag tgtacaaaac 
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<210> 1764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1764 

agctcttgaa agcagctttg agttagaagt atgtgtgtta caccctcaca 50 



<210> 1765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1765 

aaccggatat atacatagca tgacatttct ttgtgctttg get tact tgt 5 0 



<210> 1766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1766 

agectatctg cttaagagac tctggagttt cttatgtgcc ctggtggaca 50 

<210> 1767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1767 

aaagttgata ctgtgggatt tttgtgaaca gcctgatgtt tgggaccttt 50 

<210> 1768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1768 

cttccttagc tcctgttctt ggectgaage ctcacagctt tgatggcagt 50 

<210> 1769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1769 

tttgtgcttc cctttaccta aactgtcctg cctcccatgc atctgtaccc 50 

<210> 1770 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1770 

tttgtgcttc cctttaccta aactgtcctg cctcccatgc atctgtaccc 

<210> 1771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1771 

cttgtggctt cctcagctcc tgcccttggc ctgaagtccc agcattgatg 

<210> 1772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1772 

atttgtttgc atccctcccc cacaccctgg tgttttaaaa tgaagaaaaa 

<210> 1773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1773 

catccgacat aatcctacag gtgctgtgtt attcatgggg cagataaaca 

<210> 1774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1774 

agtggggtgg ggagcatgtt catttgtacc tcgagtttta aactggttcc 

<210> 1775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1775 

cctaaaccgt atggcctccc gtgcatctgt attcaccctg tatgacaaac 

<210> 1776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1776 

tttcatctca ggcctccctc aaccccacca cttcttttat aactagtcct 

<210> 1777 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1777 

gcatggctta acctggtgat aaaagcagtt attaaaagtc tacgttttcc 50 

<210> 1778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1778 

agcttccgcc gtctcaaccc ctcacaggag cttactggca aacatgaaaa 50 

<210> 1779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1779 

tctcctccac ctcaactccg tgcttaacca aagaagctgt actccggggg 50 

<210> 1780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1780 

acccaaggga cctggatttg gtgtacaagc aggcctttaa tttatattga 50 

<210> 1781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1781 

agctcctctt cctggcttct tactgaaagg ttaccctgta acatgcaatt 50 

<210> 1782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1782 

gtctacatca actattacga catgaacgcg gccaatgtgg gctggaacaa 50 

<210> 1783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1783 

ccaccccaac cttctggtgg ggagaaataa acggtttaga gacagctctg 50 
<210> 1784 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1784 

gccaagggcc aagagaatat ccgaacttta atttcaggaa ttgaatgggt 50 

<210> 1785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1785 

gaaattgctt ttcctcttga accacagttc tacccctggg atgttttgag 50 

<210> 1786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1786 

ccggttgtta aaactggttt agcacaattt atattttccc tctcttgcct 50 

<210> 1787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1787 

attaaagcac caaattcatg tacagcatgc atcacggatc aatagactgt 50 

<210> 1788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1788 

tagccgtact ttgctaactg tgctcctcac ttcctcttct tcattgcagt 50 

<210> 1789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1789 

aggctaagct gccggttctt aaatccatcc tgctaagtta atgttgggta 50 

<210> 1790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1790 

aatatatgca tccctggtga aggatcttgc ctgcatgaaa catgttctca 50 
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<210> 1791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1791 

acctgggcat tcttgtttca ttcaattcca cctgcaatca agtcctacaa 

<210> 1792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1792 

ctccct'caca gcacagagaa gacaaaatta gcaaaacccc actacacagt 

<210> 1793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1793 

gttcagtggc actcaacatg agtcaagagc atcctgcttc taccatgtgg 

<210> 1794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1794 

cttgagctag aagtctccaa ggaggtcggg atggggcttg tagcagaagg 

<210> 1795 

<2il> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1795 

ctcccaactc ctccctatcc taaaggccca ctggcattaa agtgctgtat 

<210> 1796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1796 

tcggtcctct ttccagtgga tcataagaca atggaccctt tttgttatga 

<210> 1797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1797 
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aacacacagt gtttatgttg gaatcttttg gaactccttt gatctcactg 50 

<210> 1798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1798 

ggggctcttt ccctcatgta tacttcaagt aagatcaaga atcttttgtg 50 

<210> 1799 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



<400> 1799 

tcatcctctg tgtggctcat gtttttgctt ttcaacacac aaagcacaaa 

<210> 1800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1800 

tggatgattg ggactttaaa acgaccctct ttcaggtgga ttcagagacc 

<210> 1801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1801 

tgtagcttct gaaaggtgct ttctccattt atttaaaaac tacccatgca 50 

<210> 1802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1802 

tgtagcaaca tgagaaacgc ttatgttaca ggttacatga gagcaatcat 50 

<210> 1803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1803 

ctgatggctg tgaccctgct tcctgcactg acccagagcc tctgcctgtg 50 

<210> 1804 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1804 

tgtgtgttga tcccaagaca atgaaagttt gcactgtatg ctggacggca 

<210> 1805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1805 

ctctcctcag actgctcaag agaagcacat gaaaaccatt acctgacttt 

<210> 1806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1806 

gccagtaaga tcaatgtgac ggcagggaaa tgtatgtgtg tctattttgt 

<210> 1807 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1807 

gcaacaatga agttaatgga taccctctgc ctttggctca gaaatgttat 

<210> 1808 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1808 

tgtctttcgg ttatcaagtg tttctgcatg gtaatgtcat gtaaatgctg 

<210> 1809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1809 

tatcatgggg agtaatagga ccagagcggt atctctggca ccacactagc 

<210> 1810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1810 

tgatcttggc tgtatttaat ggcataggct gacttttgca gatggaggaa 

<210> 1811 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1811 

agtactgaga aaaatccctt cagctctaag aacactgaaa aatccaccga 

<210> 1812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1812 

actttgcaca catttgcatc cacatattag ggaaggaata agtagctgca 

<210> 1813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1813 

atgcagtgtt tccctctgtg ttagagcaga gaggtttcga tatttattga 

<210> 1814 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1814 

tgctgaagtt tcccttagac attttatgtc ttgcttgtag ggcataatgc 

<210> 1815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1815 

cactggacca ttgtcacaac cctctgtttc tctttgacta agtgccctgg 

<210> 1816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1816 

aagtgttact gtggcttcaa agaagctatt gattctgaag tagtgggttt 

<210> 1817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1817 

gctgcttata tatttaataa taaaagaagt gcacaagctg ccgttgacgt 
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<210> 1818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1818 

aacaaacatt tggttttgtt cagaccttat ttccactctg gtggataagt 

<210> 1819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1819 

gagagagggc acgagaaccc aaaggaatag agattctcca ggaatttcct 

<210> 1820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1820 

ttcccagcat cagccttaga acaagaacct taccttcaag gagcaagtga 

<210> 1821 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1821 

ctgtccagct ccctctcccc aagaaacaac atgaatgagc aacttcagag 

<210> 1822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1822 

ctgtaacgac gagagcggcg aggatgtcga ggttccctat gtccgataca 

<210> 1823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1823 

acctagtcat caggacactg agccagggct gcaaccactc catgagtttg 

<210> 1824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1824 

ccccaaccct ctgggctctt ggatttcaga gtgaaaactt gatggcattg 
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<210> 1825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1825 

tcaattcctc tgggaatgtt acattgtttg tctgtcttca tagcagattt 50 

<210> 1826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1826 

accagtttct ttcccttcta gatcaccctg ttctgaagcc agcctctctc 50 

<210> 1827 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1827 

ctacctgaac ccctcttgcc actgccttct accttgtttg aaacctgaat 50 

<210> 1828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1828 

aactcgagac cttttcaact tggcttcctt tcttggttca taaatgaatt 50 

<210> 1829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1829 

agctgctgct ggatcacagc tgctttctgt tgtcattgct gttgtccctc 50 

<210> 1830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1830 

ggctgtgtcc taaggcccat ttgagaagct gaggctagtt ccaaaaacct 50 

<210> 1831 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1831 

atccagcccc acccaatggc cttttgtgct tgtttcctat aacttcagta 



<210> 1832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1832 

ccttctttgt atataggctt ctcaccgcga ccaataaaca gctcccagtt 



<210> 1833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1833 

aaaacgatga aggtatgctg tcatggtcct ttctggaagt ttctggtgcc 



<210> 1834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1834 

aatgcgaaat tattggttgg tgtgaagaaa gccagacaac ttctgtttct 



<210> 1835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1835 

ctgtggctcg tttgagggat tggggtggac ctggggttta ttttcagtaa 



<210> 1836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1836 

gcttccccac cccagttttt gttgcttgaa aatattgttg tcccggattt 



<210> 1837 

<*211> 5 0 

<212> DNA 

<213> Homo sapiens 

<400> 1837 

tggactgttt tgttgggcag tgcctgataa gcttcaaagc tgctttattc 



<210> 1838 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1838 

cctgccgtgc ccacctaact gtccagatga ggtttatcag cttatgagaa 

<210> 1839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1839 

cgagctgaga agcggtcatg agcacctggg gattttagta agtgtgtctt 

<210> 1840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1840 

accatccaat cggacaagct ttcagaacct tattgaagga tttgaagcac 

<210> 1841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1841 

tgctgatgaa cctgcagaaa aggctgatga accaatggaa cattaagtga 

<210> 1842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1842 

tcttatgcac acggtgattt catgttatat atgcaaagta ggcaactgtt 

<210> 1843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1843 

aacataggag tggattcctg ccccaaccaa accgcattcg tgtggatttt 

<210> 1844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1844 

aataaatttg caaaaccaag atcacagtac accatatgca ctctggtacc 
<210> 1845 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1845 

aaatgacctc atgttgtggt ttaaacagca actgcaccca ctagcacagc 

<210> 1846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1846 

tgtgcagtag aaacaaaagt aggctacagt ctgtgccatg ttgatgtaca 

<210> 1847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1847 

ctgtttattc tgggaaatgt tttaatgcca gggcctgctg agttgcttct 

<210> 1848 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1848 

ccttaagacc agttcatagt taatacaggt ttacagttca tgcctgtggt 



<210> 1849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1849 

tcatcacttt ggacaggagt taattaagag aatgaccaag ctcagttcaa 

<210> 1850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1850 

agtctgccta aataggtagc ttaaacttat gtcaaaatgt ctgcagcagt 

<210> 1851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1851 

ctggcctcca gtgccttccc ccgtggaata aacggtgtgt cctgagaaac 
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<210> 1852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1852 

agctaattaa gctgcagaac gtgggaaata aagttcgaaa caaaggttaa 50 

<210> 1853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1853 

ggacaggtgt gccgacagaa ggaaccagcg tgtatatgag ggtatcaaat 50 

<210> 1854 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1854 

cccttcgtgg ggctacacat tctcttcctc atattttcat gcacacaagt 50 

<210> 1855 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1855 

ttctgcacag gtctctgttt agtaaataca tcactgtata ccgatcagga 50 

<210> 1856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1856 

caccctccac cccttccttt tgcgcggacc ccattacaat aaattttaaa 50 

<210> 1857 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1857 

catgcagcta tttcaaagtg tgttggatta attaggatca tccctttggt 50 

<210> 1858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1858 
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tggagaattg tggaaggatt gtaacatgga ccatccaaat ttatggccgt 50 



<210> 1859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1859 

ttcacgggat gcaccaaagt gtgtaccccg taagcatgaa accagtgttt 50 

<210> 1860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1860 

tctgtccatc agtgcatgac gtttaaggcc acgtatagtc ctagctgacg 50 



<210> 1861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1861 

tcctataatt atttctgtag cactccacac tgatctttgg aaacttgccc 50 



<210> 1862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1862 

gggacactgg aggctggagc tacagttgaa agcactgcat gttaagaggg 50 



<210> 1863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1863 

tgctaccaca actatattat catgcaaatg ctgtattctt ctttggtgga 50 



<210> 1864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1864 

gcaacttacg cttggcatct tcagaatgct tttctagcat taagagatgt 50 

<210> 1865 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1865 

tttacaagaa ttgtccatgt gcttccctag gctgagctgg cattggtctg 

<210> 1866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1866 

aaaacttccc accctacttt tccaagagtg ccagttggat tctgaatctg 

<210> 1867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1867 

tagaccaatt ctctgatctc gagttgtttt tgtttggata cagccctttt 

<210> 1868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1868 

aacattctac atagcacagg agcttaagag tggcattatc ttctcgcctt 

<210> 1869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1869 

agatacgcag acattgtggc atctgggtag aagaatactg tattgtgtgt 

<210> 1870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1870 

tttgaccaga agcccttagt aagtacgtgc ctgaaactga aaccatgtgc 

<210> 1871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1871 

acacctggct tggagtcaga tttagttaac aataatgagc ctggagcagt 

<210> 1872 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1872 

tctaatagcg ggttactttc acatacagcc ctcccccagc agttgaatga 

<210> 1873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1873 

ctgaaaagtg ctttgctgga gtcctgttct ctgagctcca cagaagacac 



<210> 1874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1874 

aagcctaaag tgattcaata gcccaggagc acctgattcc tttctgcctg 

<210> 1875 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1875 

tgggcatggt tgaatctgaa accctccttc tgtggcaact tgtactgaaa 

<210> 1876 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1876 

ggggtggggt ggggtgagag tgtgtggagt aaggacattc agaataaata 

<210> 1877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1877 

agaagttgtg cgcgtgcttt ctcagcagca tttttccttc aaaatcatct 

<210> 1878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1878 

cttgccagcc aggagtgcgg acaccatgtt cccagctcag tgccaaagag 
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<210> 1879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1879 

atttggggag agaaaacctt tttaagcatg gtggggcact cagataggag 50 

<210> 1880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1880 

accctctttc ttgtttgtca gcatctgacc atctgtgact ataaagctgt 50 

<210> 1881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1881 

tggtcatcca aactcaaact tgagaaaata tcttgctttc aaattgacac 50 

<210> 1882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1882 

accgaatttg gcaagaatga aatggtgtca taaagatggg aggggagggt 50 

<210> 1883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1883 

agcctgtgac attaagcatt ctcacaatta gaaataagaa taaaacccat 50 

<210> 1884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1884 

aaaaataaaa acaaatactg tgtttcagaa gcgccaccta ttggggaaaa 50 

<210> 1885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1885 

ttatcacaag ctctgttacc tttatatacg ctgcctcttc aatttggaaa 50 
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<210> 1886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1886 

gcagaaaata tcctggcagg gaatctggct taaacatgaa atgctgtaat 



<210> 1887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1887 

tgtgtgcata atagctacag tgcatagttg tagacaaagt acattctggg 



<210> 1888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1888 

tctcagtggg tggtagcaga gggatcaagc agttatttga tttgtgctct 



<210> 1889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1889 

gtctatttac ggaactcaaa tacgtgggca ttcaaatgta ttacagtggg 



<210> 1890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1890 

tgcactttta gaaatgcata tttgccacaa aacctgtatt actgaataat 



<210> 1891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1891 

9ggsggggat taaccaaagg ccaccctgac tttgtttttg tggacacaca 



<210> 1892 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1892 

gcctgcccct gtgtattcac caccaataaa tcagaccatg aaacctgaaa 

<210> 1893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1893 

aggtgtattt atgttaccgt tctgaataaa cagaatggac cattgaacca 

<210> 1894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1894 

tgtaatgaat ttgtcgcaaa gacgtaataa aattaactgg tggcacggtc 

<210> 1895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1895 

tgtcaatgga agttggctgc acttgatgtt tgtttgcatg atgtctacct 

<210> 1896 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1896 

tcgagcacct gtaaacaatt ttctcaacct atttgatgtt caaataaaga 

<210> 1897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1897 

aactttacta agtaatctca cagcatttgc caagtctccc aatatccaat 



<210> 1898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1898 

taagatcttt aaactgcttt atacactgtc acgtggcttc atcagctgtg 

<210> 1899 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 1899 

aaaaccacta ccctcagaga gagccaaaaa tacagaagag gcggagagcg 

<210> 1900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1900 

cgagcaagcc tgggaactca ggaaaattca caggacttgg gagattctaa 

<210> 1901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1901 

ggcttagcta cagtgaagtt ttgcattgct tttgaagaca agaaaagtgc 

<210> 1902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1902 

acttcaaaat taccttttca tatccatgat cttgagtcca tttgggggat 

<210> 1903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1903 

caaacacttt tgggccagga tttgagtctc tgcatgacat atacttgatt 

<210> 1904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1904 

cagactccac caagcctggt cagcccaaac caccagaagc ccagaataaa 

<210> 1905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1905 

agtgcagaat ctcataggtt gccaataata cactaattcc tttctatcct 
<210> 1906 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1906 

agactgacta cattggaagc tttgagttga cttctgacca aaggtggtaa 



<210> 1907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1907 

ctgggttttg tggtcatcta ttctagcagg gaacactaaa ggtggaaata 



<210> 1908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1908 

gtggtgaggg cagttctgca cccagccaaa cacataacaa taaaaaccaa 

<210> 1909 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1909 

tctgtgtcct aaagatgtgt tctctataaa atacaaacca acgtgcctaa 



<210> 1910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1910 

ctagtcatag aaatacctca ttcgcctgtg ggaagagaag ggaagcctct 

<210> 1911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1911 

agcagcggct ggatgtgata tgtctagttt aaccagtccc cttgatcttt 



<210> 1912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1912 

tattggagga ctccctccca gctttggaag ggtcatccgc gtgtgtgtgt 50 
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<210> 1913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1913 

atacaaagca aacaaactca agttatgtca tacctttgga tacgaagacc 



<210> 1914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1914 

atctaccctc cgattgttcc tgaaccgatg agaaataaag tttctgttga 

<210> 1915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1915 

catggagact tgaggagggc ttgaggttgg tgaggttagg tgcgtgtttc 



<210> 1916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1916 

gcccaaagaa gcaaggaacc aaatttaaga ctctcgcatc ttcccaaccc 

<210> 1917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1917 

ccggagtctg ggattcatcc cgtcatttct ttcaataaat aattattgga 

<210> 1918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1918 

gcaatggcag ccttggcaaa cgctaaatga aaatcgtgac aacacttgtg 

<210> 1919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1919 
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agtgttggta gcacttaaga cttatacttg ccttctgata gtattccttt 



<210> 1920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1920 

aactgaggac tgtttgcaat tgacataggc aataataagt gatgtgctga 

<210> 1921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1921 

gggctcagtt ctgccttatc taaatcacca gagaccaaac aaggactaat 

<210> 1922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1922 

ggcatgaaat gagggacaaa gaaagcatct cgtaggtgtg tctactgggt 

<210> 1923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1923 

tcttggaaac ttccattaag tgtgtagatt gagcaggtag taattgcatg 

<210> 1924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1924 

actactcagc atggaaacaa gatgaaattc catttgtagg tagtgagaca 

<210> 1925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1925 

cactaatgat cctgctaccc tcttgaagac cagcccggta cctctctccc 

<210> 1926 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1926 

gtgacctcac ttctggcact gtgactacta tggctgttta gaactactga 

<210> 1927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1927 

aagccttatt cttcaactaa aagatgagga ttaagagcaa gaagttgggg 

<210> 1928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1928 

gcactgaatc gtttcatgta agaatccaaa gtggacacca ttaacaggtc 



<210> 1929 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1929 

ggtgctcaca ttccttaaat taaggagaaa tgctggcata gagcagcact 

<210> 1930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1930 

cttttgttct ctccgtgaaa cttacctttc cctttttctt tctctttttt 



<210> 1931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1931 

tggtatgtag agcttagatt tccctattgt gacagagcca tggtgtgttt 



<210> 1932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1932 

tggagataat ctagaacaca ggcaaaatcc ttgcttatga catcacttgt 

<210> 1933 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1933 

gtgcctctgt gctgtgtatg tgaaccaccc atgtgaggga ataaacctag 

<210> 1934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1934 

tgcaaacggt tttgtaagtt aacactacac tactcacaat ggtaggggaa 

<210> 1935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1935 

cctgtgccca gcaggaagga agtcaaataa accacactga ctacctgtgc 

<210> 1936 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1936 

cccaacaatc ccaaggccct ttttatacaa aaattctcag ttctcttcac 

<210> 1937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1937 

tgtctgtttt aatcatgtat ctggaatagg gtcgggaagg gtttgtgcta 

<210> 1938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1938 

cacgatggtg gaaacagtgg ggaactactg ctggaaaaag ccctaatagc 

<210> 1939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1939 

ccctggaggc actgaagtgc ttagtgtact tggagtattg gggtctgacc 
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<210> 1940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1940 

acaagtttac atgataaaaa gaaatgtgat ttgtcttccc ttctttgcac 

<210> 1941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1941 

ttgtatgtga ataattctag cgggggacct gggagataat tctacgggga 

<210> 1942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1942 

atctattcta acgcaaaacc actaactgaa gttcagatat aatggatggt 

<210> 1943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1943 

gtaacggaac atatccagta ctcctggttc ctaggtgagc aggtgatgcc 

<210> 1944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1944 

actaatttga tgtttacagg tggacacaca aggtgcaaat caatgcgtac 

<210> 1945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1945 

tgtgtgtttt agtttcatca cctgttatct gtgtttgctg aggagagtgg 

<210> 1946 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1946 

ttggagctgt tccattgggt cctcttggtg tcgtttccct cccaacagag 
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<210> 1947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1947 

atttgttgct ctcagactgt gtaaaacaaa atttattcat gttttctgca 50 

<210> 1948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1948 

ctgaaccatt actgtaattg gctcttaagg cttgaagtaa ccttataggt 50 

<210> 1949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1949 

gctaagctgc cggttcttaa atccatcctg ctaagttaat gttgggtaga 50 

<210> 1950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1950 

tgtaaccaat aaatctgtag tgaccttacc tgtattccct gtgctatcct 50 

<210> 1951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1951 

acattccctt ggatgtagtc tgaggcccct taactcatct gttatcctgc 50 

<210> 1952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1952 

atttctccct tatctactgt gatgacttca gaagatacaa tggtcccagg 50 

<210> 1953 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1953 

tgtctggagg gggtttgtgc ctgataacgt aataacacca gtggagactt 

<210> 1954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1954 

acactgcctt ctcaactcca aactgactct taagaagact gcattatatt 

<210> 1955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1955 

agatgttcca aatttagaaa gcttaaggcg gcctacagaa aaaggaaaaa 

<210> 1956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1956 

aagtccaact actaaactgg gggatattat gaagggcctt gagcatctgg 

<210> 1957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1957 

atccacctcc ctcccctaga gctattctcc tttgggtttc ttgctgctgc 

<210> 1958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1958 

aaaaggccac agcaatctgt actacaatca actttatttt gaaatcatgt 

<210> 1959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1959 

gattagttac cattgaaatt ggttctgtca taaaacagca tgagtctggt 

<210> 1960 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1960 

aaaaatacac atcacaccca tttaaaagtg atcttgagaa ccttttcaaa 50 

<210> 1961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1961 

acagcaacag ctattaaatc agcaagtttt ggagcaaaga caacagcagt 50 

<210> 1962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1962 

tgaccagggc agtgaaaatg aaaccgcatt ttgggtgcca ttaaataggg 50 

<210> 1963 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1963 

caatttcttt attagagggc cttattgatg tgttctaagt ctttccagaa 50 

<210> 1964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1964 

agagctgaaa tgtcaggaac aaaaagaaga acagctgcag gaaggggtgc 50 

<210> 1965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1965 

ggtaataaga gcagtagcag cagcatctct gaacatttct ctggatttgc 50 

<210> 1966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1966 

agagtttgga aaaagcctgt gaaaggtgtc ttctttgact taatgtcttt 50 
<210> 1967 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1967 

gtatggtaga ttcaaatgaa ccactgaaaa ggcatttagt ttcttgtccc 

<210> 1968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1968 

agctatggaa tcaattcaat ttggactggt gtgctctctt taaatcaagt 

<210> 1969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1969 

gctcttaagt tgtggagagt gcaacagtag cataggaccc taccctctgg 

<210> 1970 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1970 

gaatttggtg gtgtcaattg cttatttgtt ttcccacggt tgtccagcaa 

<210> 1971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1971 

aaaacagcca aaactccaca gtcaatatta gtaatttctt gctggttgaa 

<210> 1972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1972 

tagcatttgt ttaagggtga tagtcaaatt atgtattggt ggggctgggt 

<210> 1973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1973 

gcagatgaga cagcaaccat tgtagaattt ctgaacagat ggattacctt 
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<210> 1974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1974 

tctaatttct gaaatgtgca gctcccattt ggccttgtgc ggttgtgttc 50 

<210> 1975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1975 

accagagtac gttggaaaac ttcttggaaa ggctaaagac gatcatgaga 50 

<210> 1976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1976 

tgaggacttt tcgaccaatt caaccctttg ccccaccttt attaaaatct 50 

<210> 1977 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1977 

gctggcccat aaacaccctg taggttcttg atatttataa taaaattggt 50 

<210> 1978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1978 

cccagggagt tgtgtctgta atcggcctac tattcagtgg cgagaaataa 50 

<210> 1979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1979 

tgatcttggc tgtatttaat ggcataggct gacttttgca gatggaggaa 50 

<210> 1980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1980 
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ttgttgacaa ctgtgactgt acccaaatgg aaagtaactc atttgttaaa 



<210> 1981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1981 

gtcaagattg tgttttgagg tttccttcag acagattcca ggcgatgtgc 



<210> 1982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1982 

tcaccagtcc ctccccaaat gctttccatg agttgcagtt ttttcctagt 

<210> 1983 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1983 

tactttgggg acttgtaggg atgcctttct agtcctattc tattgcagtt 



<210> 1984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1984 

ccatcggtga aactaacaga taagcaagag agatgttttg gggactcatt 



<210> 1985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1985 

agctcctctt cctggcttct tactgaaagg ttaccctgta acatgcaatt 



<210> 1986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1986 

caccaggaac ctgctttagt gggggatagt gaagaagaca ataaaagata 

<210> 1987 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1987 

ggctacagaa agaagatgcc agatgacact taagacctac ttgtgatatt 50 

<210> 1988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1988 

gcatttccac accaagcagc aacagcaaat cacgaccact gatagatgtc 50 

<210> 1989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1989 

tccccaaacc ataaaaccct atacaagttg ttctagtaac aatacatgag 50 

<210> 1990 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1990 

gcttccggtc cttagccttc ccaggtggga ctttaggcat gattaaaata 50 

<210> 1991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1991 

tgctattgcc ttcctatttt gcataataaa tgcttcagtg aaaatgcagc 50 

<210> 1992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1992 

ggaagaagag ggagagatgg agcaaagtga gggccgagtg agagcgtgct 50 

<210> 1993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1993 

atccagcccc acccaatggc cttttgtgct tgtttcctat aacttcagta 50 

<210> 1994 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1994 

ctcagctaaa aggccacccc tttatcgcat tgctgtcctt gggtagaata 50 

<210> 1995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1995 

accttatgaa ctacagtgga gctacactca ttgaaatgta atttcagttc 50 

<210> 1996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1996 ' 

tccagggcaa tcaatgttca cgcaacttga aattatatct gtggtcttca 50 

<210> 1997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1997 

gccagatttg gggcatttgg aaagaagttc attgaagata aagcaaaagt 50 

<210> 1998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1998 

ctgcaccctt cccccagcac catttatgag tctcaagttt tattattgca 50 

<210> 1999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1999 

ttttgaagaa gggaaattca cactgtgcgt tttgagtatg caagaagaat 50 

<210> 2000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2000 

tgttgtgact ttttagccag tgactttttc tgagcttttc atggaagtgg 50 
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<210> 2001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2001 

acttcacaca gacaagtggc taagtgtcca ttatttacct tgaacaatca 

<210> 2002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2002 

acagccaact ggaaagatat aaaagtttgg gtctgtctcc tctccttcag 

<210> 2003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2003 

attaaagcac caaattcatg tacagcatgc atcacggatc aatagactgt 

<210> 2004 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2004 

atggaaattg tatttgcctt ctccactttg ggaggctccc acttcttggg 

<210> 2005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2005 

tcagagggaa agtaaatatt tcaggcatac tgacactttg ccagaaagca 

<210> 2006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2006 

gtgtaacaca gtgccttcaa taaatggtat agcaaatgtt ttgacatgaa 

<210> 2007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2007 

tgggactatt acatccacat gatacctctg atcaagtatt tttgacattt 
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<210> 2008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2008 

cattcgtatg agaagcggct tttctgaaaa gggatccagc acacctcctc 50 

<210> 2009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2009 

cttcagactg aacatgtaca ctggtttgag cttagtgaaa tgacttccgg 50 

<210> 2010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2010 

tttaaatgtt tgtgttaata cacattaaaa catcgcacaa aaacgatgca 50 

<210> 2011 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2011 

gcaaccttgc atccatctgg gctaccccac ccaagtatac aataaagtct 50 

<210> 2012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2012 

tgctggtggg gaaagactta aaagtggatt aaagacctgc gtattgatga 50 

<210> 2013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2013 

aggggcgctc gcttccgcat cctagtctct atcattaaag ttctagtgac 50 

<210> 2014 

<211> 50 

<212> DNA 

<213> Homo sapiens 



298/1425 



WO 02/057414 



<400> 2014 

agctgatcct cgggaagaac aaagctaaag ctgccttttg tctgttattt 

<210> 2015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2015 

cacaggccca tggactcact tttgtaacaa actcctacca acactgacca 

<210> 2016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2016 

aggaggagtt tctattaaaa tctgtcactt gagtgatgtc atttaagtcc 

<210> 2017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2017 

cctgtgcaat agacacatac atgtcacatt tagctgtgct cagaagggct 

<210> 2018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2018 

cctgtgcaat agacacatac atgtcacatt tagctgtgct cagaagggct 

<210> 2019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2019 

tgcacctgtt actgttgggc tttccactga gatctactgg ataaagaata 

<210> 2020 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2020 

aagaaggagc ttaatgccag gaacagattt tgcagttggt ggggtctcaa 

<210> 2021 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2021 

agggctacct gcgatctgtg tttgctctga cgaatggaat ttatcctcac 

<210> 2022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2022 

ccatgattat ttttctaagc tggttggtta ataaacagta cctgctctca 

<210> 2023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2023 

aaaggctaaa gaacttgcca ctaaactggg ttaaatgtac actgttgagt 

<210> 2024 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2024 

ggaaccaaga ctgtgcagga gaaagagaac tagtgctgag ggcctcaata 

<210> 2025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2025 

tggttccagc agaagtatga tgggatcatc cttcctggca aataaattcc 

<210> 2026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2026 

ttggttgttt ggttagtgac tgatgtaaaa cggttttctt gtggggaggt 

<210> 2027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2027 

atgctggcag cattgcatga ttctccagta tatttgtaaa aaataaaaaa 
<210> 2028 



300/1425 



WO 02/057414 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2028 

cgggccagcc gaggctacaa aaactaaccc tggatcctac tctcttatta 

<210> 2029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2029 

acctcccact ttgtctgtac atactggcct ctgtgattac atagatcagc 

<210> 2030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2030 

ttcaactaaa gcgccacctg ctccacccag agaagcacac tttgtgagaa 

<210> 2031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2031 

ttggaaatca tagtcaaagg gcttccttgg ttcgccactc atttatttgt 

<210> 2032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2032 

ttggaaatca tagtcaaagg gcttccttgg ttcgccactc atttatttgt 

<210> 2033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2033 

cctgatggag agaagaaggc atatgttcga ctggctcctg attacgatgc 

<210> 2034 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2034 

cagaagaaac tgaagaaaca aaaacttatg gcacgggagt aaattcagca 
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<210> 2035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2035 

gtttcagctc cccgagttgg tggaaaacgc taaactggca gattagattt 

<210> 2036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2036 

ctcctgttgg gtaagggtgt tgagtgtgac ttgtgctgaa aacctggttc 

<210> 2037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2037 

gaacaagtgg ttcttccaga aactgcggtt ttagatgctt tgttttgatc 

<210> 2038 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2038 

ggcttgaagc cacatggagg gagtttcatt aaatgctaac tacttttaaa 

<210> 2039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2039 

atctacagac agtcaatgtg gatgagaact aatcgctgat caaataacgt 

<210> 2040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2040 

gcgcagtgaa gaaaatgagt aggcagctca tgtgcacgtt ttctgtttaa 

<210> 2041 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2041 
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caatcttcct gctaaggcca ttggacacag aatccgagtg atgctgtacc 



<210> 2042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2042 

ggcagctgtt gcagcatcca gttcatctta agaatgtcaa cgattagtca 

<210> 2043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2043 

agacgctcct ctactctttg gagacatcac tggcctataa taaatgggtt 

<210> 2044 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2044 

tctgttatga acacgttggt tggctggatt cagtaataaa tatgtaaggc 

<210> 2045 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2045 

tgagaagaag gaggagtctg aagagtcaga tgatgacatg ggatttggcc 

<210> 2046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2046 

gctaaagttg aacgagctga tggatatgaa ccaccagtcc aagaatctgt 

<210> 2047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2047 

gctggccacc aaacagagca gtggctaaat tgcagtagca gcatatcttt 

<210> 2048 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2048 

gccaagtcca accgctgatt ttcccagctg ctgcccaata aacctgtctg 

<210> 2049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2049 

tggtgtctat aagaagctca cgggcaagga tgttaatttt gaattcccag 

<210> 2050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2050 

aggctggaca tcggcccgct ccccacaatg aaataaagtt attttctcat 

<210> 2051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2051 

catctacagc ctctgccctg gtcgcataaa tttgtctgtg tactcaagca 

<210> 2052 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2052 

ctaccagaaa tcctaccgat aagcccatcg tgactcaaaa ctcacttgta 

<210> 2053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2053 

ctcggggacc tgtttgaatt ttttctgtag tgctgtatta ttttcaataa 

<210> 2054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2054 

gctgccaaca agaagcatta gaacaaacca tgctgggtta ataaattgcc 

<210> 2055 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2055 

gatggcatcg tctcaaagaa cttttgactg gagagaatca cagatgtgga 

<210> 2056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2056 

gatggcatcg tctcaaagaa cttttgactg gagagaatca cagatgtgga 

<210> 2057 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2057 

ccaatgtttc tcttttggcc ctatacaaag gcaagaagga aagaccaaga 

<210> 2058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2058 

ctggcaaaaa gccgaaggag taaaggtgct gcaatgatgt tagctgtggc 

<210> 2059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2059 

tggtgaagat gcatgaatag gtccaaccag ctgtacattt ggaaaaataa 

<210> 2060 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2060 

gccagtgttt ccgtcagtac gcgaaggata tcggtttcat taagttggac 

<210> 2061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2061 

gagtgataac tcatgagaag tactgatagg acctttatct ggatatggtc 
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<210> 2062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2062 

ggtgattctt ctctgttgaa ctgaagtttg tgagagtagt tttcctttgc 50 



<210> 2063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2063 

tgtgtgttga tcccaagaca atgaaagttt gcactgtatg ctggacggca 50 

<210> 2064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2064 

ggggaaggtg tttttagtac aagacatcaa agtgaagtaa agcccaagtg 50 

2065 
50 
DNA 

Homo sapiens 
<400> 2065 

aggaaaacat ccaaaacaac aagcaagaaa ccgaagaaga catcttttga 50 

<210> 2066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4.00> 2066 

agctgccacc tcagtctctt ctctgtatta tcatagtctg gtttaaataa 50 

/ 

<210> 2067 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2067 

ggaggcagcc agggcttacc tgtacactga cttgagacca gttgaataaa 50 



<210> 
<211> 
<212> 
<213> 



<210> 2068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2068 

agcaaagatt tcagtagaat tttagtcctg aacgctacgg ggaaaatgca 50 
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<210> 2069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2069 

tggtggtatt cagtggtcca ggattctgta atgctttaca caggcagttt 



<210> 2070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2070 

tgcttttatg tgtcccttga taacagtgac ttaacaatat acattcctca 

<210> 2071 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2071 

ttgtttcaaa atgctgtttc atttttataa agtaccagtg tttagctgct 



<210> 2072 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2072 

agagatggac aagagcagcc aggagaccca gcgatctgag cataaaactc 

<210> 2073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2073 

tgaaagagaa agactgatta cctcctgtgt ggaagaagga aacaccgagt 



<210> 2074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2074 

ggaatacctc agaagagatg cttcattgag tgttcattaa accacacatg 



<210> 2075 

<211> 50 

<212> DNA 

<213> Homo sapiens 



307/1425 

c> 
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<400> 2075 

accatgatac tttaattaga agcttagcct tgaaattgtg aactcttgga 

<210> 2076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2076 

accatgatac tttaattaga agcttagcct tgaaattgtg aactcttgga 

<210> 2077 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2077 

gcctctgccc tggtttggct atgtcagatc caataaacat cctgaacctc 

<210> 2078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2078 

tgccttttct accccatccc tcacagcctc ttgctgctaa aatagatgtt 

<210> 2079 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2079 

ggccaggccc aagtaagtgt accttgtact ttataaataa acctcaagca 

<210> 2080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2080 

gccgaattgt ctttggtgct tttcacttgt gttttaaaat aaggattttt 

<210> 2081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2081 

cccctgccag agggagttct tcttttgtga gagacactgt aaacgacaca 

<210> 2082 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2082 

agaagtcccc catgtggata tttcttatac taattgtatc ataaagccgt 50 

<210> 2083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2083 

gggcaggagc atggggtgct tggttgtttc cttcctaata aaataaacgc 50 

<210> 2084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2084 

atgcatttgg tatgaatctg tggttgtatc tgttcaattc taaagtacaa 50 

<210> 2085 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2085 

ttctctaggt tactgttggg agcttaatgg tagaaacttc cttggtttca 50 

<210> 2086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2086 

cctcccagca acccactacc tctggtacct gtaaaggtca aacaagaaac 50 

<210> 2087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2087 

ccgtgtctgt ttgtaggcgg agaaaccgtt gggtaacttg ttcaagatat 50 

<210> 2088 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2088 

tgagggtgag ggcaggctga ggcaacgagt gggaggttca aacaagagtg 50 
<210> 2089 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2089 

cccaaacaat ctgtggatgg aaaagcacca cttgctactg gagaggatga 

<210> 2090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2090 

aatcaacttc aaggagcacc ttcattagta cagcttgcat atttaacatt 

<210> 2091 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2091 

aggcgatgat attctcacca tcctgactga agtgaactat gaagtaagca 

<210> 2092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2092 

tgacgacctg gtagaatctc tctaaccatt tgaagttgat ttctcaatgc 

<210> 2093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2093 

gctgcgaaag acccacatgc tacaagacgg gcaaaataaa gtgacagatg 

<210> 2094 

<211> 50 

' <212> DNA 

<213> Homo sapiens 

<400> 2094 

cgcccatgat gggagggatt gacatgtttc aacaaaataa tgcacttcct 

<210> 2095 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2095 

tctttcagat agcaggcagg gaagcaatgt agtgtggtgg gcagagcccc 
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<210> 2096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2096 

caggaggatg gcaaagagag tcgcatctca gtgcaggaga gacagtgagg 

<210> 2097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2097 

gggggtagtg gtggcaggac aagagaaggc attgagcttt ttctttcatt 

<210> 2098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2098 

gccatgaagg agcaagtttt gtatttgtga cctcagcttt gggaataaag 

<210> 2099 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2099 

gctacttgtt tacattgtac actgcgacca ccttgccgct tttcatcaca 

<210> 2100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2100 

accaagtttc aggggacatg agttttccag cttttataca cacgtatctc 

<210> 2101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2101 

ggcaaatgag gaacagggca atagtatgat gaatcttgat tggagttggt 

<210> 2102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2102 
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tgttcttcat ctaagccttc tggttttatg ggtcagagtt ccgactgcca 

<210> 2103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2103 

tataccatga gatgagatga ccaccaatca tttccttggg gggagggggt 

<210> 2104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2104 

cctaggaaat cacaggcttc tgagcacagc tgcattaaaa caaaggaagt 

<210> 2105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2105 

aaatgtaacc ttttgctttc caaattaaag aactccatgc cactcctcaa 

<210> 2106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2106 

acacacatac acacacccca aaacacatac attgaaagtg cctcatctga 

<210> 2107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2107 

gaccctatcc tcccaccgcc tccgttaaca cgatcctgaa taaatcttga 

<210> 2108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2108 

acagcaaagc ccattggcca gaaaggaaag acaataattt tgttttttca 

<210> 2109 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2109 

aaggagtaaa gatttgcctt taaataactt ggtattttcc tggctttcgt 

<210> 2110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2110 

ggcctcgttt acttttaaaa aatgaaattg ttcattgctg ggagaagaat 



<210> 2111 

<21l> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2111 

tcaactaatg atttagtgat caaattgtgc agtactttgt gcattctgga 

<210> 2112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2112 

taggtttctg acttttgtgg atcattttgc acatagcttt atcaactttt 

<210> 2113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2113 

aaatcagtac tttttaatgg aaacaacttg acccccaaat ttgtcacaga 



<210> 2114 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2114 

agatcttcaa gtgaacatct cttgccatca cctagctgcc tgcacctgcc 

<210> 2115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2115 

caggaggggg gagggaaggg agccaaggga tggacatctt gtcatttttt 

<210> 2116 

<2ll> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2116 

gcaagtatgc tgctctctct gttgatggtg aagatgaaaa tgagggagaa 

<210> 2117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2117 

ttgtgggtgt gaaacaaatg gtgagaattt gaattggtcc ctcctattat 

<210> 2118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2118 

aaagggaaaa agacctcgtg gagaattttt actggggatt cttgaacttg 

<210> 2119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2119 

aaatgtattt actatgcgtg tttccagcag ttggcattaa agtgcctttt 

<210> 2120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2120 

atttgcatta ctctggtgga ttgttctagt actgtattgg gcttcttcgt 

<210> 2121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2121 

gaggaggtct cttctatgcc accggcctct gccagctttg caccagcgtg 

<210> 2122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2122 

gctagatccc cggtggtttt gtgctcaaaa taaaaagcct cagtgaccca 
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<210> 2123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2123 

tttgaagagc cattttggta aacggttttt attaaagatg ctatggaaca 

<210> 2124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2124 

gtcaggattg cgagagatgt gtgttgatac tgttgcacgt gtgtttttct 

<210> 2125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2125 

catgcagcta tttcaaagtg tgttggatta attaggatca tccctttggt 

<210> 2126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2126 

taatggcccc ttaccctggg tgaagcactt acccttggaa cagaactcta 

<210> 2127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2127 

aaggcctcat cctggggagg atacgtaggc acacagaggg gagtcaccag 

<210> 2128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2128 

tggggtaagt ggagttggga aatacaagaa gagaaagacc agtggggatt 

<210> 2129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2129 

acctagcgga caatgatgga gagatctatg atgatattgc tgatggctgc 
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<210> 2130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2130 

gtgatggtgt agccctccca ctttgctgtt ccttacttta ctgcctgaat 



<210> 2131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2131 

gcctctactt ctgtctcaaa atggctccaa atgatttctg tactgcaaaa 



<210> 2132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2132 

tctccttcca cagtttattt cctcgcttcc tttgcatcta aacctttctt 



<210> 2133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2133 

acactgttgc cctggctgta ttcataagat tccagctcct tcaggtgttt 



<210> 2134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2134 

gtcaatattc tgcaatttca gccccatttg tactacgtgc gagacagcct 

<210> 2135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2135 

ggcgggactg ggcggggcgg ggcatcagaa ctcaggtgtt ttttatttac 



<210> 2136 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2136 

ttccttttgc tctttgtggt tggatctaac actaactgta ttgttttgtt 

<210> 2137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2137 

acgtcttcca aataaattat gtgttggtgc catcgcacat gctcaataaa 

<210> 2138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2138 

aggtggtgtt cagtgtcaga cctcttaatg gccagtgaat aacactcact 

<210> 2139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2139 

ctgagactgg ctgctgactt tgagaactct gtgagacaag gtccttaggc 

<210> 2140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2140 

gcagggaagc tttgcatgtt gctctaaggt acatttttaa agagttgttt 

<210> 2141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2141 

cgaaccaaag ctagaagcaa atgtcgagat aagagagcag atgttggaga 

<210> 2142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2142 

ggaaggaaaa gagtgctgag aaatggctct gtataatcta tggctatccg 

<210> 2143 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2143 

accaaggcta gaaccacctg cctatatttt ttgttaaatg atttcattca 



<210> 2144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2144 

cctctgccaa agtactctta ggtgccagtc tggtaactga actccctctg 

<210> 2145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2145 

aaaataatgc accactttta acagaacaga cagatgagga cagagctggt 

<210> 2146 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2146 

gaattggggg atagatctat aatgttcact gttcaaaacg aagactagct 

<210> 2147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2147 

ccgtttgctt tcagaaaatg ttttagggta aatgcataag actatgcaat 



<210> 2148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2148 

cccaaattct ttcagtggct acctacatac aattccaaac acatacagga 

<210> 2149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2149 

aaattaataa gtcacaagaa aaacaaaagt gccagaagat gtccagccac 

<210> 2150 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2150 

agaggctcct aactgggcaa ctcaagattc tggcttctac tgaagaacca 



<210> 2151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2151 

ggttttctac tgttatgtga gaacattagg ccccagcaac acgtcattgt 50 

<210> 2152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2152 

cagcttctgc cacttcccag gtaagcagga ggaggtgcca acagtgttag 50 



<210> 2153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2153 

accatttttg ttactctctt ccacatgtta ctggataaat tgtttagtgg 

<210> 2154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2154 

gtgccactaa cggttgagtt ttgactgctt ggaactggaa tcctttcagc 



<210> 2155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2155 

tctccaccac catctcccct ctacttctca tttcctaact ctctgctgaa 



<210> 2156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2156 

ggtgttggac ttaaatcagt tgaaatgtat ttctgtacca caatttacgc 
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<210> 2157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2157 

cccttccgct gttcctgaaa taacctttca taaagtgctt tgggtgccat 50 

<210> 2158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2158 

ttctcatgta taaaactagg aatcctccaa ccaggctcct gtgatagagt 50 

<210> 2159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2159 

agacacgtct atcagcttat tccttctcta ctggaatatt ggtatagtca 50 

<210> 2160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2160 

tgtctggtaa caagatgtga ctttttggta gcactgttgt ggttcattct so 



<210> 2161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2161 

tcctctttcc agtggatcat aagacaatgg accctttttg ttatgatggt 50 

<210> 2162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2162 

actgttttgt atacttgttt tcagttttca tttcgacaaa caagcactgt 50 

<210> 2163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2163 
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acatagtttt tatttttgtg tctgtgaaag tgccaagaac ccctccccac 50 



<210> 2164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2164 

tcacctggac ttaagcgtct ggctctaatt cacagtgctc tttctcctca 50 

<210> 2165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2165 

agatgcctgg cagggctggg tggcgattca taaagacctc gtgttgattc 50 

<210> 2166 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2166 

ggatagtcag gagcgtcaat gtgcttgtac atagagtgct gtagctgtgt 50 

<210> 2167 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2167 

ttgtgaaata tcttgttact gcttttattt agcagactgt ggactgtaat 50 

<210> 2168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2168 

ctggaggacc tgttgatgct agttcagagt atcaccaaga gctggagagg 50 

<210> 2169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2169 

gctgcacaag agccttgatt gaagatatat tctttctgaa cagtatttaa 50 

<210> 2170 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2170 

ttgcctttat aaaaacttgc tgcctgacta aagattaaca ggttatagtt 50 



<210> 2171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2171 

tggttctgct ttttgacctc tctctacctt ttcagggtaa tctttgtggc 50 



<210> 2172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2172 

cctgtccttg tgtttgtgtg tgctaacaga aataagttgc agtatggtcg 50 



<210> 2173 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2173 

aaaagtgttg gttttctgcc atcagtgaaa attcttaaac ttggagcaac 

<210> 2174 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2174 

agggtttggc tgtgtctaaa ctgcattacc gcgttgtaaa aaatagctgt 

<210> 2175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2175 

cctaggctgc gctccagcac tgcggggctt ttctgcaata aagtcacgag 



<210> 2176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2176 

ggcagcacag agacccccgg aacaagccta aaaattgttt caaaataaaa 50 



<210> 2177 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2177 

aagtcttttc cacaaaccac catctatttt gtgaactttg ttagtcatct 

<210> 2178 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2178 

tggcaagttg gaaaatatgt aactggaatc tcaaaagttc tttgggacaa 

<210> 2179 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2179 

tctgcttatg gcacaatttg cctcaaatcc attccaagtt gtatatttgt 

<210> 2180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2180 

ccattgttgt caaatgccca gtgtccatca gatgtgttcc tccattttct 

<210> 2181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2181 

gctgcctctg taaattcatg tattcaaagg aaaagacacc ttgcctataa 

<210> 2182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2182 

tcaagtcagc aacagagcaa aataaaggtt agataagtcc ttgtgtagca 

<210> 2183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2183 

cttgccttaa gctaccagat tgcttttgcc accattggcc atactgtgtg 
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<210> 2184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2184 

tggttttgaa tgcaattagg ttatgctatt tggacaataa actcaccttg 50 

<210> 2185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2185 

tgcaaggttt aggctggtgg cccaggacca tcatcctact gtaataaaga 50 



<210> 2186 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2186 

gtgtggtcgg ggtgagaacc caagcgttgg aactgtagac ccgtcctgtc 50. 



<210> 2187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2187 

agcagcagtg acataaaatt ccatgttaga taagcatatg ttacttacct 50 



<210> 2188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2188 

ctccacaata aggtcaatgc cagagacgga agcctttttc cccaaagtct 50 

<210> 2189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2189 

tggaggtatt caatatcctt tgcctcaagg acttcggcag atactgtctc 50, 

<210> 2190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2190 

ggtgcccacc attcttggcc tgttacttac ctgagatgag ctcttttaac 50 
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<210> 2191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2191 

ttaagaagaa atacccacta acaaagaaca agcattagtt ttggctgtca 

<210> 2192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2192 

gcaagacata gaatagtgtt ggaaaatgtg caatatgtga tgtggcaaat 

<210> 2193 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2193 

gggcggcccg gagccagcca ggcagtttta ttgaaatctt tttaaataat 

<210> 2194 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2194 

ctgattgtag cagcctcgtt agtgtcaccc cctcctccct gatctgtcag 

<210> 2195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2195 

agagaacact ggacaacatt ttactactga gggaaatagc caaaaaggca 

<210> 2196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2196 

catgggggca acagccaaaa taggggggta atgatgtagg ggccaagcag 

<210> 2197 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2197 

ttctggaaga tggtcagcta tgaagtaata gagtttgctt aatcatttgt 

<210> 2198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2198 

gggtggctct gatatagtag ctctggtgta gtttctgcat ttcaagaaga 

<210> 2199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2199 

ttccagtcag tttttctctt aagtgcctgt ttgagtttac tgaaacagtt 

<210> 2200 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2200 

aaggaccaag gagatgaagc aaacacatta agccttccac actcacctct 

<210> 2201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2201 

aggtgcagcc tctggaagtg gatcaaacta gaactcatat gccatactag 

<210> 2202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2202 

acttaaaagt ttagggtttt ctcttggttg tagagtggcc cagaattgca 

<210> 2203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2203 

gtcttgtgac tagtgctgaa gcttattaat gctaagggca ggcccaaatt 

<210> 2204 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2204 

ccagagctgc tattagaagc tgcttcctgt gaagatcaat cttcctgagt 50 

<210> 2205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2205 

tcctctttct cccagcttca aatgcacaat tcatcattgg gctcacttct 50 

<210> 2206 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2206 

cagcttcacc ctgtcaagtt aacaaggaat gcctgtgcca ataaaaggtt 50 

<210> 2207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2207 

ctcgaatcat tgaagatccg agtgtgattt gaattctgtg atattttcac 50 

<210> 2208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2208 

cttcatctgg aagaagaggc aagggggcag gagaccaggc tctagctctg 50 

<210> 2209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2209 

agactttgcc attgttgcca ttgttttctt ttgtacctga agcattttga 50 

<210> 2210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2210 

aaaagtaggg gaggggctgg gtctgcaaat taataaatag aagagggggt 50 
<210> 2211 
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<211> 
<212> 
<213> 



50 
DNA 

Homo sapiens 



<400> 2211 

gtcgcaaagg ggataatctg ggaaagacac caaatcatgg gctcacttta 



50 



<210> 2212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2212 

tcagtaaaca aattctttca caaggtacaa aatcttgcat aagctgaact 50 

<210> 2213 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2213 

gttttactta ggacaagttg taccttgccc tctctccagc tctgctccca 50 

<210> 2214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2214 

actggcttcc atcagtggta actgctttgg tctcttcttt catctgggga 50 

<210> 2215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2215 

tggatgtggc tgctttcaac aagatctaaa atccatcctg gatcatggca 50 

<210> 2216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2216 

t^ftggtgtat atccttccaa aaaattaaaa cgaaaataaa gtagctgcga 50 

<210> 2217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2217 

gtcttccatg tgaacagcat aagtttggag cactagtttg attattatgt 50 
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<210> 2218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2218 

gcccacaccc acactctcca gcatctggca caataaacat tctctgtttt 



<210> 2219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2219 

agctgtttcc tgggtaaatc tagagtgggg ttttggttct ttattttccc 



<210> 2220 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2220 

gcaggagaca ttggtattct gggcagcttc ctaatatgct ttacaatctg 

<210> 2221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2221 

tggttttcat atcaaaagat catgttggga ttaacttgcc tttttcccca 



<210> 2222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2222 

atctacaagc ggagaaagtg acctagagat tgcaagggcg gggagaggag 

<210> 2223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2223 

tgtttaaatg gcttggtgtc tttcttttct aattatgcag aataagctct 



<210> 2224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2224 
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aaaactgtac tttgattcac atgttttcaa atggagttgg agttcattca 50 



<210> 2225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2225 

tccatcagag ctggtctgca cactcacatt atcttgctat cactgtaacc 50 

<210> 2226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2226 

gacactttcg agctcccagc tccagcttcg tctcaccttg agttaggctg 50 

<210> 2227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2227 

tgttggggtt tcctttacct tttctataag ttgtaccaaa acatccactt 50 

<210> 2228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2228 

aggagtcttt tacccggtgt gctttgccgc agtcatccaa aataaattca 50 

<210> 2229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2229 

tagggagccg caccttgtca tgtaccatca ataaagtacc ctgtgctcaa 50 

<210>. 2230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2230 

gctgtatata aacgtgtccc gagcttagat tctgtatgcg gtgacggcgg 50 

<210> 2231 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2231 

tgtcttatgt gtcaaaagtc ctaggaaagt ggttgatgtt tcttatagca 50 

<210> 2232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2232 

gctgaatgac atattttatc ttgttcttta aaatcacaac acagagctgc 50 

<210> 2233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2233 

tgtctctctc tctttttctt ttctatggag caaaacaaag ctgatttccc 50 

<210> 2234 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2234 

cagtgtactg caaggaagct ggatgcaaga tagatactat attaaactgt 50 

<210> 2235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2235 

tgtattgtat gcaaatctgt gattgttggc agtgtcatct ctgagaaaca 50 

<210> 2236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2236 

ggggtgtttg tgtgtgtgcg cgtgtgcgtt tcaataaagt ttgtacactt 50 

<210> 2237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2237 

tttagtattt ttcccccagg ccagatcatt cgtgagtgtg cgagtgtgtg 50 

<210> 2238 . 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2238 

tgctttgttt aaaggactgc agaccaagga gtcgagcttt ctctcagagc 

<210> 2239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2239 

accttatttc cactctggtg gataagttca ataaaggtca tatcccaaac 

<210> 2240 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2240 

aatgttgtct gtcttctgtg ctgttcctgt aagtttgcta ttaaaataca 

<210> 2241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2241 

accttcctca tttcacagat aaggaatctt tggggattaa ccaacctcct 

<210> 2242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2242 

agatacctcc ccaccaccaa ttgccaaagg tccaataaaa tgcctcaacc 

<210> 2243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2243 

gcaatccaca atctgacatt ctcaggaagc ccccaagttg atatttctat 

<210> 2244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2244 

tctcaggctg cgtgcagcaa cagtgcccag ggctctgatg agtctctcat 
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<210> 2245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2245 

gcctccaacc atgttccctt cttcttagca ccacaaataa tcaaaaccca 

<210> 2246 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2246 

ctcatcttca acttttgtgc tcccctttgc ctaaacccta tggcctcctg 

<210> 2247 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2247 

tgggggttgt aaattggcat ggaaatttaa agcaggttct tgttggtgca 

<210> 2248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2248 

tgtgtgtatg gtagcacagc aaacttgtag gaattagtat caatagtaaa 

<210> 2249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2249 

cctgcctggc tctctcttcc taccctcctt ccacatgtac ataaactgtc 

<210> 2250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2250 

agatgggaat gaagcttgtg tatccattat catgtgtaat caataaacga 

<210> 2251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2251 

ttaagatttt tctcaaagtt ttgaaaagct attagccagg atcatggtgt 
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<210> 2252 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2252 

tgcggctagt tcagagagat ttttagagct gtggtggact tcatagatga 

<210> 2253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2253 

ccattttgcc tttctgacat ttccttggga atctgcaaga acctcccctt 

<210> 2254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2254 

ttccgtttgg tagactcctt ccaatgaaat ctcaggaata attaaactct 

<210> 2255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2255 

ggcagagaag gaggagtatg agcatcagaa gagggagctg gagcaaatct 

<210> 2256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2256 

agcagccttt ctgtggagag tgagaataat tgtgtacaaa gtagagaagt 

<210> 2257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2257 

aatgataact aatgacatcc agtgtctcca aaattgtttc cttgtactga 

<210> 2258 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2258 

tccctctggg actggacaat tgcttcaagc attcttcaac cagcagatgc 50 

<210> 2259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2259 

cggctacatg cctcagtgaa ggactagtag ttcctgctac aacttcagca 50 

<210> 2260 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2260 

catgagtcaa gagcatcctg cttctaccat gtggatttgg tcacaaggtt 5 0 

<210> 2261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2261 

gtcagaggtc ctgtctggat ggaggctgga ggctcccccc tcaacccctc 50 

<210> 2262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2262 

cctgatacac aattatgacc agaaaatatg gctccatgaa ggtgctactt 50 

<210> 2263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2263 

attcaattcc agagtagttt caagtttcac atcgtaacca ttttcgcccg 50 

<210> 2264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2264 

tggaaatgtc atctaaccat taagtcatgt gtgaacacat aaggacgtgt 50 

<210> 2265 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2265 

aattcccaga tttgaagaca aaaatactct aattctaacc agagcaagct 

<210> 2266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2266 

tggcagctac ccccttcttg agagtccaag aacctggagc agaaataatt 

<210> 2267 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2267 

ttccttcagg atgatctaga gcagcatgga gctgttggta gaatattagt 

<210> 2268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2268 

tgccaagcac agtgcctgca tgtatttatc caataaatgt gaaattctgt 

<210> 2269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2269 

accactgtat gtttacttct caccatttga gttgcccatc ttgtttcaca 

<210> 2270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2270 

ggctgagggt tctgctgtcc tgtgccaccc cattaaagtg cagttcctcc 

<210> 2271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2271 

accatccaat cggacaagct ttcagaacct tattgaagga tttgaagcac 
<210> 2272 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2272 

agtctctaaa gagtttattt taagacgtgt ttgtgtttgt gtgtgtttgt 

<210> 2273 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2273 

tggaagacta aagaggtgca atgtgatctg agcctccatc attgtcctcc 

<210> 2274 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2274 

gcagccagca gatctcagca gcccagtcca aataaacgtc ctgtctagca 

<210> 2275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2275 

9gtaggagca accactgact ggtcttaagc tgttcttgca taggctctta 

<210> 2276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2276 

tcagctacac tttgttttta agtttgtttt tgacatgttt atttggcaaa 

<210> 2277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2277 

tcccccctcc gcctcccagg aagaaagaat gttactgcct taataaaaaa 

<210> 2278 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2278 

gtgaatfctgg gctcacagaa tcaaagccta tgcttggtag ctcttgaaca 
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<210> 
<211> 
<212> 
<213> 



2279 

50 

DNA 



Homo sapiens 



<400> 2279 

tccttccttt ccactgaaaa gcacatggcc ttgggtgaca aattcctctt 



50 



<210> 2280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2280 

agaaatgttc agtaatgaaa aaatatatcc aatcagagcc atcccgaaaa 50 

<210> 2281 

<211> 50 

<212> DNA 

<213>' Homo sapiens 

<400> 2281 

ttttaacttt taaggttgaa aagacaatag cccaaagcca agaaagaaaa 50 

<210> 2282 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2282 

gcactccttt gtcatatact ctgcatcact gtcatactca caacttcgtg 50 

<210> 2283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2283 

tggcagtggg aaaaatgtag gagactgttt ggaaattgat tttgaacctg 50 

<210> 2284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2284 

catgcaaata aaaagaatgg gacctaaact cgtgccgctc gtgccgaatt 50 

<210> 2285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2285 



338/1425 



WO 02/057414 



PCT/US01/47856 



ggattgccca tccatctgct tacaattccc tgctgtcgtc ttagcaagaa 50 

<210> 2286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2286 

gagcactgga ttgctttccc attatgagcg tccttcatct gggcagaccc 50 

<210> 2287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2287 

aaccggatat atacatagca tgacatttct ttgtgctttg gcttacttgt 50 

<210> 2288 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2288 

atttgtttgc atccctcccc cacaccctgg tgttttaaaa tgaagaaaaa 50 

<210> 2289 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2289 

aaactcctgc ttaaggtgtt ctaattttct gtgagcacac taaaagcgaa 50 

<210> 2290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2290 

gacatgcggg ctgggcagct gttagagtcc aacgtggggc agcacagaga 50 

<210> 2291 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2291 

accaaaattc agtgaaggca ttctacaagt tttgagttag cattacattt 50 

<210> 2292 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2292 

taacactgca tcggatgcgg ggcgtggagg caccgctgta ttaaaggaag 

<210> 2293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2293 

tccatcgagc acgtctgaaa cccctggtag ccccgacttc tttttaatta 

<210> 2294 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2294 

cagtcactgg tgtcaccctg gataggcaag ggataactct tctaacacaa 

<210> 2295 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2295 

gggaagcact cgtgtgcaac agacaagtga ctgtatctgt gtagactatt 

<210> 2296 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2296 

tctatgagct ttgtcagtgc gcgtagatgt caataaatgt tacatacaca 

<210> 2297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2297 

atatggtgct gttttctacc cttggaaaga aatgtagatg atatgtttcg 

<210> 2298 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2298 

ttgctaggcg agataggggg aagacagata tgggtgtttt taataaatct 

<210> 2299 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2299 

aagttgcttc ctaacatcct tggactgaga aattatactt acttctggca 50 

<210> 2300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2300 

ctcaggcaaa gaaaatgaaa tgcatatttg caaagtgtat taggaagtgt 50 

<210> 2301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2301 

tggaagagag gaataaataa ttcacctata tgtgtttgag gttgtgacag 50 

<210> 2302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2302 

gcctgagcaa agggcctgcc cagacaagat tttttaattg tttaaaaacc 50 

<210> 2303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2303 

aaatgacaca tctgtgcaat agaatgatgt ctgctctagg gaaaccttca 50 

<210> 2304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2304 

atatttttat ttgtttcagt tcagataatt ggcaactggg tgaatctggc 50 

<210> 2305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2305 

ttcccaggac cgaacaagtt ccagaaaaga ctgaagaata atcacaattc 50 
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<210> 2306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2306 

ttccttatct ccctcagacg cagagttttt agtttctcta gaaattttgt 

<210> 2307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2307 

ttttggaggg gtttatgctc aatccatgtt ctatttcagt gccaataaaa 

<210> 2308 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2308 

cattgagtgg cgcagagccg ggtttcatct ggaattaact ggatggaagg 

<210> 2309 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2309 

tggaaattcc cgtgttgctt caaactgaga cagatgggac ttaacaggca 

<210> 2310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2310 

tggaaattcc cgtgttgctt caaactgaga cagatgggac ttaacaggca 

<210> 2311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2311 

cgtcctgcgg agccctgtct cctctctctg taataaactc atttctagcc 

<210> 2312 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2312 

tttccctgat tatgatgagc ttccattgtt ctgttaagtc ttgaagagga 
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<210> 2313 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2313 

caaatgcaac ctcacaacct tggctgagtc ttgagactga aagatttagc 



<210> 2314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2314 

gggacactgg aggctggagc tacagttgaa agcactgcat gttaagaggg 

<210> 2315 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2315 

tctgtcatgc ccacaatccc tttctaagga agactgccct actatagcag 

<210> 2316 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2316 

ggagaaatag gaatttgtga acccctaaaa ttgtagcaac tttgaaaggt 

<210> 2317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2317 

acaagagtat ccacaaaata ggttggcact gactatatct ctgcttgact 



<210> 2318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2318 

gccctcctga aacttacaca caaaacgtta agtgatgaac attaaatagc 

<210> 2319 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2319 

aaaccatcta ctatatgtta gacatgacat tctttttctc tccttcctga 50 



<210> 2320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2320 

gtgtatctcg tggaatcagt ggttagcatt gccgctatta tatttactca 50 



<210> 2321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2321 

ttgtgatgtt aagaaatttg tatggtgtgg cagtggtcta ttcctaagga 50 

<210> 2322 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2322 

cggatgactg accaagaggc tattcaagat ctctggcagt ggaggaagtc 50 

<210> 2323 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2323 

cctaaatctg tgtgtgtatt gtgaagtggt ataagaaatg actttgaacc 50 

<210> 2324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2324 

caggctgagg tggaccaaga aggcaaccaa gtccccagag gagacccgcg 50 

<210> 2325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2325 

gaatgtaggg aagaggtgcc aagccaaccg tggggttagc tctaattatt • 50 



<210> 2326 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2326 

acggggatgt cagggaggca agtgtgttgt gttactgtgt caataaactg 

<210> 2327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2327 

ggcagaatgg gccaaaagct tagtgttgtg acctgttttt aaaataaagt 

<210> 2328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2328 

caagatgggg tgggggatat tgagggagac agcgctaagg atggttttat 

<210> 2329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2329 

taggcttcta tttcctttcc acccactctt cacaggctat tctactttaa 

<210> 2330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2330 

ggtaaccagg tccaatcagt aaaaataagc tgcttataac tggaaatggc 

<210>. 2331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2331 

tctgttttaa gtaacagaat tgataactga gcaaggaaac gtaatttgga 

<210> 2332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2332 

tgcctttaat tgttctcata atgaagaata agtaggtacc ctccatgccc 
<210> 2333 



50 



50 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2333 

tgccattaag caggaatgtc atgttccagt tcattacaaa agaaaacaat 



<210> 2334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2334 

acctgttttg tatacctgag agcctgctat gttcttcttt tgttgatcca 



<210> 2335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2335 

ctgcttcctt cagtttgtaa agtcggtgat tatatttttg ggggctttcc 



<210> 2336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2336 

agcatacttc ttttttccag tttcaatcta actgtgaaag aaacttctga 



<210> 2337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2337 

gaactctaac acttctctcc tccactctga gccccctgac cttccaaacc 



<210> 2338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2338 

ccagtgcgtg ctgtctgtgg agtgtgtctc atgctttcag atgtgcatat 



<210> 2339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2339 

ccctgccaca tgggtccagt gttcatctga gcataactgt actaaatcct 
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<210> 2340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2340 

tgcttaaggc aagagtttca gatttactgt tgaaataaac ccaactgttc 



<210> 2341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2341 

cctgacccct cccatccttc ccatttcctt tgatgttatt ttgttacagc 

<210> 2342 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2342 

taagtccctg ctgcccttcc ccttcccaca ctgtccattc ttcctcccat 



<210> 2343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2343 

tgatgtgatt gtagcttttt aaactatgaa acccctgaga gattgtacct 

<210> 2344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2344 

cccaaaggtt cctaagcctg gctgcaaaga agaatcaaca gggacacttt 

<210> 2345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2345 

tagaagtttg ctttttccct gcctgtcttg gtcactacca cctcttccct 



<210> 2346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2346 



347/1425 



WO 02/057414 



tgaccagcac tgtctcagtt tcactttcac atagatgtcc ctttcttggc 



<210> 2347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2347 

ctgcccatct cagcctcacc atcaccctgc taatgactgc cagactgtgg 

<210> 2348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2348 

ttcctgaagc tgttcccact cccagatggt tttatcaata gcctagaggt 

<210> 2349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2349 

ggattacctt tccttgtaaa gaggatgctg ccttaagaat tgcatgttgt 

<210> 2350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2350 

gggtctttgg tgtttttaaa tgattgtttc ttcttcatgc ttttgcttgc 

<210> 2351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2351 

catggggcgg gggcgggacc agggagaatt aataaagttc tggacttttg 

<210> 2352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2352 

atttaaagca cagtttgttt ttctgtcacc tatagagtgc aagaatgcac 

<210> 2353 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2353 

cagcactgtc tccagatagg aacatgcaca aagcagttaa ttaggcagcc 

<210> 2354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2354 

ctcccctccc attcctctgg tccctgcctt ggtcccttgc ctgggaagag 

<210> 2355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2355 

aaggttggtt aaaagatggc agaaagaaga tgaaaataaa taagcctggt 

<210> 2356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2356 

ctcatcaccg gttctgtgcc tgtgctctgt tgtgttggag ggaaggactg 

<210> 2357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2357 

tttgcttggc aacacgactt gaaataaata aaactttgtt tcttaggaga 

<210> 2358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2358 

aaaagaaatc tgtttcaaca gatgaccgtg tacaataccg tgtggtgaaa 

<210> 2359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2359 

gacgccacac accattttca gatgccgttg caattaaatc ttgccacact 

<210> 2360 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2360 

atgttttagt aacagttggc tgtaatcact cctcgccgtg tctggcactg 50 

<210> 2361 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2361 

agttctgcgt ttggcatctt cactctttcc aaaatgtatc tgtacatcag 50 

<210> 2362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2362 

tgtgtttgca gagctagtgg atgtgtttgt ctacaagtat gattgctgtt 50 

<210> 2363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2363 

aaatctgggg aagaggtttt atttacattt tagggtgggt aagaaagcca 50 

<210> 2364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2364 

cagagcggag gctgggatct agcgagagag atgcagaaga tgtgaagaaa 50 

<210> 2365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2365 

cgtttggagg ggcggtttct ggtagttgtg gcttttatgc tttcaaagaa 50 

<210> 2366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2366 

ggggtgggag ggatggggag tcggttagtc attgatagaa ctactttgaa 50 
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<210> 2367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2367 

tgcagaaaca gaaaggtttt cttctttttg cttcaaaaac attcttacat 



<210> 2368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2368 

agattaactg ctggacctcc tacctgcatt atctcattct ggcttccttg 50 

<210> 2369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2369 

ctttgtggtt ttaaagacaa ctgtgaaata aaattgtttc accgcctggt 50 

<210> 2370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2370 

gaactcagct gggttggtga attaactaat ggaagacatg aaattgttcc 50 

<210> 2371 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 2371 

acgatgatgg ttacccttca tggacgtctt aatcttccac acacatcccc 

<210> 2372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2372 

ttcagttcta ataatgtcct taaattttat ttccagctcc tgttccttgg 50 

<210> 2373 

<211> 50 * 

<212> DNA 

<213> Homo sapiens 

<400> 2373 

gcctttccat tccatttatt cacactgagt gtcctacaat aaacttccgt 50 
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<210> 2374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2374 

tgcattatcc agaactgaag ttgccctact tttaactttg aacttggcta 



<210> 2375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2375 

gcccagtaag acactcatgt ggctagtgtt tgccgaatga aactcaactc 



<210> 2376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2376 

taagtcttat gccaaattca gtgctactcc tcgttacatg acatacaact 



<210> 2377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2377 

aagtgagtgg acagcctttg tgtgtatctc tccaataaag ctctgtgggc 



<210> 2378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2378 

tctccaagtc tttggttgaa gagaagatat atgactgttg agtgtgctct 



<210> 2379 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2379 

ggggaattgt cgcctcctgc tcttttgtta ctgagtgaga taaggttgtt 



<210> 2380 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2380 

tggcatcctc aggggttgtg atccagctcc atatattgtt taccttcaaa 

<210> 2381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2381 

cgggcactgg gtggggcagg gcacgagtta tttaaaacag ttacactgca 



<210> 2382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2382 

cggacatctt ttccgttgcg gtttgagaat gttcctataa taaacccctc 



<210> 2383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2383 

tttggcctgt tttgatgtat gtgtgaaaca atgttgtcca acaataaaca 

<210> 2384 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2384 

agcgagctgc tctgctatgt ccttaagcca atatttactc atcaggtcat 

<210> 2385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2385 

tgtagttggg gtagattatg atttaggaag caaaagtaag aagcagcatt 



<210> 2386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2386 

gcgatggaca gactcacaac ctgaacctag gagtgcccca ttcttttgta 

<210> 2387 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 2387 

gctcaggagg gtacaagctc cagaacagta accaagtggg aaaataaaga 50 

<210> 2388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2388 

ctggattcat gcagccagct ttgcaggtta tcagagatca aagattgtaa 50 

<210> 2389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2389 

tatcatgggg agtaatagga ccagagcggt atctctggca ccacactagc 50 

<210> 2390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2390 

ctgtggaaaa atatttaaga tagttttgcc agaacagttt gtacagacgt 50 

<210> 2391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2391 

actctcaaat aattaaaaag gactgtattg ttgaacagag ggacaattgt 50 

<210> 2392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2392 

aactcatggg aataattgtg agtcagcgta acatttcaag agtctaaagg 50 

<210> 2393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2393 

tgctcctgtt ctgtcacttg tcatggtctt tcttggtatt aaaggccacc 50 
<210> 2394 
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50 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2394 

ggggttgtaa atatcaacta ttcaacagtt taggatgcaa ttacgagtgt 

<210> 2395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2395 

aatcttatgt ttccaagaga actaaagctg gagagacctg acccttctct 

<210> 2396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2396 

tgcaccaggt gttggaaaaa cacaattatg gtaaaataaa gtgttctcct 50 

<210> 2397 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 • 



50 



<400> 2397 

aatgggcaca cagggaacag gaaatgggaa tgagagcaag ggttgggttg 

<210> 2398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2398 

tcttcttcat ctctgttttg ctcttaaaaa tataaaaagg caattccccg 

<210> 2399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2399 

agatgtaacc caccttgacc ataaattggc ttttcatagt gctcagatgt 50 

<210> 2400 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 2400 

ctaggctctg ggcacatttc ctgttcttga attctgctcc tgaagagggt 



50 
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<210> 2401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2401 

taccctgccc ctctttttcg gtttgttttt attctttcat ttttacaagg 50 

<210> 2402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2402 

gctgcctaac ttatccatct ttgaacttct gactacttgt tgtatctgct 50 

<210> 2403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2403 

cctttaaaac aataaggcgc tttcattttg cactctaact taagagtttt 50 

<210> 2404 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2404 

tcctgcctcc tgcggctgtt ggatttggga atgaccttgg tgagagtctc 50 



<210> 2405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2405 

atactctgag ctgtggactg aactggcaga cacaacctgt acagattgaa 50 

<210> 2406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2406 

aaggaattat gtggtcagtg cattgttttt taaactggaa atcattttgt 50 



<210> 2407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2407 
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tgctcttaaa accagggagt cagatatatt tgtaaggtta aatcattggt 

<210> 2408 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2408 

gccaaaaatc tgtcttgaag gcagctacac tttgaagtgg tctttgaata 



<210> 2409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2409 

cctctcagga cgtgccgggt ttatcattgc tttgttattt gtaaggactg 

<210> 2410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2410 

tgactatctg taatggatca attttggata tgactttggg tgggggtaaa 

<210> 2411 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2411 

cgagctgaga agcggtcatg agcacctggg gattttagta agtgtgtctt 

<210> 2412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2412 

ggtagtgcct ccaggggcag aggaaaagaa gaagtgttac tgcattttgt 

<210> 2413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2413 

atggtcagat tagatgcaag aataaagcag ttgtccgagt ctaagtttct 

<210> 2414 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2414 

tggtattctg ttctgaagtc taggatattt ttcagcctat aaagccccct 50 

<210> 2415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2415 

acttacccag atgttgcttt tgaaaagttg aaatgtgtaa ttgttttgga 50 

<210> 2416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2416 

agcggactca ggctccagct gtggctacaa catagggttt ttatacaaga 50 

<210> 2417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2417 

ttattgtggc aaatgttgtc tgacttactg tttcaacaaa ccagaagaca 50 

<210> 2418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2418 

tggacagtag cattagaatt gtggaaaagg aacacgcaaa gggagaagtg 50 

<210> 2419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2419 

ctggtaaatt ttgtgcttat cttcaaggct ggcttaagta taaaattgtt 50 

<210> 2420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2420 

ccctggctcc ttcagacacg tgcttgatgc tgagcaagtt caataaagat 50 

<210> 2421 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2421 

gttaacttcc aggagttcct cattctggtg ataaagatgg gctggcagcc 

<210> 2422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2422 

cctgtctcgt ggcaacaagg ctatgttctg ttaggagtta ccttaaactg 

<210> 2423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2423 

agtcagatct ttctccttga atatctttcg ataaacaaca aggtggtgtg 

<210> 2424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2424 

tcctataatt atttctgtag cactccacac tgatctttgg aaacttgccc 

<210> 2425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2425 

ccacgggtga tgcttccagg ggttctggcg ggagtctcag ccgaagagag 

<210> 2426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2426 

gaaattgctt ttcctcttga accacagttc tacccctggg atgttttgag 

<210> 2427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2427 

accagactga caaatgtgta tcggatgctt ttgttcaggg ctgtgatcgg 



359/1425 



WO 02/057414 



<210> 2428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2428 

ccactgtcac tgtttctctg ctgttgcaaa tacatggata acacatttga 

<210> 2429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2429 

cgaagaagag ccacagtgag ggagatccca tccccttgtc tgaactggag 

<210> 2430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2430 

gacctgatac ggctccccag tacaccccac ctcttccttg taaatatgat 

<210> 2431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2431 

ctcaagcgtc ctgggatctc cttctccctc ctgtcctgtc cttgcccctc 

<210> 2432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2432 

cctcaaggga ggagtgatct tcaccaccaa gaagggccag cagttctgtg 

<210> 2433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2433 

tcctgtgtgt catgttggtt tttggtactt gtattgtcat ttggagaaac 

<210> 2434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2434 

tcctgtgatg gaaatacaac tggtatcttc acttttttag gaattgggaa 
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<210> 2435 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2435 

aatttgcagt aaacttttaa ttaaatgctc atctggtaac tcaacacccc 50 

<210> 2436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2436 

gctgcttttg aggagaaaat atatagcttt ggacacgagg aagatctaga 50 

<210> 2437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2437 

aaacgcttgg agtgcttctg aatatacaga agttccattt aagggcaagt 50 

<210> 2438 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2438 

tgcatcgtgt ttctaccttt agtaccttgc cactctttta aaacgctgct 50 

<210> 2439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2439 

gaccttcctg ccaccagtca ctgtccctca aatgacccaa agaccaatat 50 

<210> 2440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2440 

agacctttct ttgggactgt gtggaccaag gagcttccat ctagtgacaa 50 

<210> 2441 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2441 

gctcagtaac ataactgctt cttggagctt tggaatattt tatcctgtat 



<210> 2442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2442 

ttctgcacag gtctctgttt agtaaataca tcactgtata ccgatcagga 

<210> 2443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2443 

cgggccttgc atataaataa cggagcatac agtgagcaca tctagctgat 

<210> 2444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2444 

agagatgcct ttgtttgatg agattcaaac ttgatgctat gctttaaaat 

<210> 2445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2445 

agtcccattc ttccttttca atacctaccc ccaaatcttc tcctaaccct 

<210> 2446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2446 

tgtcacactg gctatcaaag aataagaaaa ttattgagta tgagtgtgtt 

<210> 2447 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2447 

gcaaaaccca gaagctaaaa agtcaataaa cagaaagaat gattttgaga 

<210> 2448 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 2448 

ttgtgaccaa atgggcctca aagattcaga ttgaaacaaa caaaaagctt 

<210> 2449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2449 

aaggttctat taaccacttc taagggtaca cctccctcca aactactgca 

<210> 2450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2450 

gttgtatcac ccccgagtta gcatatccca ggctcgcaga ctcaacacag 

<210> 2451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2451 

ccacttgagt ttgtcctcca agggtaggtg tctcatttgt tctggcccct 

<210> 2452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2452 

tcctgtctct ctcctcctta ctcttggata aataaacagc ctgtgagcac 

<210> 2453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2453 

cctgaccctc tttgaattaa gtggactgtg gcatgacatt ctgcaatact 

<210> 2454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2454 

tctaaacttt attttcaaaa gcttaaggcc caaatacaaa cttctctgga 
<210> 2455 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2455 

catggtgata gcctgaaaga gctttcctca ctagaaacca aatggtgtaa 

<210> 2456 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2456 

ggagaaggat tagaaagtta tgtggcagat aaagaattcc atgcacctct 

<210> 2457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2457 

acagtttttc ttttgaattt agtatttgag atgagttgtt gggacatgca 

<210> 2458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2458 

gatctagtct gttacaccat ttagaacttt cctcagccat tatcagtcat 

<210> 2459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2459 

agcatggtaa gttcccttag ctatatgaat tttggcatgt ttcagagaga 

<210> 2460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2460 

acatttttat tctttctact gagggcattg tctgttttct ttgtaaatgc 

<210> 2461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2461 

aaaaggaaaa ccgaattagg tccacttcaa tgtccacctg tgagaaagga 
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<210> 2462 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2462 

cctatccccg gatgtgtgag aataatgtgt tcataaagca tggatctcgt 50 

<210> 2463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2463 

ccagtgtcta ttctgggtta gagaagtgct tactaagggg ttttctaata 50 

<210> 2464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2464 

gggtgatctg cttttatcta aatgcaaata aggatgtgtt ctctgagacc 50. 

<210> 2465 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2465 

gggagtgttg tgactgaaat gcttgaaacc aaagcttcag ataaacttgc 50 

<210> 2466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2466 

gagccaatcc actccttcct ttctatcatt cccctgccca cctccttcca 50 

<210> 2467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2467 

cttcctgtac ctcctcccca cagcttgctt ttgttgtacc gtctttcaat 50 

<210> 2468 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2468 
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gctgctgcca ccgcttcctg cctgtcattt gaataaacag tgtttctatt 



<210> 2469 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2469 

tgggactcat ccaaaaggga cgagaagaaa gaagaaggaa cctgattcgg 

<210> 2470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2470 

tcaagactgc ctttatgctg gatcatgtgc tactggtata aagttctggc 

<210> 2471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2471 

gtacacccct caaccctatg cagcctggag tgggcatcaa taaaatgaac 

<210> 2472 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2472 

ccatgagact gatccctggc cactgaaaag ctttcctgac aataaaaatg 

<210> 2473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2473 

ttgggaagtg accatttcta ggcttataca taatagcaat aataaaggct 

<210> 2474 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2474 

atgtggtaaa acccagaaag catccatcat gaatgcaaga tactttcaat 

<210> 2475 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2475 

ttcacattgt attcagagtt gatggttgta catataagtg attgctggtt 

<210> 2476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2476 

gccactggtt tctcagaatc caaagatcac atattctagt gtaacactgc 

<210> 2477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2477 

ctgtgctttt tgcttgggat aatggagttt ttctttagaa acagtgccaa 

<210> 2478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2478 

tatcagacta gtgacaagct cctggtcttg agatgtcttc tcgttaagga 

<210> 2479 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2479 

agggcttgag gtgaatttca ttaaatggaa taatatgatg ccactttgca 

<210> 2480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2480 

ttgacctccc atttttacta tttgccaata cctttttcta ggaatgtgct 

<210> 2481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2481 

agcgggaagg attttgggta aatctgagag ctgcgataaa gtcctaggtt 

<210> 2482 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2482 

tgatgtttga tggacctatg aatctattta gggagacaca gatggctggg 

<210> 2483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2483 

agccctgagg atgaacaacc tcagagaaga ggtggtttag agcaaggaaa 

<210> 2484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2484 

aataaatttg caaaaccaag atcacagtac accatatgca ctctggtacc 

<210> 2485 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2485 

tttggagtgg aggcattgtt tttaagaaaa acatgtcatg taggttgtct 

<210> 2486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2486 

9cgggggtgg acagggaggc agcttgtgaa tttttgtttt actgtttaac 

<210> 2487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2487 

aacttcagat acttgtgaac atgccttata tttgtccaac aactgtcaga 

<210> 2488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2488 

gaagggttgg cctgcctggc tggggaggtc agtaaacttt gaatagtaag 
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<210> 2489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2489 

aagatgtacc cttcaggtga acctggtatc agacccacag tacttgctgt 50 

<210> 2490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2490 

agcaagatag ccaaatgtga catcaagctc cattgtttcg gaaatccagg 50 . 

<210> 2491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2491 

agtggaatgt tctatcccca caagaaggat tatatcttat agacttgtct 50 



<210> 2492 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2492 

cccgtggccc tggagcctca ataaagtgtc cctttcattg actggagcag 



<210> 2493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2493 

ttatgcattt atcacttcca aatctaactt tgcacaagta acccatgtaa 



<210> 2494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2494 

tccgcactat ataattcgca cacattaatt agggtttatg taccatacaa 



<210> 2495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2495 

gcttgtgacc attttgtatg gcttgtctgg aaacttctgt aaatcttatg 
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<210> 2496 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2496 

tgctgattta tgcaaagggc tggcattctg atgcttttca ggtttaatcc 

<210> 2497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2497 

tgcattctgg cagttctttt aggattatag gttgcaaatt atccaaatat 

<210> 2498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2498 

ccgacagccc agcctagccc acttgtcatc cataaagcaa gctcaacctt 

<210> 2499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2499 

tttgctgtta gtcgggttag agttggctct acgcgaggtt tgttaataaa 

<210> 2500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2500 

cagactgcta gtgttctgtc taaaaaccag acaaggaaat acccttcttt 

<210> 2501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2501 

ttttccagtg aggtaaaata aggcataaat gcaggtaatt attcccagct 

<210> 2502 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2502 

ccggcacttc tagtggtctc acctggaggc aagagggagg gtacagagcc 50 

<210> 2503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2503 

tttagagtct tccattttgt tggaattaga tcctcccctt caaatgctgt 50 

<210> 2504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2504 

ttctccttca cagctaagat gccatgtgca ggtggattcc atgccgcaga 50 

<210> 2505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2505 

tttccagcaa gtatccaacc aacttggttc tgcttcaata aatctttgga 50 

<210> 2506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2506 

atgacttgca tcccagcttt ccaccaacca aattcaaaca ttcactgctt 50 

<210> 2507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2507 

tgtatgagac tttttgttgc aaaggacaca tttatcatat tcattcacac 50 



<210> 2508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2508 

tgatctgtcc agtgtcactc tgtaccctca acatatatcc cttgtgcgat 



<210> 2509 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2509 

aattcacccc tcccacctct ttcttcaatt aatggaaaag cgttaaggga 

<210> 2510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2510 

ctcagtactt tgcagaaaac accaaacaaa aatgccattt taaaaaaggt 

<210> 2511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2511 

agccttcagt cagagctcaa accttagtca acaccagaga attcacatga 

<210> 2512 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2512 

aaccctctaa gaatacctgt ttaagtcttg agtgttgaaa ggaattgttt 

<210> 2513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2513 

ccactgcctg aaaggtttgt acagatgcat gccacagtag atgtccacat 

<210> 2514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2514 

tcaggagtgg gttgatttca gcacctacag tgtacagtct tgtattaagt 

<210> 2515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2515 

ccttcagtta tactttcaat gaccttttgt gcatctgtta aggcaaaaca 
<210> 2516 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2516 

aagtgaacaa aataagcaac taaatgagac ctaataattg gccttcgatt 50 

<210> 2517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2517 

cacaaccaaa tttgatgcga tctgctcagt aatataattt gccattttta 50 

<210> 2518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2518 

acattgtaat agaaacagat ttcccaaatt ccagcctggc atgaggtaat 50 

<210> 2519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2519 

cagactgaat agatcttaac tgtctcctac atgtgtgttt tcaaatgtgt 50 

<210> 2520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2520 

gatatcccag cggtggtact tcggagacac ctgtctgca't ctgactgagc 50 

<210> 2521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2521 

acactttcct ctgccttttt ctcttatatg tgggttcatg gttcagttcg 50 

<210> 2522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2522 

agataatgtc accagtcctc ttccttcact tcttgttgta attgcagcca 50 
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<210> 2523 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2523 

ccggcacaca gggactaggt ctagtgagaa catcaggagc agccagggat 

<210> 2524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2524 

catcgggttt tgggtgtgtg ttttcatagc gtggttactt tctataatgc 

<210> 2525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2525 

atgtatttct ttctgactag acttgtgata tgcgtgtgtt tatgtacaga 



<210> 2526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2526 

gttctgtatc agttgaattt ttgtgctctt ttccctgtgt acgtggtggt 



<210> 2527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2527 

catttatgag ttccatgata tgtggtctaa gaaagaccaa acagatttct 

<210> 2528 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2528 

aaatcggttg ggtaccatgc tttttctccc cttcacgttt gcagttgatg 

<210> 2529 

<211> 50' 

<212> DNA 

<213> Homo sapiens 

<400> 2529 
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gttcatgttg gaaagaatga aaacaacttc aagttcatag gcagccagcc 50 

<210> 2530 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2530 

tgtcatttaa agacatcagg ttcatctgtt tactgagcta gaaacatagt 50 

<210> 2531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2531 

atctggtgcc aaatgaagat ttttaggagt gattactaat tatcaagggc 50 

<210> 2532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2532 

ttctgcactg ggaggtgtaa tacatcacaa agacaaagaa aacgcatact 50 

<210> 2533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2533 

agttgaagga aaatgttcat gttcatatgt acttgtttgc tatgactaca 50 

<210> 2534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2534 

cactggggaa gtcaagaatg gggcctgggg ctctcaggga gaactgcttc 50 

<210> 2535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2535 

ccctagatac agcagtttat acccacacac ctgtctacag tgtcattcaa 50 

<210> 2536 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2536 

gaaagtgctt agctctctcc ctcctgacct ctgggcagcc agtcatcaaa 50 

<210> 2537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2537 

atcatgtatg caatactttc cccctttttg ctttgctaac caaagagcat 50 

<210> 2538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2538 

ctgctgtctc ttcagtctgc tccatccatc acccatttac ccatctctca 50 

<210> 2539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2539 

tatagaaaat gtacagttgt gtgaatgtga aataaatgtc ctcaactccc 50 

<210> 2540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2540 

ggccgtgttc aaagagcaat attccagtaa atgcagactg ctgcaaagct 50 

<210> 2541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2541 

agctgctgac ttgactgtca tcctgttctt gttagccatt gtgaataaga 50 

<210> 2542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2542 

gaactgactt caaaggcagc ttctggacag gtggtgggag gggacccttc 50 

<210> 2543 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2543 

ggagaggctc tgtttccagc cagttagttt tctctgggag acttctctgt 50 

<210> 2544 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2544 

tttctattcc atacttctgc ccacgttgtt ttctctcaaa atccattcct 50 

<210> 2545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2545 

cctgtacaca gccgagcagc atttccgttg aaggacttgc atccccattg 50 

<210> 2546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2546 

ttgatgctta gtggaatgtg tgtctaactt gctctctgac atttagcaga 50 

<210> 2547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2547 

aagaagttaa catgaactct tgaagtcaca ccagggcaac tcttggaaga 50 

<210> 2548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2548 

ggtggatctc caaccaggcc agagaagatt ctcacagaag gttttgaact 50 

<210> 2549 

<21l> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2549 

ggctgggaaa ctgttggtgg ccagtgggta ataaagacct ttcagtatcc 50 



377/1425 



WO 02/057414 



PCT/US01/47856 



<210> 2550 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2550 

ggttcgctct actatggaga tcaacagtta ctgtgactga gtcggcccat 50 

<210> 2551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2551 

gctcacactc agcgfcgggac cccgaatgtt aagcaatgat aataaagtat 50 

<210> 2552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2552 

ctgctcgccc ctatcgctcc agccaaggcg aagaagcacg aacgaatgtc 50 

<210> 2553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2553 

acctgccacc atgttttgta atttgaggtc ttgatttcac cattgtcggt 50 

<210> 2554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2554 

aacgaaagga agttctgttg gaagcatctg aagaaactgg aaagagggtt 50 

<210> 2555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2555 

acatttacct gaatgttgtc tgaggactga actgtggact ttactattca 50 

<210> ' 2556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2556 

aaatccagct gcagaaacag acaccccaat gctatttaca tacagctcta 50 
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<210> 2557 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2557 

ccccgttcct cacttttccc ttttcattcc caccccctag actttgattt 



<210> 2558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2558 

ttcaggcact aagaggggct ggacctggcg gcaggaagcc aaagagactg 

<210> 2559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2559 

cgcaacaatc catctctcaa gtagtgtatc acagtagtag cctccaggtt 



<210> 2560 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2560 

cccaggctag ggggctatag aaacatctag aaatagactg aaagaaaatc 



<210> 2561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2561 

acctacaaaa aagttactgt ggtatctatg agttatcatc ttagctgtgt 

<210> 2562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2562 

tggtgtttag tggataccac atcggaagtg attttctaaa ttggatttga 



<210> 2563 

<211> 50 

<212> DNA 

<213> Homo sapiens 



379/1425 



WO 02/057414 



PCT/US01/47856 



<400> 2563 

tcactatctt tctgataaca gaattgccaa ggcagcggga tctcgtatct 50 

<210> 2564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2564 

gaaaagatgg agaaaatgaa caggacatgg ggctcctgga aagaaagggc 50 

<210> 2565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2565 

gtggttttag gatgtcattc tttgcagttc ttcatcatga gacaagtctt 50 

<210> 2566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2566 

aagggtgagg atgagaagtg gtcacgggat ttattcagcc ttggtcagag 50 

<210> 2567 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2567 

gagaagattc aggacctctt ggtggactct ggaaagttca tctacttaga 50 

<210> 2568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2568 

agtacaactg gaagccaaaa caaggtggaa gatgtcctga attaagacgt 50 

<210> 2569 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2569 

gttgctggcc taatgagcaa tgttctcaat tttcgttttc attttgctgt 50 

<210> 2570 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2570 

acagacctcc agaggggact tatggaaaag ctgacaccta agtttaccaa 

<210> 2571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2571 

tgaatttact tcctcccaag agtttggact gcccgtcaga ttgtttctgc 

<210> 2572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2572 

tggctttatg tccattttac cactgttttt atccaataaa ctaagtcggt 

<210> 2573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2573 

gctgtcacgg agcgactgtc gagatcgcct agtatgttct gtgaacacaa 

<210> 2574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2574 

cctttaaggt tggaactttg aagttggaga aggtggaata aagttacacc 

<210> 2575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2575 

tgccttcggg ttgtgcttta gtctgtaaaa ttctaaagga gagctgctaa 

<210> 2576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2576 

gcaaaaacct gggaccagcc cccttctccc acaaataaag cccaataaag 
<210> 2577 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2577 

gtcatcggct ttcagaggga gaccacggga atgttcaggg aaacaatgtc 

<210> 2578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2578 

tgaattgcct gttcagggtt ccttatgcag agaaataaag cagattcagg 

<210> 2579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2579 

accaaccacc tttccagcca tagagatttt aattagccca actagaagcc 

<210> 2580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2580 

ctactttgta tgatgaccct gtcctccctc acccaggctg cagtgccatg 

<210> 2581 

<211> 50 

<2X2> DNA 

<213> Homo sapiens 

<400> 2581 

aaagaggagt ggtttgtgac aagcggaatc caaatggcat tcgagtggct 

<210> 2582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2582 

gaagagccat ctcaacagaa tcgcaccaaa ctatactttc aggatgaatt 

<210> 2583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2583 

tctgggttgt agagaactct ttgtaagcaa taaagtttgg ggtgatgaca 
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<210> 2584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2584 

ctgctgtcca ctttccttca ggctctgtga atacttcaac ctgctgtgat 5 0 



<210> 2585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2585 

gcacctgctc caaaggcatc tggcaagaaa gcataagtgg caatcataaa 50 



<210> 2586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2586 

ctccttttaa cgtgttattg acaaacctcc ccaaaagaat atgcaattgt 50 



<210> 2587 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2587 

agctgccaga aagcacagat ttgacccaag ctatttatat gttataaagt 50 



<210> 2588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2588 

agctgctgct ggatcacagc tgctttctgt tgtcattgct gttgtccctc 50 



<210> 2589 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2589 

gatgaggctg acaaagttgg ggctgagaac acaatcacct attcacttct 50 



<210> 2590 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2590 
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tcctgccccc gccctgctgt atgatattaa tgtggaaggt catcaataaa 



<210> 2591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2591 

aaactgtaaa tcataatgta actgaagcat aaacatcaca tggcatgttt 

<210> 2592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2592 

acaaggacgc tggctactgt ctattaaaat tctgatgttt ctgtgaaatt 

<210> 2593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2593 

cttccttatg gagctggagc agcccgccta gaacccagtc taatgagaac 

<210> 2594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2594 

tgcatctcat tttgcctaaa ttggttctgt attcataaac actttccaca 

<210> 2595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2595 

agtgaagtct atgatgtgaa acactttgcc tcctgtgtac tgtgtcataa 

<210> 2596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2596 

ttgatgatgt aacttgacct tccagagtta tggaaatttt gtccccatgt 

<210> 2597 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2597 

agctcacacg ttccacccac tgtccctcaa acaatgtcat ttcagaaaga 



<210> 2598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2598 

ggaccacttt tatttattgt cagacactta tttattggga tgtgagcccc 



<210> 2599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2599 

gggctgtacc caagctgatt tctcatctgg tcaataaagc tgtttagacc 



<210> 2600 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2600 

gctctgaggg aaacgctgtc tgctgccttc atacagatgc tgattaaagt 



<210> 2601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2601 

ttttagctca ggaaaatatg tcaggctcaa accacttctc aggcagttta 



<210> 2602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2602 

ttgttgaacc ataaagtttg caaagtaaag gttaagtatg aggtcaatgt 

<210> 2603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2603 

tgtggtttca gtctctgcta gttcatattg catgtttatt ttggacagtc 

<210> 2604 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2604 

agcagaaatt ttgaagccag aaggacaaca tatgaagctt aggagtgaag 

<210> 2605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2605 

actgcttcat ctccttttgc gcttatttgg aaattttagt tatagtgttt 



<210> 2606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2606 

gagagagtac gggctcagca gccagaggag gccggtgaag tgcatcttct 

<210> 2607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2607 

cccagtcacc ctcttggagc ttccctgctt tgaattaaag accactcatg 

<210> 2608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2608 

cccagtcacc ctcttggagc ttccctgctt tgaattaaag accactcatg 

<210> 2609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2609 

ggagcgtggc acttaccttt gtcccttgct tcattcttgt gagatgataa 

<210> 2610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2610 

gcatacacat gcactcagtg tggactggga agcattactt tgtagatgta 
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<210> 2611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2611 

aagcctcacc attgacttct tccccccatc ctcagacatt aaagagcctg 50 



<210> 2612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2612 

ctgacctcgg cccagcttgg actgcacatc tggcagctga ggagtcagtg 50 



<210> 2613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2613 

ggaagatcat taaggacggt gagcagcatg aagatctcaa tgaagtagcc 50 



<210> 2614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2614 

ttacctctgt cttggctttc atgttattaa acgtatgcat gtgaagaagg 50 



<210> 2615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2615 

agttactggt ctctttctgc cgaatgttat gttttgcttt tatctcacag 50 



<210> 2616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2616 

cacaaagtgg cctttgggga gaaagtcatg tatttgttcg caattatgct 50 



<210> 2617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2617 

atttactcca agtcctctcc ccagctacca ccagtccctt actctgttct 50 
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<210> 2618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2618 

gcccatccct gagccaggta ccaccattgt aaggaaacac tttcagaaat 

<210> 2619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2619 

aggaccgacg cttctggaga aaatacctgc acctgagctt ccatgccctg 

<210> 2620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2620 

ttcacaaaga tttgcgttaa tgaagactac acagaaaacc tttctaggga 

<210> 2621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2621 

atacctgact ttagagagag taaaatgtgc caggagccat aggaatatct 

<210> 2622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2622 

atggaaagat gtggtctgag atgggtgctg caaagatcat aataaagtca 

<210> 2623 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2623 

acatccagaa agaaggacac ttgtatgcta gtctatggtc agttgaggaa 

<210> 2624 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2624 

ttgactagta aaagttactg cctagtcttt ttaccttagg cttacagaat 50 



<210> 2625 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2625 

ttgcccaggc cagttagaaa atcccttggg gaactgtgat gaatattcca 50 



<210> 2626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2626 

ataatcacag ttgtgttcct gacactcaat aaacagtcac tggaaagagt 50 



<210> 2627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2627 

tgaccggatt ccctcactgt tgtatcttga ataaacgctg ctgcttcatc 50 



<210> 2628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2628 

ccaaagttgg agcttctatt gccatgaacc atgcttacaa agaaagcact 50 

<210> 2629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2629 

gtgaactcct gcactggcat ttggatgtgt gttaatgcta tttgttttgt 50 



<210> 2630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2630 

gctgggtgga aactgctttg cactatcgtt tgcttggtgt ttgtttttaa 50 



<210> 2631 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2631 

gcttgttatc agctttcagg gccatggttc acattagaat aaaaggtagt 50 

<210> 2632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2632 

ctttgccttg cagccacatg gccccatccc agttggggaa gccaggtgag 50 

<210> 2633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2633 

tgcgggttat tgatttgttc tttacaacta ttgttctcat atttctcaca 50 

<210> 2634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2634 

agttattagt tctgctttag ctttccaata tgctgtatag cctttgtcat 50 

<210> 2635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2635 

gctgttttca acattgtatt tggactatgc atgtgttttt tccccattgt 50 

<210> 2636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2636 

aagtaaatgt acagtgattt gaaatacaat aatgaaggca atgcatggcc 5 0 

<210> 2637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2637 

cccacactgc tacacttctg atcccctttg gttttactac ccaaatctaa so 



<210> 2638 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2638 

tcttaagcag gtttgttttc agcactgatg gaaaatacca gtgttgggtt 50 

<210> 2639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2639 

ggggttggaa acttagcact ttatatttat acagaacatt caggatttgt 50 

<210> 2640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2640 

acccgtgtga atgtgaagaa aagcagtatg ttactggttg ttgttgttgt 50 

<210> 2641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2641 

ttgcactgtg agcaaatgct aatacagtaa atatattgtg tttgctgaca 50 

<210> 2642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2642 

aaatgaagtc acacaggaca attattctta tgcctaagtt aacagtggat 50 

<210> 2643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2643 

gtcgctgcat atgtgactgt catgagatcc tacttagtat gatcctggct 50 

<210> 2644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2644 

aaggacaaaa gttgttgcct tcctaagaac cttctttaat aaactcattt 50 
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<210> 2645 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2645 

ctgcattttg attctgaaaa gaaagctggc tttgcccatt tcttattaaa 



<210> 2646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2646 

acctgtctgc ataataaagc tgatcatgtt ttgctacagt ttgcaggtga 



<210> 2647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2647 

tactggtaga tgtgctcatt ctccctgaaa catacccatc atattgtcct 



<210> 2648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2648 

aggaagcaat gtggttggac ctggttaagg gaaaggctga ttacggaaat 



<210> 2649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2649 ' 

aactaatact ttgctgttga aatgttgtga aatgttaagt gtctggaaat 



<210> 2650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2650 

gagctttgtc acttgccaca tggtgtcttc caacatggga gggatcagcc 



<210> 2651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2651 
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ccctgttcac tctacttagc atgtccctac cgagtctctt ctccactgga 50 

<210> 2652 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2652 

tgcacattgt ttttcttctg acttccagaa ataaaagtgt ttccatggga 50 

<210> 2653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2653 

actaaaaaag gagaaattat aataaattag ccgtcttgcg cccctaggcc 50 

<210> 2654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2654 

acgacaaacc tccttgtcaa agtgtgtaaa aataaaggat tgctccatcc 50 

<210> 2655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2655 

ccactgggga agggaagttt cagtaacatg acactaaaat ggcagagacg 50 

<210> 2656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2656 

aaagattgga gctgaagacc taaagtgctt gctttttgcc cgttgaccag 50 

<210> 2657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2657 

gaagtcagtg ggaaacacac agaaatttat tttaaaatct ttcaggagct 50 

<210> 2658 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2658 

agatgtatta gaagtcctga ctttcaagtg taatttgctt tggaggagga 

<210> 2659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2659 

ctgtgcagaa gagctgccag gcagtgtctt agatgtgaga cggaggccat 

<210> 2660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2660 

acatcatgga gggtttagtg cttatctaat ttgtgcctca ctggacttgt 

<210> 2661 - 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2661 

ttgcttacca aaggaggccc aatttcactc aaatgttttg agaactgtgt 

<210> 2662 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2662 

tcactcctct gtcctatgaa gaccgctgcc attggtgttg agaataataa 

<210> 2663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2663 

gttaagccag gacatccaga attcattgct ttaataaaga acccaggccg 

<210> 2664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2664 

tcagttttaa caaatgctat taaagtggag aagcacactc tggtcttgga 

<210> 2665 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2665 

ctcactgcct ctttgcagta ggggagagag cagagaagta caggtcatct 50 

<210> 2666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2666 

ttgactttgc tcgaggcacc ttttttcctg tttctcctbt tctgttgtcg 50 

<210> 2667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2667 

aaatgggttt cactgtgaat gcgtgacaat aagatattcc cttgttccta 50 

<210> '2668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2668 

aacgaatttc ctgaacctat caaactggac aagaatgacc gggccaaggc 50 

<210> 2669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2669 

cttcccctgg tcccctgtcc ctggggctgt ttgttaaaaa agagtaataa 50 

<210> 2670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2670 

accgtgaaaa ttggtttcat ttaacaaaag atcagatccc tccttcagct 50 

<210> 2671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2671 

tttcttgtta cacccactgc actctgcaac cagtgttgcc tgcctcatgg 50 
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<210> 2672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2672 

gggaaaaaca agaatttcat gactctacct gtggtctatc tttaatttca 

<210> 2673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2673 

gctgtgccct tgaagagaat agtaatgatg ggaatttaga ggtttatgac 

<210> 2674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2674 

tccaaggaaa tggtaacctg tttctgagaa cacctgaaat caatggctat 

<210> 2675 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2675 

ttcattgtaa tccactgttt tggctttcat gaacaagtaa attacagtgt 

<210> 2676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2676 

acttatttcc atgtttctga atcttctttg tttcaaatgg tgctgcatgt 

<210> 2677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2677 

atgcccggcc tgggatgctg tttggagacg gaataaatgt tttctcattc 

<210> 2678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2678 

tactctaaac ctgttatttc tgtgctaata aacgagatgc agaacccttg 
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<210> 2679 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2679 

tgcagagaga tactaagcag caaaatcttg gtgttgtgat gtacagaaat 50 

<210> 2680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2680 

agtctttgat cttgaaccga tacttttgga tctcattgtt gatatacctg 50 

<210> 2681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2681 

tggaatcaaa taaaatgctt ccactaccaa aagacattag agaaaacctt so 

<210> 2682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2682 

tgccgaatac cttaaagtaa ctaattatcc ttacacacaa aaggctcagt 50 

<210> 2683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2683 

ctttcccagg atcaaggcca cagggaggaa gattgcacgg gcactgttct 50 

<210> 2684 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2684 

cttgtaaact agcgccaagg aactgcagca aataaactcc aactctgccc 50 

<210> 2685 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2685 

tgtgcagtag aaacaaaagt aggctacagt ctgtgccatg ttgatgtaca 50 



<210> 2686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2686 

aggagggttt aaatagggtt cagagatcat aggaatatta ggagttacct 50 



<210> 2687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2687 

tggtggaagt aaaaactggt aactcactca agtgaatgaa tggtcttgca 50 



<210> 2688 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2688 

gcaggaaagg gaaacagacg cgacagcaac aagagcacca gaagtatatg 50 



<210> 2689 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2689 

tccattctgt ttcggatttt aagtttgaga gacttgctaa tgaatctcct 50 



<210> 2690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2690 

ccttcagaaa caccgtaatt ctaaataaac ctcttcccat acacctttcc 50 



<210> 2691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2691 

ctggacaact ttgagtactg acatcattga taaataaact ggcttgtggt 50 



<210> 2692 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2692 

cccaggggat tttttaagta gatgggggga cacggtgaac tggctgtgtc 50 

<210> 2693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2693 

actccaaaat aaatcaaggc tgcaatgcag ctggtgctgt tcagattcca 50 

<210> 2694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2694 

tgaaatctta agtgtcttat atgtaatcct gtaggttggt acttccccca 50 

<210> 2695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2695 

tgggagtctt ctcttttaga caggggcttt ttgtttttaa ccccaattgt 50 

<210> 2696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2696 

tgacccagat atggaaacag aagacaaaat tgtaagccag agtcaacaaa 50 

<210> 2697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2697 

aggtttcatc aggtggttaa agtcgtcaaa gttgtaagtg actaaccaag 50 

<210> 2698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2698 

atgctgtcaa agttacagtt tacgcaggac attcttgccg tattctcatg 50 
<210> 2699 
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<2U> 
<212> 
<213> 



50 
DNA 



Homo sapiens 



<400> 2699 

tgtgtgttta ctaacccttc cctgaggctt gtgtatgttg gatattgtgg 



50 



<210> 2700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2700 

tctgtaatca aatgattggt gtcattttcc catttgccaa tgtagtctca 50 



<210> 2701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2701 

tgcccagcag ccatcttaat acattaaacc agtttaaaaa ataccttcca 50 

<210> 2702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2702 

gccagagttg ccaacccccg gctggatacc ttcagcagag aaatcttccg 50 

<210> 2703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2703 

aatccattaa cacctgctca catcttactc aaaattgtag agttcatagt 50 

<210> 2704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2704 

atttgcaatt tggaatttgt gtgagttgat ttagtaaaat gttaaaccgc 50 

<210> 2705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2705 

aagtaaagcc tcaggaatgc ccacgccttt cttccaaagc ctttgtctct 50 
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<210> 2706 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2706 

tcaaacaaat gactttcata ttgcaacaat ctttgtaaga accactcaaa 

<210> 2707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2707 

ggggaatgtg ttccttcatt gtatttgggc cttttgtatt gcactcttga 

<210> 2708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2708 

ttgtttacct ttcgtgcggt ggattctttt taactccgtc tacctggcgt 

<210> 2709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2709 

ggggtttgtg ctatacactg ggatgtctaa ttgcagcaat aaagcctttc 

<210> 2710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2710 

acctgggatg cccctgctct ggacctctca tttctcttca ttggtttatt 

<210> 2711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2711 

agcctgcttc tgccacacct cgctctcagt ctctccacat ttccatagag 

<210> 2712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2712 
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aagtttctca gctcccattt ctactctccc atggcttcat gcttctttca 



<210> 2713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2713 

gagctactgt gctcatctaa agtgtttgcc ccacttccca ccccgtctcc 

<210> 2714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2714 

atgttaagat ttgtgtacaa attgaaatgt ctgtactgat cctcaaccaa 

<210> 2715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2715 

tctgttgata gctggagaac tttagtttca agtactacat tgtgaaagca 

<210> 2716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2716 

tgaggggttt cagaattttg cattgcagtc atagaagaga tttatttcct 



<210> 2717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2717 

ccttgggagg gagacttcat gtggtttatt gcgagttttt tgtttacttt 

<210> 2718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2718 

gtatgttaat gccagtcacc agcaggctat ttcaaggtca gaagtaatga 

<210> 2719 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2719 

gcccctaaag gcaagaagaa aaagtaaaag accttggctc atagaaagtc 

<210> 2720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2720 

agtgaaatat gttacagaac atgcacttgc cctaataaaa aatcagtgaa 

<210> 2721 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2721 

tgcagatgct cttaaaagca ttgataacct ttgtgacgaa cataaagaga 

<210> 2722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2722 

gctagttcat gtgttctcca ttcttgtgag catcctaata aatctgttcc 

<210> 2723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2723 

aaccctccca atatccctag cagcagcagc aaaccaaagt caaagtatcc 

<210> 2724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2724 

cacctccccc tacccatatc cctcccgtgt gtggttggaa aacttttgtt 

<210> 2725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2725 

gagtcctgag ccactgccaa catttccctt cttccagttg cactattctg 

<210> 2726 
<211> 50 
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<212> DNA 



<213> Homo sapiens 



<400> 2726 

ccccacccca gaacagaacc gtgtctctga taaaggtttt gaagtgaata 



50 



<210> 
<211> 
<212> 
<213> 



2727 

50 

DNA 

Homo sapiens 



<400> 



2727 



cccatttctt gtttttaaaa gaccaacaaa tctcaagccc tataaatggc sc 

<210> 2728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2728 

agtgtagctt ctgaaaggtg ctttctccat ttatttaaaa ctacccatgc 5C 

<210> 2729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2729 

gagtgcccga ttcctcttag agaaaatcca tagccttcag atcttggtgt 50 

<210> 2730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2730 

actttgacac ctactgtgtt ataaaatata tcatcagatg tgccttgaga 50 

<210> 2731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2731 

agctgtaacg ttcgcgttag gaaagatggt gtttattcca gtttgcattt 50 

<210> 2732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2732 

tgatattcaa ctctgagcat caggttctaa aaaataatac atactggggt 50 
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<210> 2733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2733 

gtcatctccc catttggtcc cctggactgt ctttgttgat tctaacttgt 

<210> 2734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2734 

gagaataatg atgtaccaat aagtggagat tcctccttat gatgtatgct 

<210> 2735 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2735 

acaagacaga ctccactcaa aatttatatg aacaccacta gatacttcct 

<210> 2736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2736 

tccataccat tgtgtgtgga ggatttacag ctaagctgta gttgcagagt 

<210> 2737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2737 

acacttttga ttgttttcta gatgtctacc aataaatgca atttgtgacc 

<210> 2738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2738 

actgtacaat ttctgaagat ggttattaac actgtgctgt taagcatcca 

<210> 2739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2739 

tcagtccttt cttagggaaa tgacagggca aagcaatttt tctgttggct 
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<210> 2740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2740 

agtacaaggc ccgaagggta gtgatggtgc taaactcaac atggatttgg 

<210> 2741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2741 

ccccagtctg caaaagaagc acaattctat tgctttgtct tgcttatagt 



<210> 2742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2742 

cttcttttgc catgtttcca ttctgccatc ttgaattgtc ttgtcagcca 

<210> 2743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2743 

gggtctatgt gaaaatgccc ccaacagagc cagaatgtga aaagcaattt 



<210> 2744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2744 

ccttctttca caggcatcag gaattgtcaa atgatgatta tgagttccct 



<210> 2745 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2745 

catcttcagc atcgtcttct tgcacatgaa ggagaaggag aagtccgact 



<210> 2746 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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gggaatgctg caaatgccaa acagctttat gatttcattc acacctcttt 50 



<210> 2747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2747 

ttaaaaatgg ttgtttaaga ctttaacaat gggaacccct tgtgagcatg 



<210> 2748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2748 

gggagaagtt tgcagagcac ttcccacctc tctgaatagt gtgtatgtgt 

<210> 2749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2749 

tggttgaccc ttgtatgtca cagctctgct ctatttatta ttattttgca 



<210> 2750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2750 

tgggaaggaa ggctctgtct tcaactcttt gaccctccat gtgtaccata 



<210> 2751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2751 

gcatggctta acctggtgat aaaagcagtt attaaaagtc tacgttttcc 



<210> 2752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2752 

ctccccgtgc taaggcccac aaaagccagg actctctgtg cgtgaccctc 



<210> 2753 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2753 

aattcaagaa gaaaaaccca agaagaagaa gaaggcacag gaggatctct 

<210> 2754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2754 

tcccagagct gatgctattg tacttgcaca ttggagactg aaaggaaaga 

<210> 2755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2755 

ggggaagccg aaggttacaa aggcaaagaa ggcagctccg aagaaaaagt 

<210> 2756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2756 

tccctgaaga aatatctgtg aaccttcttt ctgttcagtc ctaaaattcg 

<210> 2757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2757 

cctctccgac cttcatcact attcttagga taatgctggc gggcagagat 

<210> 2758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2758 

actgccatct tacgactatt tcttcttttt aatacactta actcaggcca 

<210> 2759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2759 

agggtgtttc gttcccttta aatgaatcaa cactgccacc ttctgtacga 
<210> 2760 
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<211> 50 

<212> DNA \ 
<213> Homo sapiens 

<400> 2760 

gaccctactg ctgatgatac cagtgctgct gtaactgaag aaatgccacc 50 

<210> 2761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2761 

catttcctga gaccaccaga gagaggggag aagcctggga ttgacagaag 50 

<210> 2762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2762 

catttcctga gaccaccaga gagaggggag aagcctggga ttgacagaag 50 

<210> 2763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2763 

gctaagaagc ctataagagg aatttctttt ccttcattca tagggaaagg 50 

<210> 2764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2764 

actgacagag tgaactacag aaatagcttt tcttcctaaa ggggattgtt 50 

<210> 2765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2765 

cagacaatgg atgtggggta gaagaagaaa actttgaagg cttaatctct 50 

<210> 2766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2766 

aaaagaagag gaaaagttta gccaagagaa tcagagaaag atgctgcatt 50 
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<210> 2767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2767 

agtgcacata tttcataacc aaattagcag caccggtctt aatttgatgt 

<210> 2768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2768 

tagacctctt tttcttacca gtctcctccc ctactctgcc ccctaagctg 

<210> 2769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2769 

agcacagtaa aagtaaagac tattctgttt ctaggctgtt gaatcaaagt 

<210> 2770 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2770 

catgggcaca gtggtgaccc ccttgattcc caccgtacaa ccccctccac 

<210> 2771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2771 

cgttatccag tgtgaaaatc agtgagtcct ccctggcatc ctcgtgaaag 

<210> 2772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2772 

gctgaagagt atagtaaaga cacctcaaaa ggcatgggag ggtattatgc 

<210> 2773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2773 
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ttcagactgg tttctgtttt ttggttatta aaatggtttc ctattttgct 50 



<210> 2774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2774 

tttatgatta ggtgacgagt tgacattgag attgtccttt tcccctgatc 50 

<210> 2775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2775 

ccccaaccag gtccgtatgc ggtacctttt aaaggttcag tttaatttcc 50 

<210> 2776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2776 

tcctgcaagg ctggactgtg atcttcaatc atcctgccca tctctggtac so 

<210> 2777 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2777 

ggtcacggct actcatggaa gcaggaccag taagggacct tcgattaaaa so 

<210> 2778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2778 

ccttctaacc tgaactgatg ggtttctcca gagggaattg cagagtactg 50 

<210> 2779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2779 

atgtgtagga ggaagagttc aggtggaaaa ggagggagct actctcaggc sc 

<210> 2780 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2780 

aacgattgtc tgcccatgtc ctgcctgaaa taccatgatt gtttatggaa 50 

<210> 2781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2781 

ttccttttag gtatattgcg ctaagtgaaa cttgtcaaat aaatcctcct 50 

<210> 2782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2782 

gtcttgactt tggcaaatga gccggagccc cttgggcagg tcacacaacc 50 

<210> 2783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2783 

gatacagagt tgtccttgga ggatggagac aggtgcaagg ccaagatgtg 50 

<210> 2784 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2784 

tcccatgatg gaagtctgcg taaccaataa attgtgcctt tctcactcaa 50 

<210> 2785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2785 

tctacatgtc ttgggggcgg gctcaaattc ttcgaaagtg gttggattaa 50 

<210> 2786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2786 

acctgttatc ctttgtagag cacacagagt taaaagttga atatagcaat 50 

<210> 2787 
<211> 50 



412/1427 



WO 02/057414 



PCT/US01/47856 



<212> DNA 

<213> Homo sapiens 

<400> 2787 

tgagcttctc cagcagtgcg ggtcctgggc tcctgaaggc ttattccatc 50 

<210> 2788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2788 

gcatgtcctc atcctttcct gccataaaag ctatgacacg agaatcagaa 50 

<210> 2789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2789 

acccctcccc atgaacacaa gggttttatc ctttccttta aaaacagtgt 50 

<210> 2790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2790 

tgcaaccaac tatccaagtg ttataccaac taaaaccccc aataaacctt 50 

<210> 2791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2791 

atgcccagac aaaaagctaa taccagtcac tcgataataa agtattcgca 50 

<210> 2792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2792 

tggcactgag aaacatgcaa gatacaggaa aaatgaaaat gttacaagct 50 

<210> 2793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2793 

tctcaaagga gtaactgcag cttggtttga aatttgtact gtttctatca 50 
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<210> 2794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2794 

gtcaaccttt gtgagaagcc gtatccactt cacaggataa aattgtccat 



<210> 2795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2795 

atctccacag cccacccatc ccctgagcac actaaccacc tcatgcaggc 



<210> 2796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2796 

tttcctgact cctccttgca aacaaaatga tagttgacac tttatcctga 



<210> 2797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2797 

cctgcagtaa cccataggaa ataaactgta gagttccata ttctgcggcc 



<210> 2798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2798 

tagaaagggt ttttatggac caatgcccca gttgtcagtc agagccgttg 



<210> 2799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2799 

tgtgatgacg tgagatcaat aagaagaacc tagtctagag acaatgatgc 



<210> 2800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2800 

gtgcttgctg tctctcccgg acacccttaa agactgtctt tttagcaaaa 
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<210> 2801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2801 

aacattgttt ttgtatattg ggtgtagatt tctgacatca aaacttggac 50 

<210> 2802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2802 

tgtgtaactg gattccttgc atggatcttg tatatagttt tatttgctga 50 

<210> 2803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2803 

caggacctcc aagccactga gcaatgtata accccaaagg gaattcaaaa 50 

<210> 2804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2804 

gatctgaccc accagtttgt acatcacgtc ctgcatgtcc cacaccattt so 

<210> 2805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2805 

acaatctctg tccagcacct cttggttaaa taatgtatgc tgtgagacat 50 

<210> 2806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2806 

tgcgtcttgt gaaattgtgt agagtgtttg tgagcttttt gttccctcat 50 

<210> 2807 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2807 

cttcggcctc cctggccctg ggttaaaata aaagctttct ggtgatcctg 

<210> 2808 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2808 

tgagcttgtg cttagtattt acattggatg ccagttttgt aatcactgac 

<210> 2809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2809 

atttgaaatt ttctgcagca ttaaagctgg cgcttaataa gaataagtaa 



<210> 2810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2810 

tcgcattctg tttcttgctt taaaagaaga gtaaagacaa gagtgttgga 

<210> 2811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2811 

cctgccagtg tcagaaaatc ctatttatga atcctgtcgg tattccttgg 

<210> 2812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2812 

ctgtcagcca aggtgcctga aacgatacgt gtgcccactc cactgtcaca 

<210> 2813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2813 

gaagcggctg gcaactgaag gctggaacac ttgctactgg ataatcgtag 

<210> 2814 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 2814 

tcgatcagtg ctcagagatt gtgaaatgca gtgttagctc cctgggattc 

<210> 2815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2815 

aggacaaatc ttgttgtatt aacagcaggg tcacttctca ttttctttgc 

<210> 2816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2816 

agtcgtattc tgtcacataa tattttgaag aaaacttggc tgtcgaaaca 

<210> 2817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2817 

aggagggtgg gtggaacagg tggactggag tttctcttga gggcaataaa 

<210> 2818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2818 

aggagggtgg gtggaacagg tggactggag tttctcttga gggcaataaa 

<210> 2819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2819 

tgcacctcaa gattttaagg agataatgtt tttagagaga atttctgctt 

<210> 2820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2820 

gcttatggtc cccagcattt acagtaactt gtgaatgtta agtatcatct 
<210> 2821 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2821 

cttgttttgt ttgtctctcc ttttcttttg ttactgttct tgctgctaga 50 

<210> 2822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2822 

ttttggaaga ttttcagtct agttgccaaa tctggctcct ttacaaaaga 50 

<210> 2823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2823 

tcaagaataa aaatgcctct ccagccttaa gtatttacat gctcccaggt 50 

<210> 2824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2*824 

tctggaaatg tgttataagc taggagaatc cctttggaca gtctttattt 50 

<210> 2825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2825 

atttcctatc accatacttt tccatgtgaa aacctgagcc tatttctagt 50 

<210> 2825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2826 

tggctgttgc tttgcttcat gtgtatggct atttgtattt aacaagactt 50 

<210> 2827 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2827 

atagccatcc tctttgcagt cctgttggtt gtgctcatcc tcttcctagt 50 
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<210> 2828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2828 

agggccaggg ctggtgtccc taaggttgta cagactcttg tgaatatttg 50 

<210> 2829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2829 

gccgtgacaa tttgttcttt gatgtgattg tatttccaat ttcttgttca 50 

<210> 2830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2830 

tggtatatac aactttcaga gcctcttgta tttggaaggc tggaagggcc 50 

<210> 2831 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2831 

gctactgcag ggtgaggaag aaggggaaga agattgatca aacagaatga 50 

<210> 2832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2832 

tgtttcaagc ccttctgtaa aatatgaaga aaagtctctt agcattctgt 50 

<210> 2833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2833 

ttctaaacac attcttgatc accaaacaac ttcagaaaga cagtgactgt so 

<210> 2834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2834 
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atctttgtga gcaattatgc tcccaaatct aagcaagtaa taaagaaggg 



<210> 2835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2835 

tgtaaagttt gtacaatttg tcctgaagct ttgtgtttgg ctgcacctgc 

<210> 2836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2836 

acagtataac tcctgaatgc tacttaaata aaccaggatt caaactgcaa 

<210> 2837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2837 

agaagcagat tttcctgtag aaaaactaat ttttctgcct tttaccaaaa 

<210> 2838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2838 

gagcttgctc cagattctga tgcatacggc tatattggtt tatgtagtca 

<210> 2839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2839 

atgggtgtta tcacctagct gaatgttttt ctaaaggagt ttatgttcca 

<210> 2840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2840 

acgtgcttct tggtacaggt ttgtgaatga cagtttatcg tcatgctgtt 

<210> 2841 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2841 

tgttgttgtt ggcaagctgc aggtttgtaa tgcaaaaggc tgattactga 50 

<210> 2842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2842 

tcattgttcg cttctgtaat tctgaaaaac tttaaactgg tagaacttgg 50 

<210> 2843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2843 

ccagtgctgt ttggtggtct gccttctttt taatggtatt ttcttcctca 50 

<210> 2844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2844 

gccccaccat tcatcctgtc tgaaggtcct gggtttggtg tgaccgcttg 50 

<210> 2845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2845 

ccgacaggtg ggcctgggag gaaaatgttt acatttttaa aggcacactg 50 

<210> 2846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2846 

ggggtggacg cctctgcctt cacttgaaca caaatgtgct tcctataaaa 50 

<210> 2847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2847 

ggcagccccc agtccctttc tgtcccagct cagttttcca aaagacactg 50 

<210> 2848 
<211> 50 
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<213> Homo sapiens 

<400> 2848 

ctgttaagca ctgttatgct cagtcataca cgcgaaaggt acaatgtctt 

<210> 2849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2849 

atgggtttgg cttgaggctg gtagcttcta tgtaattcgc aatgattcca 

<210> 2850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2850 

ttcagttttg ctttcaattt tatgtacctt agttctgagt tagacctgca 

<210> 2851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2851 

aaggattatg aggaggttgg tgtgcattct gttgaaggag agggtgagga 

<210> 2852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2852 

tcccttcctt ctgttgctgg tgtactctag gacttcaaag tgtgtctggg 

<210> 2853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2853 

agttcattaa aaactgcaaa accaatctgt atcatgtacc aaactgactt 

<210> 2854 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2854 

tgcacgttcc tcctggttcc ttcgcttgtg tttctgtact taccaaaaat 
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<210> 2855 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2855 

tgccagacct ccttcctgac ctctgaggca ggagaggaat aaagacggtc 



<210> 2856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2856 

agtcccaagg gtgttttgtt actgttttct ccatgaataa actcacttga 

<210> 2857 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2857 

attaatgtca tttctggaag tgtgaaaatg ttaatgttca acaagcaaca 

<210> 2858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2858 

9cgggtgggc cgagcagtgt ggacatcagc cactttttat attcatgtac 



<210> 2859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2859 

ccactgagaa ctaaatgctg taccacagag ccgggtgtga actatggttt 



<210> 2860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2860 

aaacaatcgc tccgggctca gggctgcgcg gctcttccct tcattccatg 



<210> 2861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2861 

tgtcctctgt tcaattccta acgcaaacta caataaatgg tgacacacgt' 
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<210> 2862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2862 

agcacctaag gagcttgaat cttggttcct gtaaaatttc aaattgatgt 

<210> 2863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2863 

accaacactg tcccaaggtg aaatgaagca acagagagga aattgtacat 

<210> 2864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2864 

tgtcagccat ttcaatgtct tgggaaacaa ttttttgttt ttgttctgtt 

<210> 2865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2865 

agagcttgat cgccagtgga agaagattag tgcaatcatt gagaagagga 

<210> 2866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2866 

tttccctctt ccctgacctc ccaactctaa agccaagcac tttatatttt 

<210> 2867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2867 

ggcaggtgac cattggcaca cgctagaagt ttatggcaga gctttacaaa 

<210> 2868 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2868 

ctgtttgtag ataggttttt tatctctcag tacacattgc caaatggagt 

<210> 2869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2869 

gctcacctat ttgggttaag catgccaatt taaagagacc aagtgtatgt 



<210> 2870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2870 

tagactcatt gtaagttgcc actgccaaca tgagaccaaa gtgtgtgact 

<210> 2871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2871 

caaacctttc tggcctgtta tgattctgaa catttgactt gaaccacaag 



<210> 2872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2872 

gggaaagtat agcatgaaac cagaggttct cagaatgacc gtaagatagc 

<210> 2873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2873 

agtcctgtgt gcttccctct cttatgactg tgtccctggt tgtcaataaa 



<210> 2874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2874 

atcttcagaa tcagttaggt tcctcactgc aagaaataaa atgtcaggca 

<210> 2875 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 2875 

cttctggcac ccctggggtt caatactgga agtgccttat ttaaccagac 50 

<210> 2876 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2876 

ggtctttagc ctccaccttg tctaagcttt ggtctataaa gtgcgctaca 50 

<210> 2877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2877 

tgatgatatg acatctggct aaaaagaaat tattgcaaaa ctaaccacga 50 

<210> 2878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2878 

tccaaagcag tctccactgt tgttgtgact acagctccgt ctcctaaaca 50 

<210> 2879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2879 

attgt caeca ggttggaact cttgcctctg tgaggatgee ttctctactg 5 0 

<210> 2880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2880 

ttttctttgt atatttctag tatggcacat gatatgagtc actgectttt 50 

<210> 2881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2881 

tgaccttcat gataccagtg agaagecagg ctagagaaat aaaatcctga 50 
<210> 2882 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2882 

acggattggt taaaaaatgc ttcatatttg aaaaagctgg gaattgctgt 

<210> 2883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2883 

gtctctctcc attgtgttcc gatccatttc tgtgtgttcc cccaaccttt 

<210> 2884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2884 

gccactgcca taacttgttt gtaaaagagc tgttcttttt gactgattgt 

<210> 2885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2885 

gaacattgcc cagcactacg gcatgtcgta cctcctggag accctggagt 

<210> 2886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2886 

atcttcattg ggggattgag cagcatttaa taaagtctat gtttgtattt 

<210> 2887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2887 

ttataaccga gggctggcgt tttggaatcg aatttcgaca gggattggaa 

<210> 2888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2888 

ttcccagcat cagccttaga acaagaacct taccttcaag gagcaagtga 
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<210> 2889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2889 

ccagattttc cccaaacttg cttctgttga gatttttccc tcaccttgcc 

<210> 2890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2890 

aaccaaggag ttttccccgt ttgtaaaaag acattgtaga taattgaatg 

<210> 2891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2891 

accatgttct ttcgttaaag atttgcttta tacaagattg ttgcagtacc 

<210> 2892 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2892 

cacatctgct tccactgtgt tcccacgggt gccatgaagt gtgtgaggag 

<210> 2893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2893 

cgcactactt cacctgagcc acccaaccta aatgtactta tctgtcccca 

<210> 2894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2894 

9ggcggcccg gagccagcca ggcagtttta ttgaaatctt tttaaataat 

<210> 2895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2895 
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ctctccaaga gtattattaa cgctgctgta cctcgatctg aatctgccgg 

<210> 2896 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2896 

tccctaatag aaagccacct attctttgtt ggatttcttc aagtttttct 

<210> 2897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2897 

agtactgctt ttgtatgtat gttgaacagg atccaggttt ttatagcttg 

<210> 2898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2898 

cactttctat cctctgtaaa ctttttgtgc tgaatgttgg gactgctaaa 

<210> 2899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2899 

gaagaatggg caaagaagta atcatgtagt tgaagtctgt ggatgcagct 

<210> 2900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2900 

caaaggttct tgagactctt gatatttctg tcttctcctt gtgctttcct 

<210> 2901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2901 

ccgatggatc tacagttgca atgagaagca gaagttactt cctcaccagc 

<210> 2902 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2902 

ttcctgcata actcaatctg aaccaaggat tgtagtttag ttttcctcct 

<210> 2903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2903 

gcagggtggt ggtattctgt catttacaca cgtcgttcta attaaaaagc 

<210> 2904 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2904 

gcactttttg tttgaatgtt agatgcttag tgtgaagttg atacgcaagc 

<210> 2905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2905 

gcaagaaata ttccattgaa atattgtgct gtaacatggg aaagtgtaaa 

<210> 2906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2906 

gccaacactg tctgtctcaa atactgtgct gtgagttgtt tcaataaagg 

<210> 2907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2907 

gacctcatct ccaagatgga gaagatctga cctccacgga gccgctgtcc 

<210> 2908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2908 

ctttactaaa aaagaagcac ctgagtggtc taagaaacaa aagatgaaga 

<210> 2909 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2909 

gcctggaaga ctctgaagga gcgtgagagc atcctgaagc tgctggatgg 

<210> 2910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2910 

caggaggaag ctctggccct tgtattacac attctggaca ttaaaaataa 

<210> 2911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

„ <400> 2911 

gccttttgag tctttccgat acctgagttt ttatgcttat aatttttgtt 

<210> 2912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2912 

ttaagctgag gatacaacca ggaaatgcaa cggtgtcaga ttgtgttcaa 



<210> 2913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2913 

tctacccatt tcctgaggcc tgtggaaata aacctttatg tacttaaagt 

<210> 2914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2914 

agcaataaac tctggatgtt tgtgcgcgtg tgtggacagt cttatcttcc 



<210> 2915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2915 

agctgttgat gctggttgga caggtttgag tcaaattgta ctttgctcca 
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<210> 2916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2916 

aggtgacatt tcccaccctg tgcccgtgtt cccaataaaa acaaattcac 

<210> 2917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2917 

ctgtggctga ctgtaatact gtacaactgt ttctgaccat taaatgctgt 

<210> 2918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2918 

acatatgcag acctgacact caagagtggc tagctacaca gagtccatct 

<210> 2919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2919 

tgacttcaca gacatggtct agaatctgta cccttaccca catatgaaga 

<210> 2920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2920 

cccagtctct gtcagcactc ccttcttccc ttttatagtt catcagccac 

<210> 2921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2921 

tgactgagta cccctttagt gagtacccct ttagtgctat atttgtgcca 

<210> 2922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2922 

tgccttttga gcaaataggg aatctaaggg aggaaattat caactgtgca 
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. <210> 2923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2923 

gcggggccgg ggggactctg gtatctaatt ctttaatgat tcctataaat 50 

<210> 2924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2924 

acaactttct gtacaatatt gattcccatc tggcatattc taatcaggtt 50 

<210> 2925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2925 

ttttacaagg aaggggtagt aattggccca ctctcttctt actggaggct 50 

<210> 2926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2926 

aacaacatta acttgtggcc tctttctaca cctggaaatt tactcttgaa 50 

<210> 2927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2927 

acagccgagt cctgcatcag ccctttatcc tcacacgctt ttctacaatg 50 

<210> 2928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2928 

gtcaaggcta agtcaaatga aactgaattt taaacttttt gcatgcttct 50 

<210> 2929 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2929 

aaacgacatg aaggtagatg aagtccttta cgaagactcg tcaacagctt 

<210> 2930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2930 

cccaatacca agaccaactg gcatagagcc aactgagata aatgctattt 

<210> 2931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2931 

gggtctatac agagtcaata tattttttca gagaaagtta gttcggctcg 

<210> 2932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2932 

ccagaaagtg tgggctgaag atggttggtt tcatgtgggg gtattatgta 

<210> 2933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2933 

tccaaccttg agatccagtg tcaggagttc tctattcctc ccaactctga 

<210> 2934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2934 

tggcacagaa aagggaccaa gtttaaaaaa gggttttaaa tgtaatgaga 

<210> 2935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2935 

ggggtaggtt ggttgttcag agtcttccca ataaagatga gtttttgagc 

<210> 2936 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2936 

tgggcatagg gacccatcat tgatgactga tgaaaccatg taataaagca 50 

<210> 2937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2937 

attttcctac agccctttgt acttcaaaat atgtttttgt gtccatcagt 50 

<210> 2938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2938 

tcagcactaa ctaaataaat ttgttggttc agttgtactt gtcctgcaaa 50 

<210> 2939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2939 

agagggtgga tcacacctca gtgggaagaa aaataaaatt tccttcaggt 50 

<210> 2940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2940 

tgtgtaagtc tgcctaaata ggtagcttaa acttatgtca aaatgtctgc 50 

<210> 2941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2941 

tcctttctgc ttagtgaatg aatactggaa tccatctgtg ttgatacaat 50 

<210> 2942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2942 

gcaataccaa gagaaaatgc acaaatatca ctggatggag atgtcacatt 50 
<210> 2943 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2943 

tggggatctc agggccagga gttatgtttt gatttggaat tttaattatt 50 

<210> 2944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2944 

ccagtaactt cgctctgtta gaggtggagg attttcctat gttcccccca 50 

<210> 2945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2945 

tgctgaaaag attgtacttt gtgatcccaa tcagagggat ggagctaatc 50 

<210> 2946 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2946 

tcagactgct gagaaggaag aatttgaaca tcaacagaaa gagctggaga 50 

<210> 2947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2947 

tgggcagctt gggtaagtac gcaacttact tttccaccaa agaactgtca 50 

<210> 2948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2948 

tgtgaaagtg tggaatggaa gaaatgtcga tcctgttgta actgattgtg 50 

<210> 2949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2949 

ctaatttcag tgcttgtgct tggttgttca gggccatttc aggtttgggt 50 
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<210> 2950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2950 

agctagcaga tcgtagctag tttgtattgt cttgtcaatt gtacagactt 

<210> 2951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2951 

atgggccagg cagagaacag aactggaggc agtccatcta gggaatggga 

<210> 2952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2952 

gtttcctttt tgggtgaaat ggatttatgt gagtgcttta aacaaatagc 



<210> 2953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2953 

gaacaatgga gccagctgaa ggaacagatt tctgacatag atgacgcagt 

<210> 2954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2954 

cgtcccctct ccccttggtt ctgcactgtt gccaataaaa agctcttaaa 

<210> 2955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2955 

gagcacccag agggattttt cagtgggaag cattacactt tgctaaatca 



<210> 2956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2956 
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agcacagatg gtgcaatact ttccttcttt gaagagatcc caaagttagt 



<210> 2957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2957 

tggaagaatg tacagcttat ggacaaatgt acaccttttt gttactttaa 

<210> 2958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2958 

ttttggagca aaaactatgg gttgtaattt gaataaagtg tcactaagca 

<210> 2959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2959 

ttcagcagga aaatgattca atttttaaac aaaatgtaac agatggcagt 

<210> 2960 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2960 

aagtagccaa gctaagatgc ctggctgggc ttctgaggaa ttaatacact 

<210> 2961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2961 

ctgaccgcca ctctcacatt tgggctcttc gctggccttg gtggagctgg 

<210> 2962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2962 

tgcattgtgt agctagtttt ctggaaaagt caatctttta ggaattgttt 

<210> 2963 

<21l> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2963 

acagctatac tttgttgtgt aatgttatgg ttccctttct gtaaaatgtt 50 

<210> 2964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2964 

gacaggatcc cccagagacc ccatttgcct ctcaacactc agaccttcaa 50 

<210> 2965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2965 

tttggtttaa aatgtaagat aggaaaatgt tggatatttg aggccatgct 50 

<210> 2966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2966 

aatctacatt ttcttaccag gagcagcatt gaggtttttg agcatagtac 50 

<210> 2967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2967 

actaacccac gattctgagc cctgagtatg cctggacatt gatgctaaca 50 

<210> 2968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2968 

ttattctgcg tccccttctc caataaaaca agccagttgg gcgtggttat 50 

<210> 2969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2969 

tccttcccac tctctccaac atcacattca ctttaaattt ttctgtatat 50 

<210> 2970 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2970 

agtcccaaaa aagccttgtg aaaatgttat gccctatgta acagcagagt 

<210> 2971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2971 

aggggagggc actacacttc cttgagagaa accgctgtca ttaataaaag 

<210> 2972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2972 

aggctgtaga aggaaatata ccttaacagg ctgatttgga gtgacccaga 

<210> 2973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2973 

accagttacc caaaatctga ttagaagtat aaggtgctct gaagtgtcct 

<210> 2974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2974 

tgaggcttgt gaggccaatc aaaataatgt ttgtgatctc tactactgtt 

<210> 2975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2975 

cagttcccaa ggacttgtca tttcatgttc ttattttaga cctgttttgt 

<210> 2976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7 2976 

accactagaa gattccggga acgttgggag tcacctgatt ctgcaaagat 
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<210> 2977 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2977 

gtcaagctga ccttgctgat ggtgacattg cacctggatg tactatccaa 50 

<210> 2978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2978 

acagctcaag taccctaatt tagttctttt ggactaatac aattcaggaa 50 

<210> 2979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2979 

gatgacgctg ggcacagagg gtcaggtcct gtcaagagga gctgggtgtc 50 

<210> 2980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2980 

aacatctctc ttctccttcc caactactgc atgaagaaat tctacttcca 50 

<210> 2981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2981 

ttcctgcctg gattatttaa aaagccatgt gtggaaaccc actatttaat 50 

<210> 2982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2982 

tgctacattt ccaaggtgaa gatgtgtggg cacatgttat ggcagattga 50 

<210> 2983 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2983 

acaaccatca acattgctgt tcaaagaaat tacagtttac gtccattcca 50 
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<210> 2984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2984 

cccacccata ggccctgtcc atacccatgt aaggtgttca ataaagaaca 

<210> 2985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2985 

actcttcagg agcttggcat catggactgt taatgtatgt gattttcccc 

<210> 2986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2986 

ggtcaagggt gtcctccact ctttaacagc tgctggacag acacattaga 

<210> 2987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2987 

gcaacttcat gtcaactttc tggctcctca aacagtaggt tggcagtaag 

<210> 2988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2988 

ccaagtggag acggggatgg ggaaaaatac tgattctgtg gaaaataccc 

<210> 2989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2989 

tgtgtaatgt acctgtcagt gcctccttta ttaaggggtt ctttgagaat 

<210> 2990 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2990 

gcaggggctc cagcaacaaa aaagaaacag caacagaaaa agaagaaagg 

<210> 2991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2991 

agactcactt accctcttgg aaagctggta cagaaggaag tctgtggctg 

<210> 2992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2992 

cctggtcatt ggtggatgtt aaacccatat tcctttcaac tgctgcctgc 

<210> 2993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2993 

aatgaattgg cctggctacc actgtggtcg cgtgctacag gtttgacaaa 

<210> 2994 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2994 

ttgatttgcc ataagtcttc ccttgcttgc atcttccaaa gctatttcga 

<210> 2995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2995 

agtgaagtta cagtggaaat gagtggaggg ggattgtctt tcaacgcagc 

<210> 2996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2996 

gcttggtcat tatgaaccag gtgagcaatg cctacctata ccgcaagagg 

<210> 2997 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2997 

aaggcactga aaatataaaa ggactggtag tttactgatg tagatgtgaa 

<210> 2998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2998 

gcagaaaagg ggaactcatt tagctcacga gtggtcgagt gaagattgaa 

<210> 2999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2999 

tatcttgaga cgccttacaa atgatggagg attccaaaga gtttttgttt 

<210> 3000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3000 

aaaatgttgt tgtgtacata ccatgctttc aatgttggct tccaagtttt 

<210> 3001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3001 

ggtagaatgt gctcttctat atctactcct caataaagca tgttctctgc 

<210> 3002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3002 

ccacaagagg atttaaggga ggaatgttta taggacacac acacaaaagc 

<210> 3003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3003 

ctccagcagg gtcagccatt cacacccatc cactcacctc ccattcccag 
<210> 3004 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3004 

aaactggcag aatgtccggg ccttatatat caagagcacc atgggcaagc 

<210> 3005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3005 

aacacacagt gtttatgttg gaatcttttg gaactccttt gatctcactg 

<210> 3006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3006 

tgggagtgag gatgggaatg ctgtatctgt ggaagtcatg ttatactgga 

<210> 3007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3007 

tgcttagatc actgcagctt ctaggacccg gtttctttta ctgatttaaa 

<210> 3008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3008 

ctgaactacc aaatagctgt gggctttctg gaactgctgg ctgggttgct 

<210> 3009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3009 

gctctgtgac tttaagagaa gaagggggga ggggtcccgg attttatgtt 

<210> 3010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3010 

agaaatgtcc ttctttcact ctgcatcttt cttttctttg agtcgttttt 
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<210> 3011 

<211> 50 

<212> DNA 

. <213> Homo sapiens 

<400> 3011 

tccagataaa gcaagaatag ttgcaagaag taaattctgg cacaaagcgt 

<210> 3012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3012 

cccacaatgg ctttgattat gatttccccc tgctgtgtgc cgagctgcgg 

<210> 3013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3013 

aaattacaga aacatgttaa aggccggaca aaggaaagac aataaaatca 

<210> 3014 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3014 

gaagtacgcg gtcaaggcct gaggggcgca ttgtcaataa agcacagctg 

<210> 3015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3015 

tctacagcca tgtcctattc cttgatcatc caaagcacct gcagagtcca 

<210> 3016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3016 

aatgtagctt aatcataatc tcacactgaa gattttgcat cacttttgct 

<210> 3017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3017 
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tgatgatgat gttcaaagag aaagaaatgg agtgattcag cacacaggcg 



<210> 3018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3018 

gccaccagcc aagcaacccc ctaaaacatt catatctagg cagtattttg 

<210> 3019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3019 

gcctttacca tgttctctcc acatccgtaa ataaacttcc ttcactacaa 

<210> 3020 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3020 

ccacacctgg cgagtaggcc aagaaggaaa atctgacgaa taaagacccc 

<210> 3021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3021 

gggctgagcc ccgcccagct cccctccaca ataaacgctg tttctccttg 

<210> 3022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3022 

tttctcagcc tacaaattgt gtctatacat ttctaagcct tgtttgcaga 

<210> 3023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3023 

gagcccaccc ccagcacccc catctgttaa taaatatctc aactccaaaa 

<210> 3024 

<211> 50 

<212> DNA 

<213> Homo sapiens 



447/1427 



WO 02/057414 



<400> 3024 

tggagtgatt tcacagtgtg tactgttttg ccacatactt ctaaagaaca 

<210> 3025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3025 

ccctttggaa atggtgaagg aaccagccca atagaagtac agagccagct 

<210> 3026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3026 

ctccctcaag gctgggagga gataaacacc aacccaggaa ttctcaataa 

<210> 3027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3027 

agggactgaa attgtggggg gaaggtagga ggcacatcaa taaagaggaa 

<210> 3028 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3028 

tggggcaaaa ccttgctaat tttctcaaaa gcatttatca ttcttgttgc 

<210> 3029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3029 

cccccagtgt gcaagggcag tgaagacttg attgtacaaa atacgttttg 

<210> 3030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3030 

agatggcgag aacctaagtt tcagttgatt ttacaattga aatgactaaa 

<210> 3031 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3031 

tgtcagacct tcttccacag caaatgagat gtatgcccaa agcggtagaa 50 

<210> 3032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3032 

gttgcagggc gaggtcaaga gagttctgac ctggatggcc catagacctg 50 

<210> 3033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3033 

gacagcagga ttggatgttg tgtattgtgg tttattttat tttcttcatt 50 

<210> 3034 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3034 

agtgccttcc ctgcctgtgg gggtcatgct gccactttta atgggtcctc 50 

<210> 3035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3035 

tttggagttt ttctgaaaaa tggagcagta atgcagcatc aacctattaa 50 

<210> 3036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3036 

caatggacaa gtatttccta atggtaccag accactggac aggcttgggt 50 

<210> 3037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3037 

gtgttggaga ggggctgtgt ctgggtgagg gatggcgggg tactgatttt 50 
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<210> 3038 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3038 

gtgctttgag ggtcagcctt taggaaggtg cagctttgtt gtcctttgag 

<210> 3039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3039 

ggctcacatc aaaaggctaa taggtgaatt tgaccaacag caagcagagt 

<210> 3040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3040 

cagaaagcaa acaacacaat tacaaggttg aatctgagga aaataatcct 

<210> 3041 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3041 

tctctctgtg ttctctgtat tgtactaacc aacctcccaa atcgctgagc 

<210> 3042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3042 

cctggaataa aactcaacat gcagatttgc ctactcatag ggactttgcc 

<210> 3043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3043 

tgcctccctg atggaaaact atataaaatt gtagacttaa aaggtttgtg 

<210> 3044 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3044 

ttcattgtaa agatgttgat ggtctcaata aaatgctaac ttgccagtga 
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<210> 3045 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3045 

cgtccgcacg gtacgtcttc atgggagtca ttttattcct tacagcttcc so 

<210> 3046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3046 

tggtgtttgg tttggggtgt tttttaagtt ttttctttta tatcatccag 50 

<210> 3047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3047 

ctccctgctc ttggttctcc tctagattga agtttgtttt ctgatgctgt 50 

<210> 3048 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3048 

tgaagacata gttcacctaa aatggcatcc tgctctgaat ctagactttt 50 

<210> 3049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3049 

ccctttgaga tttgtgtttg tgtcctgctt tgagctgtac cttgtccagt 50 

<210> 3050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3050 

tcctgtagaa aacgaactgt aaaagaccat gcaagaggca aaataaaact 50 

<210> 3051 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3051 

ccagtgacac ctctgaaagc ccccattccc tgagaatcct gttgttagta 

<210> 3052 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3052 

cctggtcagt ggtggtcttc aagacgacag ctctgtatct gccatgtgaa 

<210> 3053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3053 

cccacttccc atgctggatg ggcagaagac attgcttatt ggagacaaat 

<210> 3054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3054 

ttactggcat atgttttgta gactgtttaa tgactggata tcttccttca 

<210> 3055 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3055 

aatgtaaggt tgttttgggg gatggagtta gaaccttaat gataatttct 

<210> 3056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3056 

tttggagtgg gcaaagtaac ctcttgcttg gtgcaactat ttgtttcaaa 

<210> 3057 

<2X1> ,50 

<212> DNA 

<213> Homo sapiens 

<400> 3057 

gcttataaac acatttgagg aataggaggt ccgggttttc cataatgggt 

<210> 3058 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3058 

tcttatcatt gcatacattt tctggatgct tgagccatca gatatcagct 50 



<210> 3059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3059 

tgcagtggga attcttgagt gaggtcttac ctcttcttta aacctcttca 50 



<210> 3060 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3060 

tgcattattg tgtagccacg gttttctgga aaagttgata ttttaggaat 50 

<210> 3061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3061 

attacattgg aagggagctt tcaagatggt aggatattga ctaactgagc 50 

<210> 3062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3062 

catggtacag gcttggagct tgcaggtccc tttctactgt ggtgttggag 50 

<210> 3063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3063 

tgtgcaggga cagttggctt ccagaggttt cagctttcag ttatttgaga 5 0 

<210> 3064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3064 

aattccattt tattgggaac ccattttcca cctggtcttt cttgacaggg 50 
<210> 3065 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3065 

aaataaactt gtgtggtaaa agtacatgcc atgtgtccct caactgaaaa 

<210> 3066 * 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3066 

ttcaagacaa ttttaattgt gaacctacca tgttgcctcc catcttctga 

<210> 3067 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3067 

tttgtaagag ctgggagcaa acacgtttat gagtgtgtcg gaatcccgtg 

<210> 3068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3068 

cccaaacagg catgtatcaa aacacctgtg gagtacttta gactccaaca 



<210> 3069 
<211> 50 
<212> DNA 

<213> Homo sapiens . 
<400> 3069 

tggggccaaa agtccagtga aattgtaagc ttcaataaaa ggatgaaact 

<210> 3070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3070 

tgggctggag tagaggactc tggtgggaag gttttgctgc taatgtattt 

<210> 3071 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3071 

agctaaacag tacttaaata gcggttggaa ctaggtagcc tttcgaattt 
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<210> 3072 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3072 

tgtcattcat ttttcagaat ataaccactc aagctactgg cacatagtga 50 

<210> 3073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3073 

tctgatagag aaaaagactg ctttgtcact caaacatgtt ccttcgacct 50 

<210> 3074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3074 

ggcatcgccc atgctcctca cctgtatttt gtaatcagaa ataaattgct 50 

<210> 3075 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3075 

tttgatgtta aacagtaaat gccagtagtg accaagaaca cagtgattat 50 

<210> 3076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3076 

cctttgcctt tatactttag gggtcttact ccattaattc atttgttaca 50 

<210> 3077 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3077 

tgcacgttat ggtgtttctc cctctcactg tctgagagtt tagttgtagc 50 

<210> 3078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3078 
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ctgtagagag tcttcaagat cccggagtgg tagcgctgtc tcctggtgaa 50 



<210> 3079 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3079 

tagtaggaat gaagtggaag tccaggcttg gattgcctaa ctacactgct 50 

<210> 3080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3080 

gatccagaat ccactctcca gtctccctcc cctgactccc tctgctgtcc 50 

<210> 3081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3081 

attccattct attgtttaca caacgattac tcgaagatga ctgcaaaggt 50 

<210> 3082 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3082 

agccaagaag agagcattaa acccaagaac attgtggaga agattgactt 50 

<210> 3083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3083 

tatattgtac ttactgtgac agcagataat aaaccagtct cttggagggc 50 

<210> 3084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3084 

cttattctcc cattgggcag ctgaggaccg aggcacagag gtgcggtgac 50 

<210> 3085 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3085 

tcactgtata ccactggagt tttctggtta tctctcgtat agcaaaatct 50 

<210> 3086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3086 

gctgccacct cctgttcatt tagaactatg caaagactcc gcttccgttt 50 

<210> 3087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3087 

acagcaaagc cccaactaat ctttagaagc atattggaac tgataactcc 50 

<210> 3088 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3088 

gccagcttgg aggatggaca tttctggata cacatacaca tacaaaacag 50 

<210> 3089 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3089 

gtcaacatca tccggcaccc tctggggtag gagaacagcc attccacatg 50 

<210> 3090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3090 

tcatatgtgt ggttatactc ataataatgg gccttgtaag ccttttcacc 50 

<210> 3091 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3091 

ctgcttgact caccggcttc ctatttgatg cacccaggcc cccttgtggc 50 

<210> 3092 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3092 

gggacagaaa cacaaacgca aaaaattcag acaaaagcag taatgtttaa 50 

<210> 3093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3093 

gcgatcctca tcccttcagc aatatgtatt tgagttcaca ctatttctgt 50 

<210> 3094 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3094 

ttttgaacag cgaaaccagc gtttgcgagg gagccccaat ttcacaccag 50 

<210> 3095 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3095 

ttccaaaaga aaaactagtt gcagtcaggg agccagcgaa aagacaaaaa 50 

<210> 3096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3096 

actgagagtg gtgtctggat atattccttt tgtcttcatc actttctgaa 50 

<210> 3097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3097 

gcatgcattc attggttgtt caataagtga gatgattaca gataatactg 50 

<210> 3098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3098 

ctgatttcat aaccaggccg gaccacgtgc aatagggtgg aaaccaaact 50 
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<210> 3099 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3099 

gaagacgacg cggattacta ctgctctgtt ggctacggct ttagtcccta 50 

<210> 3100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3100 

tgaacctcag cccattaggc aggaaaagtt gatatttaat aaacaaggaa 50 

<210> 3101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3101 

ccaaggcact tggtttttct gttttatata ctaataatca gggcctaagt 50 

<210> 3102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3102 

gggggccatt cgattcgcct cagttgctgc tgtaataaaa gtctactttt 50 

<210> 3103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3103 

actttaagaa aaaacaaata attgttgcag aggtctctgt attttgcagc 50 

<210> 3104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3104 

ctgtaccagt gctggctgca ggtattaagt ccaagtttat taactagata 50 

<210> 3105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3105 

gccacctctg tgttcctgtc atagcaaata tgggaccatc accagcttac 50 
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<210> 3106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3106 

tcctgaggtg atatacttca tatttgtaat caactgaaag agctgtgcat 50 

<210> 3107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3107 

tgctgggttt gccatctttt tgttttcttt gaaaagcagc ttagttaccc 50 

<210> 3108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3108 

ccactagttg atgtatggta tctttagata tttgcctgtc tgtttgctca 50 

<210> 3109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3109 

aatggcctac aaccaagcta tttgtcccct actttgagtc ttaactgtgg 50 

<210> 3110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3110 

atcctgagct gcacttacct gtgagagtct tcaaactttt aaaccttgcc 50 

<210> 3111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3111 

tgctctgaga tggggaacag aacacacaag tatgaagttt ctttcaggtg 50 

<210> 3112 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3112 

aagcacaccc gtggttgtga aaatagtata gcaaaaaaga aaaatccccg 50 

<210> 3113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3113 

tgtttacctg cttgcagcat attagaacag acgatccatg ctaatattgt 50 

<210> 3114 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3114 

aatccttact taaaattctt ccgttaccac ccttgaaaca attagctttt 50 

<210> 3115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3115 

ataacagttc tatttggaat gatacccaca actctacaag catcttatcc 50 

<210> 3116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3116 

agagatttgt acatttgtgt aataggcctt ttcatgcttt atgtgtagct 50 

<210> 3117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3117 

tcttggtgta tttcttatgc aaacaatctt caggcagcaa agatgtctgt 50 

<210> 3118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3118 

aacctgtact gttggtattg tgttagtgta tggaccaata ctgcctgtaa 50 

<210> 3119 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3119 

aattgaggga ccatcagata actgtatttt gtcaggtgca ataaaaacaa 50 



<210> 3120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3120 

ctatgtgtac tcctcatccc tcctgctgta tattttctca ttttttgcgt 50 

<210> 3121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3121 

ttaaaagtaa caaaaactgc catttgacag taaaggctct tggcttctgt 50 

<210> 3122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3122 

gctcccttct ctttgatagc agttataatg cccttgttcc caataaaact 50 

<210> 3123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3123 

ctgagatact gctgctggaa tgggcgagac attgctgcaa agaagtcaag 50 

<210> 3124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3124 

ctgcggcgtg ttaggaatga cctggaattg tcaataaaca gatgctgctg 50 

<210> 3125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3125 

agctccctag ctgaacgggt taccctggtc attaataaag ctgtgactgg 50 
<210> 3126 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3126 

ctcatctaaa gacaccttcc tttccactgg ctgtcaagcc acagggcacc 50 

<210> 3127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3127 

ggcagaatcc acaccagctt atcaaccaac acagctaatt ttagaatagg 50 

<210> 3128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3128 

gacaggacag tgaccttggg aggaaggggc tactccgcca tccttaaaag 50 

<210> 3129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3129 

ggacaagttg gaacagaaga ccaagagtgg cctcactgga tacatcaagg 50 

<210> 3130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3130 

ccccaattct gtggcgcatc cagattgtga aaatgtacaa taaatgtgta 50 

<210> 3131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3131 

ttcagagaac tttttgcatg cttatggttg atcagttaaa aaagaatgtt 50 

<210> 3132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3132 

tgctgtttct gtagccatat tgtattctgt gtcaaataaa gtccagttgg 50 
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<210> 3133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3133 

acgccaccca aacctttcac tttccaaaga gctagccgtc ctccacccag 50 



<210> 3134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3134 

gcatctgaga tcctgttgga aaccacagca acctgtattc attattagga 50 

<210> 3135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3135 

ggacgtgacc tgtgctgagg gctgtgagaa tgtgaaacaa cagtgtgaaa 50 



<210> 3136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3136 

gccatcagat tgatcttctt cacaccaagc tctgtttaca ttccgagagg 50 



<210> 3137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3137 

cctttcctca cagggaccaa gacaaagcat gggacatgaa attaagagtg 50 

<210> 3138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3138 

aagcatgatt cccacaagga ctaagtatca gtgatttgta attttcctgt 50 

<210> 3139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3139 



464/1427 



WO 02/057414 



PCT/US01/47856 



acctgttggt tttaatgtgc atgtgaatgg cctagagaac ctatttttgt 50 



<210> 3140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3140 

ccgaccaaga tccctccctg caagacagat gggaatgtgt ataataacta 50 

<210> 3141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3141 

gggaggcgtg gctgagacca actggtttgc ctataattta ttaactattt 50 

<210> 3142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3142 

ggacggtgtc cccgcacgtt tgtattgtgt ataaatacat tcattaataa 5.0 

<210> 3143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3143 

atcctttcct caacctcctc ctttcccaat taatttcaac catagtacga 50 

<210> 3144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3144 

gccagctatg tcctctagga aatgacagac ccaaccacca gcaataaaca 50 

<210> 3145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3145 

ctgtaaaaag acaattcatc tcattgtgag tggaagtagt tatctggaat 50 

<210> 3146 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3146 

gcatttcaga atgtgtcttt tgaagggcta taccagttat taaatagtgt 

<210> 3147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3147 

ccagggtttc tgcactggtc ccctcttttc ccttcagtct tcttcacttc 



<210> 3148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3148 

acactgctac accattactt tcttgagaca tttgtaagtc ctttgataca 



<210> 3149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3149 

tgaataacta gtgataccct caataaaaca gggattgcca agaagggaac 



<210> 3150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3150 

acctttaaca tgtaaagatg ctcaccttgt tcagaagaga ataaaccagt 



<210> 3151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3151 

tatgtcataa acatgtaaat aaaagatgtt gaatcttgtt gaaagcgcgg 



<210> 3152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3152 

ttgtattctg gaagcgtgaa ttgcttttga agtctgtcag tattactggt 

<210> 3153 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3153 

tttgtaagcg aaggagatgg aggtcgtctt aaaccagaga gctactgaat 50 

<210> 3154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3154 

actcacaact tcttaagcta aatggtattt tcatttttct caagctctcc 50 

<210> 3155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3155 

agtttagcaa tatgacattc ttggtgacag tggaatcttt gtctcttcac 50 

<210> 3156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3156 

gccactgacc ttggctcacc ttagaggaat ttcctcgaga acaacagaga 50 

<210> 3157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3157 

acttctgtct ttgctggaaa gtgtatttgt gcataaataa agtctgtgta 50 

<210> 3158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3158 

ttctctttct tcacaatgta tgtcctcagt ggtacctatt attgatgcct 5 0 

<210> 3159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3159 

ctgtgacccg ctcccgcctc atgagcaagg agagtggttc atcaatgatt 50 
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<210> 3160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3160 

tgtagggtaa atgtgactgg aatacacctt tggaacggaa ttctttatca so 

<210> 3161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3161 

agaacttcca aatgctgagc ccagatccaa agttgtcttc tgtccacgag 50 

<210> 3162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3162 

tgacaaatta gaagaacggc ctcacctgcc atccaccttc aactacaacc 50 

<210> 3163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3163 

tggatatttt aacctgttaa gtgtgtgtgt gttttctgta cccaaccaga 50 

<210> 3164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3164 

taaataggga agatggagac acctctgggg gtcctctctg agtcaaatcc 50 

<210> 3165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3165 

tgtgttaggt tgaataaggt gtggaaaatg cttttctgtt agtagaatgc 50 

<210> 3166 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3166 

gcagtaacca ctgaacgtca atcagccctc catggggttc tttcgatttt 50 



468/1427 



WO 02/057414 



<210> 3167 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3167 

gtttgaagtt gtgactctcc tgcfcaccaat taaataaagc ttactttgcc 

<210> 3168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3168 

tgcaagatga atggctaata ttttggtgca gtgtttgatg ttcaaaacaa 

<210> 3169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3169 

ctgcctgttc agaactgttt aatagcagtt actcttgagt gtatttacct 

<210> 3170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3170 

attctagagt ttggaatgca aaattaattg ttttaccctc aagctgggaa 

<210> 3171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3171 

tggggtgaat ttgttaaaat gagtaacttt gataaagttt ttcatgcaca 

<210> 3172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3172 

aaaagtatag agttggaaac tctgggaaaa cttacggaaa tacacaaatg 

<210> 3173 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3173 

atgtgtcaac caccatttca gctattaaaa actcctgtta tctccttgtt 50 

<210> 3174 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3174 

tacaatgctt ccaaactgga actctacatt ttgtatcttt taaagctcct 50 

<210> 3175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3175 

gtgacttgac tgtggaagat gatggttgca tgtttctagt ttgtatatgt so 

<210> 3176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3176 

ccttccatgt cccaccccac tcccaccaaa aagtacaaaa tcaggatgtt 50 

<210> 3177 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3177 

tggtgtttga ttattggaat ggtgccatat tgtcactcct tctacttgct 50 

<210> 3178 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3178 

acagggcctc agcaagggag ccatacattt ttgtaacatt ttgatatgtt 50 

<210> 3179 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3179 

ggctaaacga ttcttactca gtgtgatgta taatgatgca acagggaccc 50 

<210> 3180 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3180 

taatggggtt tatatggact ttcttctcat aaatggcctg ccgtctccct 

<210> 3181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3181 

ataccttctg aacgggaaga gacagccagc acagtgttta tgccactggt 

<210> 3182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3182 

ttccactagt atatccctgt tgatttgttt gtgcctttta ttaactgcca 

<210> 3183 

<211> 50 

<212> DNA 

<212> Homo sapiens 

<400> 3183 

tcatctgtgc catgctctag aaccttgacc ttgatagttc accacgtctg 

<210> 3184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3184 

actgccctta actctggtat acaccaaaaa gaaatcttta ctttccttgt 

<210> 3185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3185 

aggcagcctt tctttaatgt tttcagttgg tttgtatttt gtagctcagt 

<210> 3186 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3186 

ccagaatggt ctttaatgag catggaacct gagcaaaggg aataggtggg 
<210> 3187 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3187 

tctctctcta cactgtggtg cacttaactt gtggaatttt tatactaaaa 50 



<210> 3188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3188 

actcagccta aggaaacaag tacactccac acatgcataa aggaaatcaa 50 

<210> 3189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3189 

tgtcaaataa aagagaacga acaggtagtt tggtggagct gagctagtgt 50 

<210> 3190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3190 

tttgcatcat gtagtcattg agtgaggggg agatataagc caaggatttt 50 

<210> 3191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3191 

gcttacttca caatgtgccc aggtcagctg tataaaataa atactgcatt 50 

<210> 3192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3192 

tgtaatggtt ggtttattgt tctataaccc cagcccatca ttttctgtgt 50 

<210> 3193 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3193 

agtcaatgtt tcgtgttccg cattatttga accatttgcc cttacagaaa 50 
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<210> 3194 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3194 

agggagcagt gcttttgggt cctagaacct gttgagtttc taatgaatat 

<210> 3195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3195 

aatgacttgt tatagctcag tgtgcccttg aatccataca gtttcttaaa 

<210> 3196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3196 

tgttttgttt tctgggtttt gttttttgtt tttgtctgtg caagacctgc 

<210> 3197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3197 

ggcttccatg tccagaatcc tgcttaaggt tttagggtac cttcagtact 

<210> 3198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3198 

cctgacctgt gcaataagga ttgttccctg cgaagttttg ttggatgtaa 

<210> 3199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3199 

gagtctgggg taagggtggg ggttgaaagt tgttatcttt aaatacatgt 

<210> 3200 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3200 
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ttgatctgcc aaggatttcc tctcagagct gttgcacaga cagagattgt 



<210> 3201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3201 

gggggtttcc acaatgtgag ggggaaccaa gaaaatttta aatacagtgt 

<210> 3202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3202 

tgcctgtccc aagttttgtt ccatttttta aaaatttgtt gtaaactgca 

<210> 3203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3203 

tattgttaca tatgtttgca tcaagctagc agccaagagg ttaattgtgc 

<210> 3204 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3204 

aaaccagaac aagcaacaaa ctgtatttat gcaagcaaaa ttgatgagaa 

<210> 3205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3205 

tgatgtttct gaatactacc aaacagccat acatgtctgc aatgaagaga 

<210> 3206 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3206 

tatcatcctc cttctcaacc catctcccta accccacatg cttgccagtt 

<210> 3207 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3207 

ttctgaaatt gggaaacatt tattttaaat gcaatcaggt agtgttgctt 50 

<210> 3208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3208 

gactgaattt gacatctggt atgctggtat gtagctcata catcaagagt . 50 

<210> 3209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3209 

ttgtactttt cagaaccatt ttgtctcatt attcctgttt tagctgaaga 50 

<210> 3210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3210 

ctggctgtgt cacagggtga gccccaaaat tggggttcag cgtgggaggc 50 

<210> 3211 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3211 

aatggtcccc tgtgtttgta gagaactccc ttatacagag ttttggttct 50 

<210> 3212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3212 

ttctttcatg tcctccctac ttcctcagtg tcaatcagat taaagtgtgt 50 

<210> 3213 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3213 

tttgaacttt ggtcatagag tcttcatatt tcagtatttg gtggtcccta 50 

<210> 3214 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3214 

accctagagt tactctcttt tgggaacata aggaggtata cagaactgca 50 

<210> 3215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3215 

ttgatgtgtc acaaaacatt actcatttga tttcccccac ccccgccaac 50 

<210> 3216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3216 

tcagggcgtt tgaatgtgaa ttaggaccag cgcaatgaat gctcaagttg 50 

<210> 3217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3217 

agttcccagt ctcttctgtc ctgcagccct tgcctctttc ccacaggttc 50 

<210> 3218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3218 

gtagaatcag gcactgctcg cagaaggaac acagattgta gagattaaca 50 

<210> 3219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3219 

ttttctcagc gcagttttgt tttgtgtgtc cattggatta caaactttat 50 

<210> 3220 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3220 

tgcctcatta tcttgcagct gtaaacatat tggaatgtac atgtcaataa 50 
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<210> 3221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3221 

gccatagcct gaatctttta ggggtattaa ggtcagcctc tcactcttcc 50 

<210> 3222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3222 

agccgccttc caggcccgct atgcagacat ctttccctcc aaggtttgtc 50 

<210> 3223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3223 

agcagctttc ttcaagtcgc tctttagccc tttgtggtta atctctcagt 50 

<210> 3224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3224 

tgcactgata caacattacc attcttctat ggaaagaaaa cttttgatga 50 

<210> 3225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3225 

atagaggagg aggcacttca ggggtgaggc ggaggaggag tcaacgtatt 50 

<210> 3226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3226 

atacccacac agcaactggt ccactgcttt actgtctgtt ggataatggc 50 

<210> 3227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3227 

agatttgtgt cctctcattc cctctcttcc tcttgtaagt gcccttctaa 50 
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<210> 3228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3228 

gcactgtttt taaacccaag taaagactgc ttgaaacctg ttgatggaaa 

<210> 3229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3229 

agatttcccc tcagtttcca ttgacttaga tcaggttaca gagaaaggca 

<210> 3230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3230 

agatcgagat cttcagtcct ctgcttcatc tgtgagcttg ccttcagtca 

<210> 3231 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3231 

agtgactaaa tactgggaac ctattttctc aatcttcctc catgttgtgt 

<210> 3232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3232 

tggcactctg tggctccttg tagtattata gctatactgg gaaagcatag 

<210> 3233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3233 

ttggtgagtt gccaaagaag caatacagca tatctgcttt tgccttctgt 

<210> 3234 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3234 

aattgaccaa cctaatgtta caactacttt gaggtggcca aatgtaaact 

<210> 3235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3235 

ctactacgct gccctgggtg ctgtaggagc ccatctgact caccagaaat 

<210> 3236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3236 

aaggcctcag ttttaattat tttcttccca aaataaatca cacatttggt 

<210> 3237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3237 

ggtggggtga tagggtgggc taaaaaccat gcactctgga atttgttgta 

<210> 3238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3238 

agaggcagct tctagacaga gttgcttaat gaaagggttt gtaatacttt 

<210> 3239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3239 

gctcagttcc atatttcatc cgtgaaaaac ttgcaatacg agcagtttca 

<210> 3240 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3240 

caacggccag gagaagcact ttaaggacga ggacgaggac gaggacgtgg 

<210> 3241 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3241 

atacagcccc ggcagaaaac gcctaaagtc agatgagaga ccagtacata 

<210> 3242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3242 

accagaaact tcaaatgtgt cacaaaagat gagcagaact atcccgaggt 

<210> 3243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3243 

aaagcgaagt catgggagag ccacacttga tggtggaata taaacttggt 

<210> 3244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3244 

tccctgccat aacatctttt gccacgtata gctggaatta agtgttgtct 

<210> 3245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3245 

ctggtgactc cacacttcca acctgctcta aaaaacgcaa aatagaacag 

<210> 3246 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3246 

tgtgtagtgg atggagttta ctgtttgtgg aataaaaacg gctgtttccg 

<210> 3247 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3247 

acagggattt cttatgtctt tggctacact agatattttg tgattggcaa 
<210> 3248 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3248 

aggcctgagt gtgtgcggga gaccaaataa accggcttgg gtgcgcaaaa 50 

<210> 3249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3249 

aagaaagaag agagagaact tgatgccaag tccacgaaaa aacaattttt 50 

<210> 3250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3250 

gatccagctg tgcttaagag ccagtaatgt cttaataaac atgtggcagc 50 

<210> 3251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3251 

aagcacttgt tttattttgt gtgtggagta taaaggctac acccttattg 50 

<210> 3252 

<211> 50 

<212> DNA ' 

<213> Homo sapiens 

<400> 3252 

cctttttcta cagaatcatc aggcatgggt aaggtggcta acgctgagat 50 

<210> 3253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3253 

tgggtatgtt ctagagattt accaccattg cttattgctt ttttctttaa 50 

<210> 3254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3254 

tcttcttgat agatgaggcc atggtgtaaa tggaagtttc agagaggaca 50 
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<210> 3255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3255 

gtgggttggt cccactaatg gaaatggaaa tgcctgagcc aggccagcgg 50 

<210> 3256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3256 

aatctattcc tgcacctgtt acggtttctg gaagcagtta ataaaaagta 50 

<210> 3257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3257 

gcatggagtc aggagaaaac caccttcata aactgctctg tgcaaagagg 50 

<210> 3258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3258 

acaaatgccc ctgtttatca ataggtgact acttactaca catggaacca 50 

<210> 3259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3259 

tgattatatg cagattccta gtagcatgcc ttacctacag cactatgtgc 50 

<210> 3260 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3260 

ggtcattgag cctcaggtag ggaatatatc aacccgattt cttcctctct 50 

<210> 3261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3261 
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tttcaaagtg cccagactgt gtacaaagac acatgtaatg gagattgtac 50 



<210> 3262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3262 

aggaccgaag tgtttcaagt ggatctcagt aaaggatctt tggagccaga 50 

<210> 3263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3263 

agtttcactg tcagagatat tgtaggtgct aatactggat ttcgtctcag 5 0 

<210> 3264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3264 

agttagaaga gcaatatgtt tccttctctg taacagtgtc ctaacagtga 50 

<210> 3265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3265 

agctgccact tcccagaagc ctacataatt atttgctcta tgaagacgtt 50 

<210> 3266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3266 

gccactaata acattgggct aatatctgct gtgcttctct gacaggtagt 50 

<210> 3267 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3267 

agcatgcagt tctctgtgaa atctcaaata ttgttgtaat agtctgtttc 50 

<210> 3268 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3268 

tgaatctatc ccccaagaaa ccatcttatc cctgtaataa atcagcatgt 



<210> 3269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3269 

gtgcttccag gcggcactga cagcctcagt aacaataaaa acaatggtag 

<210> 3270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3270 

gtccatgttt ctaggggtat tcatttgctt tctcgttgaa acctgttgtt 

<210> 3271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3271 

taggtccata aatgttgtaa taaatattcc tttgatcttg gtgtttgcgt 



<210> 3272 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3272 

gctagtacct gttatttatt acctggaggc ctgtccagca cccaccctac 

<210> 3273 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3273 

cccactatgc acagattaaa cttcacctac aaactcctta atatgatctg 

<210> 3274 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3274 

tgtgctctgt tttaccttac tctgtttaga aaagtataca agcgtgtttt 

<210> 3275 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3275 

tgagtgtgtc tctggatttt gaccccttat tgattcattg taatatgtaa 

<210> 3276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3276 

acatttgtaa gggctctcaa agattcacac atgcctatat tatcataaga 

<210> 3277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3277 

tccgcatcca ttatttaaac cagtggaaat tgtctctatt tttggaaagt 

<210> 3278 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3278 

acggagctgt agtgccatta gaaactgtga atttccaaat aaatctgaac 

<210> 3279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3279 

agccttcagt ttcttaaatg aaatcaaatg ttccttcagt acaggtaact 

<210> 3280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3280 

ccagaccccc atcacttgat gggccacaca agtttgagag tggtacaagg 

<210> 3281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3281 

tcaggttaaa cccagcagca gcaaagaact ccccagtgac ttccagttat 
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<210> 3282 

<211> 50 

<212> DNA 

<213-> Homo sapiens 

<400> 3282 

99tgggcatt tttgggctac ctggttcgtt tttataagat tttgctgggt 

<210> 3283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3283 

agtgcaataa tactgtatag ctttccccca cctcccacaa aatcacccag 

<210> 3284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3284 

aatcatgttg cagaaccagc aggtggatag tatataggtt tatgcctggg 

<210> 3285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3285 

ggtgcagcgt gtcagacaca acattcatgt tactcttaca ttggaatctg 

<210> 3286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3286 

ggactgacac cacagatgac agccccacct ccttgagctt tatttaccta 

<210> 3287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3287 

acgacccatt ttgcaagact taaagccgga agaacacatt ttcagattgt 

<210> 3288 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3288 

aggaattact gtaacaaaat atgtatgtcc gaagggaaaa agctgcaagg 



486/1427 



WO 02/057414 



<210> 3289 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3289 

tcctgtggaa tctgatatgt ctggtagcat gtcattgatg ggacatgaag 

<210> 3290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3290 

atggcactag gcagcatttg tatagtaact aatggcaaaa attcatggct 

<210> 3291 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3291 

atttgattaa aattatttcc cactgaccta aactttcagt gatttgtggg 

<210> 3292 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3292 

aaagcaagtg ttttgtacat ttcttttcaa aaagtgccaa atttgtcagt 

<210> 3293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3293 

aatctgcact gatattacat ccacagtacc acagtattta tgtgtatgaa 

<210> 3294 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3294 

atggtagctg agccaaacac gtaggatttc cgttttaagg ttcacatgga 

<210> 3295 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3295 

aagccagaac ctgctgtttt cagggtgggt gatgtaaata tagtgtgtac 

<210> 3296 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 3296 

tgacaaatta gaagaacggc ctcacctgcc atccaccttc aactacaacc 

<210> 3297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3297 

tctttctggt ttctggagat aacccatcaa taaaagctgc ttcctctggt 

<210> 3298 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3298 

gggacccctc ctacccttga ctcctctgtg ctttggtaat aaattgtttt 

<210> 3299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3299 

gttctgaatg ctgtcctcaa agtatataat gtttcatgta ccaagaccct 

<210> 3300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3300 

gacatctgct ccctcctcct gcaacacagc ccagccctga aggccatccg 

<210> 3301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3301 

tgggaagatc ctgacctcct ccaaggaaga aatccagaaa gccttaagac 

<210> 3302 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3302 

agccagtgat ctctctgact ttcaatcagt ttccaagctt aaccagggca 50 

<210> 3303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3303 

aaacgcatcc gctatctcta caaacacttt aaccgacatg ggaagtttcg so 

<210> 3304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3304 

tcctccagct gacagaaaaa tccaggatga gatcagaagg atactggtgt 50 

<210> 3305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3305 

ttccaggctt ttgctactct tcactcagct acaataaaca tcctgaatgt 50 

<210> 3306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3306 

acacctagtc atagaaatca gtctctctgg tttgttttgt attatgttgt 50 

<210> 3307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3307 

cactgcttcc ttctgctcca ggcctcaatt ttcccttctt gtaaaatgga 50 

<210> 3308 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3308 

actttcggag ggagtttatt attgagtctt tatctgtgac agtatttgga 50 
<210> 3309 
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<212> DNA 

<213> Homo sapiens 

<400> 3309 

atagagaggt aattaaattg ctggagccaa ctatttcaca acttctgtaa 

<210> 3310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3310 

gttccaccag tatttaccag gaaaacaaag aatgtgttaa gggatgctcc 

<210> 3311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3311 

tgctatttcc tattttcacc aaaattgggg aaggagtgcc actttccagc 

<210> 3312 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3312 

tgctgccact tttcaattct gtcagtgctt ccacatggaa acaaaatgca 

<210> 3313 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3313 

tcactttctg tattttaatt ttgttgaagg gctgattggg atttccatgt 

<210> 3314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3314 

gcatgaagag acatagcctt ttagttttgc taattgtgaa atggaaatgc 

<210> 3315 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3315 

tgttgtccct gaacttagct aaatggtgca acttagtttc tccttgcttt 
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<210> 3316 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3316 

tcatagtgtc agtgaggtcc cgtgagtctt tgtgagtcct tgtgtcatcg 50 

<210> 3317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3317 

gtgcgtagaa tattacgtat gcatgttcat gtctaaagaa tggctgttga 50 

<210> 3318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3318 

cgtggttgtg ggaggggaaa gaggaaacag agctagtcag atgtgaattg 50 

<210> 3319 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3319 

ggacattggt tattttatgc tttcttggat ataaccatga tcagagtgcc 50 

<210> 3320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3320 

gcaagtgtag gagtggtggg cctgaactgg gccattgatc agactaaata 50 

<210> 3321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3321 

aatcagaaga gcctggaaaa agacctagcc caacttccct tgtgggaaac 50 

<210> 3322 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3322 
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tcaacaaagg ggattttgta cacataacat gggttattta gtttaactct 50 

<210> 3323 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3323 

cttttgtgca gcgactatgt tggtgttagg ggtggtgtgg agattgttaa 50 

<210> 3324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3324 

atttatgcct taaatgtttt cttccccatt ccttcctccc cctcggtagg 50 

<210> 3325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3325 

tttgtatttg tgaactcatc tgtgggagga gtaaagaaaa tccaaaagca 50 

<210> 3326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3326 

cccccgtggg catggaccac ctttatttta tacaaaatta aaaacaagtt 50 

<210> 3327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3327 

actgtaaact aatctgtcat tgtttttacc ttccttttct ttttcagtgc so 

<210> 3328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3328 

tacttgctgt ggtggtcttg tgaaaggtga tgggttttat tcgttgggct 50 

<210> 3329 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3329 

aaagaattag tgtatgcttc ctgaataaaa aggagccaaa gttgatcaga 50 

<210> 3330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3330 

agggggtgat ttttgctctt gtcctgagaa ataacagtgc tgttttaaaa 50 

<210> 3331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3331 

agcttaaggt tttaaaaatg ttgcccgtaa tgttgaacgt gtctgttaga 50 

<210> 3332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3332 

ggatgcacgt acagaataca ttcagccgtc aggtaataac atgaagcagt 50 

<210> 3333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3333 

ggacagtttc tattgctttt ccttttttcc atcccttccc taccatcaaa 50 

<210> 3334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3334 

agacttacat tactgcttta acgtgtatat cactgggcat ccccaagggc 50 

<210> 3335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3335 

gtcaggttag gtcaaagcca gggagtgaca gaatctggga aatcaaacaa 50 

<210> 3336 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3336 

cctcttgatg cctaagcagg taagcagatg cctaagctgt atttctccaa 



<210> 3337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3337 

tggatctgtc aaactaacac ttatgccttt agtctcattg tatgaggtgt 



<210> 3338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3338 

acctgccatc attggtcttt actaagtgaa gtgacttctt tctttaacaa 



<210> 3339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3339 

gctgccaact gtagtaatga tgcttttaat aaaagtgacc catgatatgc 



<210> 3340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3340 

actgttgtcc ccccaccctt ttttccttaa ataaagtaaa aatgacaccc 



<210> 3341 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 3341 

tgtgaatact gtgtagcagg atcttgagag tccttgttct tacataggca 

<210> 3342 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3342 

aagaggcttc catccctcct tccttctttc ctcctacagt gctgagcaaa 
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<210> 3343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3343 

gttgaattgg ggtggatggg gggagcaagc ataattttta agtgtgaagc 



<210> 3344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3344 

tcaccagctg atgacacttc caaagagatt agctcacctt tctcctaggc 



<210> 3345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3345 

cccactgaag tctttgggta gctcttaagc cataactaag gagcagcatt 



<210> 3346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3346 

agtgacgagg aggaagtggc ctacacgggt tagctgccca gtgagccatc 

<210> 3347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3347 

aacagaagtc aagagaacat agaccaactt gctgcatgag taaggtggct 



<210> 3348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3348 

ttttccctgc tattgaggaa gtattttgcc ttccctactc actgagaagt 

<210> 3349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3349 

cggaaccaga atttgatctc aactatgttc cactaaaggc acaggaatgg 
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<210> 3350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3350 

cgcaccttgt gtcttgtagg gtatggtatg tgggacttcg ctgtttttat 

<210> 3351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3351 

agcagttata ttgccccttg gtttttattc agtttaacta ctgtttccaa 

<210> 3352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3352 

agcaaaatcc tcagaaatgg tctaaataaa acacttgata tgcctagaga 

<210> 3353 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3353 

tgattttgca acttaggatg tttttgagtc ccatggttca ttttgattgt 

<210> 3354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3354 

ttacctggat tccattggct ggttttacca ctcctatcag attgtagtgt 

<210> 3355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3355 

ctctttgccc tctatcctga gtaactaatg gacatcttct catgcaaggt 

<210> 3356 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3356 

gccacagaat ggtcacccag cttatttagg tgtagacaag tatgacacag 50 



<210> 3357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3357 

gccacagagg ctccaatacc tgggaatgtt cacaaagtca tcaactggaa 50 



<210> 3358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3358 

agaatgtgtg tgcctgtggg tctctacaag tgacagatgt gttgttttca 50 



<210> 3359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3359 

tccaaattgt ttcctaacat tctattttat gcctttgcgt attaaacgtg 50 



<210> 3360 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3360 

gcctctactg tggcctcaac cctggcaatt atagctactc ccatccctta 50 



<210> 3361 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3361 

aactgaacac aattttggga caacgtttaa acattacttt tcatacttga 50 



<210> 3362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3362 

ctcagcccag cccgcctgtc cctagattca gccacatcag aaataaactg 50 



<210> 3363 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3363 

actgtgccat ggacattttt cctctgggga attaacatct aaattctggt 

<210> 3364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3364 

acaacgctct tagagaatcc gtgaatgtga acagacaaat gtggctaacc 

<210> 3365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3365 

taggagaata agagtctgga gactgggagc cttcacttcg gcctccgatt 

<210> 3366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3366 

tgctgagtgg ttacactttg caagctgtgg tgaagatcac actgtgaaga 

<210> 3367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3367 

cccagtgctg atggagatgc cactttcgtg tgactgcgaa cattaaagca 

<210> 3368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3368 

tgttcaggat ctcctccctt gtttaaatgt caataaatgc cccaactgct 

<210> 3369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3369 

ttattcatat attcctgtcc aaagccacac tgaaaacaga ggcagagaca 
<210> 3370 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3370 

aggtcatcca cacacttctg cccccactgc attgaatttt ttgcttatgt 50 



<210> 3371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3371 

ttttcgttct cctcctaccc cagatctcta caaggacatt gcccctaagc ■ 50 



<210> 3372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3372 

gtgtttgtaa ttcttctttg tccttttacc tacagaaatg gtcacatggt 50 



<210> 3373 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3373 

aggatgtttg tagtgctata atatagaatg ggatttactc tgctttacca 50 



<210> 3374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3374 

agctaattat ctctttgagt ccttgcttct gtttgctcac agtaagctca 50 



<210> 3375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3375 

tcctacttat ttaagctatt tgagctccgg gtctcttcta cctgcattct 50 



<210> 3376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3376 

agtgattgcc acctaaatca gaagacgttc taaagtcagt aagaaagtgt 50 
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<210> 3377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3377 

cacgcttagg gcagggatct gggaaattcc agtgatctcc tttagcagag 

<210> 3378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3378 

tttctaatcg aggtgtgaaa aagttctagg ttcagttgaa gttctgatga 

<210> 3379 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3379 

tcattctgtt tttgatgaac atttggaaac tgtcgggctt tttattaaag 

<210> 3380 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3380 

caatgccctg tgttaaattg tttaaaagtt tcccttttct tttttgccaa 



<210> 3381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3381 

acctattgca tggaaagatg ctcattatag tgaagttaat aaagcacctt 

<210> 3382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3382 

agaggactat agtggaagtg aaagcattct gtgtttactc tttgcattaa 

<210> 3383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3383 



500/1427 



WO 02/057414 



tgaattgcac tgtgaaaagc actcttccct ctcagttttc gttcatcctg 



<210> 3384 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3384 

ccatggggtc agaagggcac ggtagttctt gcaattattt ttgttttacc 



<210> 3385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3385 

aatgtgggaa ggatttattt acagtgtgtt gtaattttgt aaggccaact 



<210> 3386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3386 

agctactgtg acagaaacag aaaagcagtg gacaacacgt ttccaagaag 



<210> 3387 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3387 

tgctcatgct gacttaaaac actagcagta aaacgctgta aactgtaaca 



<210> 3388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3388 

tccaatgcag tcccattctt tatggcctat agtctcactc ccaactaccc 



<210> 3389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3389 

ggtgtctgac ttaatgactc ctgctgaagt tgaattgtga gatgttatcc 

<210> 3390 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3390 

catttgtctg gaaatgctgc cgggagccta ttgtgtaaat gtaggtattt 50 

<210> 3391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3391 

gcgggaaggc atgtaaccac ctaaaccatc tccgagaaca tcagaggatc 50 

<210> 3392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3392 

caggtcaacc cccaccggac ctacaacccg cagtcccaca tcatctcagg 50 

<210> 3393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3393 

caggtcaacc cccaccggac ctacaacccg cagtcccaca tcatctcagg 50 

<210> 3394 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3394 

tttagggttg tgactggctt tggtgcaaat gtgtgctcaa gctaataagt 50 

<210> 3395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3395 

acttgtgttt tgtttggggg ctgggaaatg tatttttaca ttgtagccaa . 50 

<210> 3396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3396 

aacattgtgc tctaacagta tgactattct ttcccccact cttaaacagt . 50 

<210> 3397 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3397 

ccaagggagg agggaggagg taaaaggcag ggagttaata acatgaatta 50 

<210> 3398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3398 

tactctttgg catccagtct ctcgtggcga ttgattatgc ttgtgtgagg 50 

<210> 3399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3399 

ccttccagaa gctacgaaaa agggagctgt ttaaatttaa taaatctctg 50 

<210> 3400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3400 

aagtgccata gaagaccaat aactgtttag ttgaggctag tctggaacct 50 

<210> 3401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3401 

tggattcaag ttactgaagt gaataccaat aaaaagaaaa ccctaggcca 50 

<210> 3402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3402 

aggagtggat cccaccttca acaccttaca agtaaagaca atgaagaaca 50 

<210> 3403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3403 

cagtaatagc tgaacctgtt caaaatgtta ataaaggttt cgttgcatgg 50 
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<210> 3404 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3404 

agggagtggg gaggtggtaa gaacacctga caacttctga atattggaca 50 

<210> 3405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3405 

aaaattagtg gattgactcc actttgttgt gttgttttca ttgttgaaaa 50 

<210> 3406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3406 

aatggaggca cgaacgcagg ggccaaatag caataaatgg gttttgtttt 50 

<210> 3407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3407 

tgttttgatt gttttgcaag gaagaaagac aatggaataa cataccttca 50 

<210> 3408 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3408 

tcattgctgt ctacaggttt ctttcagatt atgttcatgg gtttgtgtgt 50 

<210> 3409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3409 

gaaaacagac cttgtgctga ggacacgtca ataaaaatta taccttcccc 50 

<210> 3410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3410 

gggataccag ctgagtctga attctgctct aaataaagac gactacagag 50 
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<210> 3411 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3411 

tggctcggat aagagatggg acatcattca gtcactagtt ggatggcaca 50 

<210> 3412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3412 

aacttgatga aagtattgca gtattgatgc cattgtagaa tagaactgga 50 

<210> 3413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3413 

tttgtgtgtt gggaccaaac agttgtcaat aaactttaca agcgagcatc 5 0 

<210> 3414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3414 

catggggctc tcttgtgtac ttattgttta aggtttcctc aaactgtgat 50 

<210> 3415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3415 

aggtggtcaa tgaatgtttt gatgaaatga atgtttttgt ataatggcct 5 0 

<210> 3416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3416 

acgggacaat tttaagatgt aataccaata ctttagaagt ttggtcgtgt 50 

<210> 3417 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3417 

acagcaaact ttggcattta tgtggagcat ttctcattgt tggaatctga 

<210> 3418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3418 

acagcaaact ttggcattta tgtggagcat ttctcattgt tggaatctga 

<210> 3419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3419 

acttttatgt aaaaaagtgc acctttagtt ttacaagtaa agcaggttgt 

<210> 3420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3420 

tcttaataat aatgaagacg acttaccctg tggaattgaa cacactggtg 

<210> 3421 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3421 

gctgctgtgt gtatttatga atattaatga ataaaaactg cttggatggt 

<210> 3422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3422 

accgtgtaaa gtggggatgg ggtaaaagtg gttaacgtac tgttggatca 

<210> 3423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3423 

taaatttatt tatttatgaa aaaacctcgt gccgaattct tggcctcgag 

<210> 3424 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3424 

gggtttccgc tggctctccc agtatattga ctgatgtttg gacggtgaaa 50 

<210> 3425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3425 

gtacagttac tcatgtcatt gtaatgattt cactcctaac tgtgacattt 50 

<210> 3426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3426 

actgagttgt cagaaattat gtcaaaatga aaactgtttg tttcatgaca 50 

<210> 3427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3427 

acctgacttc accatgttta ttccctttgc ctacaaccag ttaatatctg 50 

<210> 3428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3428 

tcatgcgtga acaatttaaa aaacgacaga ataaggtaca aatgtagtgt 50 

<210> 3429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3429 

cccatccccc ctccccaccc ccatccccaa tacagctacg tttgtacatc 50 

<210> 3430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3430 

ccaacaaaat tgggatcatc caaactgagt ccatctggct aattctaaat 50 
<210> 3431 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3431 

tgactggaac tgagagtaaa ttgggaatgt atgaccaatc ttagaccctg 

<210> 3432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3432 

tgtttaaatg atggtgaata ctttcttaac actggtttgt ctgcatgtgt 

<210> 3433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3433 

acctaaggtc aagctgggag agagaaatga ctgagatgaa tgtctttact 

<210> 3434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3434 

gcttagggaa atttcacagt tcattgtgga gtgttaaact tagaacatgt 

<210> 3435 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3435 

tgttacaggt ttccaaggtg gacttgaaca gatggcctta tattaccaaa 

<210> 3436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3436 

tgttactgct ttgccagttc tacgttattt acaattattc agctcttgca 

<210> 3437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3437 

tttctgtatt gcagtgttta taggcttctt gtgtgttaaa cttgatttca 
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<210> 3438 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3438 

aactaacccc ctttccctgc tagaaataac aattagatgc cccaaagcga 50 

<210> 3439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3439 

gtttgtgtta ccctcctgta aatggtgtac ataatgtatt gttggtaatt 50 

<210> 3440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3440 

gctcaccata cggctctaac agattagggg ctaaaacgat tactgacttt 50 

<210> 3441 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3441 

cggctgatgg gacaggaatt gaagaagaga attgactcgt atgaacagga 50 

<210> 3442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3442 

tggtgctacg aagccatttc tcttgatttt tagtaaactt ttatgacagc 50 

<210> 3443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3443 

tgagaaactg tttgacctgg ttcgaagaat gttagaatat gatccaactc 50 

<210> 3444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3444 
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ggtgggacac gccaagctct tcagtgaaga cacgatgtta ttaaaagcct 50 



<210> 3445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3445 

tgctttgaag ctacctggat atttcctatt tgaaataaaa ttgttcggtc 50 



<210> 3446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3446 

atcgccaaga acctggttag aggcataaag accttttttc accgttacct 50 



<210> 3447 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3447 

tgctgcgacg cacatacata cgtgttgtgt ctgtcaataa agtgtaaata 50 



<210> 3448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3448 

tgggaggaga taagaagaga aagggccaag tgatccagtt ctaagtgtca 5 0 



<210> 3449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3449 

tgcagtagtt gactttgctg tatggaaaaa taaagtgaaa ttgccctaat 50 



<210> 3450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3450 

gctaaataag gaatactcat gccaagatca tcgaattgtg cctcctccct 50 

<210> 3451 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3451 

acccaaggga cctggatttg gtgtacaagc aggcctttaa tttatattga 

<210> 3452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3452 

ggagtcagtc agtgctccta tatttttcat tttttgtcaa agcaagaagt 

<210> 3453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3453 

tttgtggccg agtgtaacaa ccatataata aatcacctct tccgctgttt 

<210> 3454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3454 

ttctacatga aatgtttagc tcttacactc tatccttcct agaaaatggt 

<210> 3455 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3455 

ggacgacagt gaaatctaga gtaaaaccaa gctggcccaa gtgtcctgca 

<210> 3456 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3456 

tgttttgggg tctgtgagag tacatgtatt atatacaagc acaacagggc 

<210> 3457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3457 

aggaacagtt agttctcatc tagaatgaaa gttccatata tgcattggtg 

<210> 3458 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3458 

tgtgtgtgta tcccataccc cactctggaa ggaaccatcc agtaaaggtc 

<210> 3459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3459 

gtgcaagggg agcacatatt ggatgtatat gttaccatat gttaggaaat 

<210> 3460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3460 

tttccttgtt ccctcccatg cctagctgga ttgcagagtt aagtttatga 

<210> 3461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3461 

acccagtcac ctctgtcttc agcaccctca taagtcgtca ctaatacaca 

<210> 3462 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3462 

tgaatcacat tgtcagaatt ttttcctcct cgctgttcaa ttttgtagtt 

<210> 3463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3463 

agatgccttg ttgctttgaa gaagggagtg atgtcaattc tcttgttaca 

<210> 3464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3464 

ccatgtgggc tactcatgat gggcttgatt ctttgggaat aataaaatga 
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<210> 3465 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3465 

aaaagttctc tgtagatttc tgaagtgcat attcattgat gccaagaaaa 50 

<210> 3466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3466 

ggaggagttt gcatgtctca tgataaccaa atgtaagatg aaaataaaag 50 

<210> 3467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3467 

ttggtgactt agtgattttg tcatttttta catcaacttc atggtcttgt 50 

<210> 3468 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3468 

cgcccggcag cccccatcca tctgtgtctg tctgttggcc tgtatctgtt 50 

<210> 3469 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3469 

ggcatcgcca acgcctgcct cgtgccacct catgcttata ataaagccgg 50 



<210> 3470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3470 

ctggctgtgt cacagggtga gccccaaaat tggggttcag cgtgggaggc 

<210> 3471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3471 

gccgtcctca gttacctttc atgaggcttc tagccaaaga tgataaaggg 
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<210> 3472 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3472 

aggataaaat cattg€ctct ggaggcaatt tggaaattat ttctgcttct 

<210> 3473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3473 

cgggtgatta caggcaccag tgcagtgatg attgtactta tttgacacat 

<210> 3474 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3474 

gcctctggtg ctttgtcctg tatttggttt aatgtttttg tcctaatctc 



<210> 3475 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3475 

ttgatgtgaa ttcagttatt gaacttgtta cttgtttttg ccagaaatgt 

<210> 3476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3476 

aagcttcgaa ctcaaaatca tggaaaggtt ttaagatttg aggttggttt 



<210> 3477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3477 

cccagttaga tatcagtgag tttgaataac tgaagaaatg ttgacaatgt 



<210> 3478 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3478 

aagtacacct gtcagctgtt tcttaccact tcgatggttg tgattaattt 50 

<210> 3479 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3479 

tgtttgcttg aacagttgtg taaatcatac aggattttgt gggtattggt 50 

<210> 3480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3480 

tgaccttctg tgtttttgtt tctgacttga ataatttatc aatggtgttg 50 

<210> 3481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3481 

ccagggctgc tttgctgtga tgatgattgc atttcaacac atgccagatg 50 

<210> 3482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3482 

gagttaccac accccatgag ggaagctcta aatagccaac acccatctgt 50 

<210> 3483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3483 

ttctatcctt gacttagatt ctggtggaga gaagtgagaa taggcagccc 50 

<210> 3484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3484 

tcttgctctt tctactctga actaataaag ctgttgccaa gctggacggc 50 

<210> 3485 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3485 

tgcaaacaaa tgcataaatg caaatgtaaa gtaaagctga aattgatctc 50 

<210> 3486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3486 

atgctacttg ggagaaaact ctcactaact gtctcaccgg gtttcaaagc 50 

<210> 3487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3487 

tgcaatggaa tataaatatc acaaagttgt ttaactagac tgcgtgttgt 50 

<210> 3488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3488 

tttcacctcc tcagtccctt gcctacccca gtgagagtct gatcttgttt 50 

<210> 3489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3489 

cgcctctccc cgtggaccct gttaatccca ataaaattct gagcaagttc 50 

<210> 3490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3490 

aggattcgct gttgaaacaa gttgtccaag caatgttata ttcattttta 50 

<210> 3491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3491 

ggaaggggga caagggtcag tctgtcgggt gggggcagaa atcaaatcag 50 
<210> 3492 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3492 

ggaaggggga caagggtcag tctgtcgggt gggggcagaa atcaaatcag 

<210> 3493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3493 

tttttcccag ctcgccacag aatggatcat gaagactgac aactgcaaaa 

<210> 3494 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 3494 

aggagtggcc taagaaatgc gtgtttcagt gactagatta taaatattct 

<210> 3495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3495 

agctgtgaac ttcgtaactt tgtaaagcaa gatataaagc aaatacaaga 

<210> 3496 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3496 

aggagggatc acctgcactg agaatgaggc agtttgacac agatcacaaa 

<210> 3497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3497 

tgttccacta ccagccttac ttgtttaata aaaatcagtg caaagagaaa 

<210> 3498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3498 

acctcagatt ttgttacctg tcttttaaaa atgcagattt tgtcaaatca 
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<210> 3499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3499 

ttaacggctt cactggacag ttttccttag aaggtagttt tgtgtgactg 50 

<210> 3500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3500 

accgtgggtg tgtccaagaa gaaataagtc tgtaggcctt gtctgttaat 50 

<210> 3501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3501 

ccaatggata tttctgtatt actagggagg catttacagt cctctaatgt 50 

<210> 3502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3502 

tagctttaga aaataacagt ttgtgaactt acttccctat atttgcagct 50 

<210> 3503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3503 

ctttgtggac tagccaaggc tgtgagggcc agaataaaca actgctcaac 50 

<210> 3504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3504 

gccgagcaat gacccttttc aatttcttat ttctgtgtta ctgaggaccc 50 

<210> 3505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3505 



518/1427 



WO 02/057414 



PCT/US01/47856 



gaaacatgtg gatttgctgt ggaatgacaa gcttcaagga tttacccagg 50 

<210> 3506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3506 

tttgatctga aatgtttgag aagacacgaa taaagttact tgggcagaaa 50 

<210> 3507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3507 

tcccatcaaa aaggtatcaa atgccttgga agctccctga tcctacaaaa 50 

<210> 3508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3508 

atctgacatt attgtaacta ccgtgtgatc agtaagattc ctgtaagaaa 50 

<210> 3509 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3509 

accttgtacc atggaaaaca tgaaaagagt cttagaagta aagaacaaca 50 

<210> 3510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3510 

agcatgtgtc tgccatttca tttgtacgct tgttcaaaac caagtttgtt 50 

<210> 3511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3511 

tgagctgtat taccataagt agaattttaa gtaaactggt gaatttgggc 50 

<210> 3512 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3512 

gccccattaa agggtgaact tgtaataaat tggaatttca aataaacctc 50 

<210> 3513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3513 

tgccctaatc ttgagttgag gaaatatatg cacaggagtc aaagagatgt 50 

<210> 3514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3514 

aacgtcatgt gcacctttac actgtggtta gtgtaataaa acatgttcct 50 

<210> 3515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3515 

ttattcatat attcctgtcc aaagccacac tgaaaacaga ggcagagaca 50 

<210> 3516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3516 

gcagccaccc actgggagtc ttgtttttat ttataataaa attgttgggg 50 

<210> 3517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3517 

atccaccaaa aattaggtca tcatagttga ggtatgtgtc tgctatttgc 50 

<210> 3518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3518 

ccattggctg gaacatggat tggggatttg atagaaaaat aaaccctgct 50 

<210> 3519 
<211> 50 
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<212> DMA 

<213> Homo sapiens 

<400> 3519 

gttccttact ctgtccttga tggaggggag aagggagggc aaagaagtta 50 

<210> 3520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3520 

tggttttcct ttggggacgt ggttaacggt ccagaagaat cccttctaga 50 

<210> 3521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3521 

acccctttca ctcttggctt tcttatgttg ctttcatgaa tggaatggaa 50 

<210> 3522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3522 

cccatcctca tcccccacac tgggatagat gcttgtttgt aaaaactcac 50 

<210> 3523 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3523 

tcaggccgcc tagctgcccc tttgccaggt taataaagca ctgacttgtt 50 

<210> 3524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3524 

aaggatttta aataactgcc gacttcaaaa gtgttcttaa aacgaaagat 50 

<210> 3525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3525 

cacccaccct ccccccaatc agtgttctta tttcagtgac aataaaccat 50 
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<210> 3526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3526 

atagctggtg acaaacagat ggttgctcag ggacaaggtg ccttccaatg 50 

<210> 3527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3527 

catggatatc atgtatcctt cctggtgctc acacacctgt caccttgtaa 50 



<210> 3528 

<211> 50 , 

<212> DNA 

<213> Homo sapiens 

<400> 3528 

gctgtgtgac ttagtagata aaatactgcc ttctgccttt gggaccatga 50 



<210> 3529 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3529 

acttccatct cagctaatgc acccaccagc tcaaacacac caataaagct 50 

<210> 3530 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3530 

gctgctgtgt gtggtctcag aggctctgct tccttaggtt acaaaacaaa 50 



<210> 3531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3531 

atttatcgta aacatccacg agtgctgttg cactaccatc tatttgttgt 50 



<210> 3532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3532 

ccccacaatg gtctcttttc tccctgctcc cttattaaag aactctttct 50 
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<210> 3533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3533 

cagtggttcc cattgattct ccccatatct ttttgctctc aggctctggc 50 

<210> 3534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3534 

cttgtatctc taaatatggt gtgatatgaa ccagtccatt cacattggaa • 50 

<210> 3535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3535 

acatagattt tctgccaaca aatcctctct gctgttcaca ttatcctttg 50 

<210> 3536 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3536 

cagaggtggg agtaactgct ggtagtgcct tctttggttg tgttgctcag 50 

<210> 3537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3537 

ttagaaccaa agttattctt aataaaaatc accacatgct tggaccatgc 50 

<210> 3538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3538 

gctcttacac ttcgtcttta atgttctttt tggagttagg acctctcagt 50 

<210> 3539 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3539 

accttgacat gggttgtcta ataaaactcg gacccttctt gtgaaatcaa 50 

<210> 3540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3540 

atcccagtgc acagtgagtt gtatatcaca aataggaggc cacttcagga 50 

<210> 3541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3541 

gaagctgcta ggggaaggac tggcctggct ccagaatgtt gttgcctttt 50 



<210> 3542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3542 

gggaaggaaa aggggtgtgg cagctgggag cgtttattta tgttctttct 50 

<210> 3543 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3543 

gagtggtgtt cccagtgtgg ctcccagagc tttgaccaga ttgtgatccc 50 



<210> 3544 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3544 

ctttgcattt agggacacag cccggagccg cagaaggtca gcagggagca 50 

<210> 3545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3545 

cattgcctac tttaacacct gtcagagaaa cgtgatatgg ggtaaggagg 50 

<210> 3546 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 3546 

gcaatctggg agcagcacat tgttgatgga gtccaagtga gcacatttca 50 

<210> 3547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3547 

ctctcctgga ctgttgcagt tgggtgtggc tgatttgaaa ttgtgcttca 50 

<210> 3548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3548 

taacaagaat tgcattgagg aaacaaggct ccacagggcc aatcttctgg 50 

<210> 3549 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3549 

aagaagttac atcttcaatg tccagggatg atcgtttgaa gagaacctct 50 

<210> 3550 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3550 

aaaacattgc cagaccattt agtcctcttg gaagggcctc tccggtgggg 50 

<210> 3551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3551 

agggataata aggttagctg ttaaccaagc aactgagctt ttaaccaaag . 50 

<210> 3552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3552 

caagacactg tggacttggt caccagctcc tcccttgttc tctaagttcc 50 
<210> 3553 
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<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 3553 

tctttgacgg ggttttcctt gctcctgcca ggattaaaag tccatgagtt 

<210> 3554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3554 

cttaaagtat atgttttcaa attgccattg ctactattgc ttgtcggtgt 

<210> 3555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3555 

ctcctgtcac cggccttgtg acattcactc agagaagacc acaccaagga 

<210> 3556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3556 

gtcggactat gtaattgtaa ctatacctct ggttcccatt aaaagtgacc 

<210> 3557 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3557 

gctagtgttt gaatatgctc tcttgttgct ctaattctgt gcctccgtgc 

<210> 3558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3558 

agaggaactt gaaaccttga aagacatttg ttctcccaaa actgattact 

<210> 3559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3559 

actgggatat tgcccacatg atcagtggct ttgaatgaaa tacagatgca 
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<210> 3560 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3560 

ccagaaagtg tgggctgaag atggttggtt tcatgtgggg gtattatgta 

<210> 3561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3561 

tttcttagga caccatttgg gctagtttct gtgtaagtgt aaatactaca 

<210> 3562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3562 

gaagggttgg cctgcctggc tggggaggtc agtaaacttt gaatagtaag 

<210> 3563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3563 

ttaacacccc acacccaccc ctcagttggg acaaataaag gattctcatg 

<210> 3564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3564 

caagccgcca catgcccaca acctcaccag agggagaatt atgtttctaa 

<210> 3565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3565 

gtgtattgat ccaagtagtc aaagtgtctt aaagggcacc tatttgtcct 

<210> 3566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3566 
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agtgctttcc aaatgtgatt gttctgggtg atgggacata tgggcagttg 



<210> 3567 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3567 

cgggggaata ggaggaaaaa catggcatgg aacaaaccaa cataaaaggt 

<210> 3568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3568 

actaattctg ctctttggac aagtgcctga catctgcttc attgggtttt 

<210> 3569 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3569 

aggaataaag ttaagtattt cccacttgga aattgtacca ctcctggggt 

<210> 3570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3570 

cctctgccaa agtactctta ggtgccagtc tggtaactga actccctctg 

<210> 3571 

<211> 50 

<212> DNA 

<213>' Homo sapiens 

<400> 3571 

gtctggtaag ccgatgctaa tggcagaagc aatagaagtc caaggcacta 

<210> 3572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3572 

acgggacaat tttaagatgt aataccaata ctttagaagt ttggtcgtgt 

<210> 3573 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3573 

ctctcagttc ccaagatggc cccacattcc cattgttttc cccaagagaa 50 

<210> 3574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3574 

ggttgttgta ttgtaccagt gaaatgccaa atttgaaagg cctgtactgc 50 

<210> 3575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3575 

ttgtttgcca tctgttgatc aggaactact tcagctactt gcatttgatt 50 

<210> 3576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3576 

aatctacatt ttcttaccag gagcagcatt gaggtttttg agcatagtac 50 

<210> 3577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3577 

acagagagca cccaggaggt acacatacta aagtgacaca aagagaatga 50 

<210> 3578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3578 

tgtgtgcata atagctacag tgcatagttg tagacaaagt acattctggg 50 

<210> 3579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3579 

agcatgttgt ttaatttctt tttaaaaatc actgttgggc tttgaaagca 50 

<210> 3580 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3580 

gctgacaaaa cctgggaatt tgggttgtgt atgcgaatgt ttcagtgcct 5 0 

<210> 3581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3581 

tcactttcca aatgcctgtt ttgtgcttta caataaatga tatgaaacct 50 



<210> 3582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3582 

tttatgcgta tttaagcctt ggaaacacag ggactatctt gtggattggg 50 



<210> 3583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3583 

gtcttgactt tggcaaatga gccggagccc cttgggcagg tcacacaacc 50 

<210> 3584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3584 

acatccagtg tctccaaaat tgtttccttg tactgatata aacacttcca 50 

<210> 3585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3585 

ggtacagttg gagcactata tgtactctct ggactacttt ggacagaagt 50 

<210> 3586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3586 

aaaatcacct caacagccct gtgaagtgac ctcagtgaga tatttggatc 50 
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<210> 3587 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3587 

ttaaagtgca ccttccaaaa tgtctcccat aagtaggtaa gaccaacctg 50 

<210> 3588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3588 

aatgatgagt gtgtggctac atacaaagga gttccctttg aggtgaaagg 50 

<210> 3589 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3589 

gggaaagtat agcatgaaac cagaggttct cagaatgacc gtaagatagc 50 

<210> 3590 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3590 

tggttgaccc ttgtatgtca cagctctgct ctatttatta ttattttgca 50 

<210> 3591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3591 

ttgtccacaa gtaaaaggaa atcctcctcc agggagtctc agcttcaccc 50 

<210> 3592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3592 

cattgctctt tagtgtgtgt taacctgtgg tttgaaagaa atgctcttgt 50 

<210> 3593 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3593 

gtctggctta actatttttg aaaatataac tgtttcccct ctctgctgct 50 
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<210> 3594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3594 

aaaagcaatt acccttaaaa ctgtactctg gcctactttt ctattttgca 



<210> 3595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3595 

ggctctcagt gtgccataga ggacagcaac tggtgattgt ttcagagaaa 

<210> 3596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3596 

aaactgtttc tttggtgtcc tttacattga aataaattgt gtttgtgcct 



<210> 3597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3597 

acccgtgtga atgtgaagaa aagcagtatg ttactggttg ttgttgttgt 



<210> 3598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3598 

agagagggaa catcaaatgc tggcactata tacatacgat cagcctgatt 



<210> 3599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3599 

gtcttccgag aaacttttct gatcagtttg cgagttttga tgagttttgt 

<210> 3600 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3600 

gctgctgttg ctgctttgtg atgacgtgag atcaataaga agaacctagt 50 

<210> 3601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3601 

aggactgaac tgaacccctc cccatgaaca caagggtttt atcctttcct 50 



<210> 3602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3602 

gatgtggtaa ctgttaaatt gctgtgtatc tgatagctct ttggcagtct 50 



<210> 3603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3603 

gatcaaaagg gctatgggaa gggcagaccc cgccaatgat ttctcttcac 50 

<210> 3604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3604 

gaacagcttt gtgctccggc tttccctcag ggaacagcag agagcagttg 50 

<210> 3605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3605 

tccagggacc aacattaaca caaccaatca acacatcatg ttacagaact 50 

<210> 3606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3606 

tattaaaggc ttttggcagc aaagtgtcag tgttggcagc gaagtgtcag 50 

<210> 3607 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 3607 

ttcacaagat gctttgaagg ttctgatttt caactgatca aactaatgca 

<210> 3608 

<211> 50 

<212> DNA 

<213> Homo Bapiens 

<400> 3608 

actaatttga tgtttacagg tggacacaca aggtgcaaat caatgcgtac 

<210> 3609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3609 

actgtacaat ttctgaagat ggttattaac actgtgctgt taagcatcca 

<210> 3610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3610 

ctgtgtctgg caccacccac acatccatgt ctccctcaca acccaggagg 

<210> 3611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3611 

catgtatgta ggtgcctggg agtgtgtgtg gtccttgctc tggccctttc 

<210> 3612 

<211> 50 

<212> DNA 

<213> Homo sapienB 

<400> 3612 

attcaattcc agagtagttt caagtttcac atcgtaacca ttttcgcccg 

<210> 3613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3613 

tcttcggaaa gaagaaggtg ggaggatgtg aattgttagt ttctgagttt 
<210> 3614 



534/1427 



WO 02/057414 



PCT/US01/47856 



<211> 
<212> 
<213> 



50 
DNA 

Homo sapiens 



<400> 3614 

atcaagcctc tgtgcctcag tttctctctc aggataaaga gtgaatagag 



50 



<210> 3615 

<211> 50 

<212> DNA 

<213> Homo sapienB 

<400>* 3615 

gcgatagagg aaatctactc cctatcttgg gtccttgaac tacagcctgc 50 

<210> 3616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3616 

ctagggagcc gcaccttgtc atgtaccatc aataaagtac cctgtgctca 50 

<210> 3617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3617 

tttctccccc tagtttgtga gaaacatctc aataaagtgc tttccaaaaa 50 



<210> 3618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3618 

tcccatcaaa aaggtatcaa atgccttgga agctccctga tcctacaaaa 50 

<210> 3619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3619 

tgccaaaagt ttgccatgtg ccttaaacat attactatat attttcccct 50 



<210> 3620 

<211> 50 

<212> DNA 

<213> Homo Bapiens 

<400> 3620 

cagttcccaa ggacttgtca tttcatgttc ttattttaga cctgttttgt 50 
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<210> 3621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3621 

ttaccaagaa ggacttaagg gagtaagggg cgcagattag cattgctcaa 

<210> 3622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3622 

gatatgcaca tcaaagcctt taccagtatc ttcctgtatt ccgtatcaga 

<210> 3623 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3623 

ctctgaggcg tgaggactcg cagtcagggg cagctgacca tggaagattg 

<210> 3624 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3624 

cctctcttcc tccctggaat cttgtaaagg tcctggcaaa gatgatcagt 

<210> 3625 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3625 

gcctcctggt ctcttcacca ctgtagttct ctcatttcca aaccatcagc 

<210> 3626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3626 

ttttccttct aacacttgta tttggaggct cttctgtgat tttgagaagt 

<210> 3627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3627 
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tgaattgcct gttcagggtt ccttatgcag agaaataaag cagattcagg 50 



<210> 3628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3628 

ggacatccac tagagatggg tttgaggatt ttccaagcgt gtaataatga 50 

<210> 3629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3629 

ttgcacgcag agcctttaag tgactaagga acaacataga tagtgagcat 50 

<210> 3630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3630 

actttaatct gatcttgtgt cttagagaag cccccatacc tggtagagca 50 

<210> 3631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3631 

tgtaggaaag gatgcttcac aaactgaggt agataatgct atgctgtcgt 50 

<210> 3632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3632 

tgtaggaaag gatgcttcac aaactgaggt agataatgct atgctgtcgt 50 

<210> 3633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3633 

ctggggagag gctgaggaca aatacctgct gtcactccag aggacatttt 50 

<210> 3634 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3634 

cattacttgt gagctgctga acaaacaagt caaggtgagc ccggacatgg 

<210> 3635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3635 

aagaagttaa catgaactct tgaagtcaca ccagggcaac tcttggaaga 



<210> 3636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3636 

gaaacttgct acagacttac ccgtaatatt tgtcaagatc atagctgact 



<210> 3637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3637 

tggacacacg gatcaagacc aggaagaatt gaacttgtca aggtgaaggg 

<210> 3638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3638 

tgctaaatat gttattgtgg aaagatgaat gcaatagtag gactgctgac 

<210> 3639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3639 

agcaataaac tctggatgtt tgtgcgcgtg tgtggacagt cttatcttcc 

<210> 3640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3640 

tcctcttttc tttcaagaac tatatataaa tgacctgttt tcacgcggcc 



<210> 3641 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3641 

agctgcaaag tgttttgtac cagtgaattt ttgcaataat gcagtatggt 5 0 

<210> 3642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3642 

ttgcttacca aaggaggccc aatttcactc aaatgttttg agaactgtgt 50 

<210> 3643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3643 

acatagtgaa agtttataag aggatgaagt gatatggtga gcagcggact 50 



<210> 3644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3644 

aacagccttt ctggctgacc acatggttaa atgcatacct tcccagtact 50 

<210> 3645 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3645 

tgtgcctcac ctggacttgt ccaattaatg aagttgattc atattgcatc 50 

<210> 3646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3646 

ctatagatga agacataaaa gacactggta aacaccaatg taaaagggcc 50 

<210> 3647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3647 

agctgttgat gctggttgga caggtttgag tcaaattgta ctttgctcca 50 
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<210> 3648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3648 

tgggaaggaa ggctctgtct tcaactcttt gaccctccat gtgtaccata 50 

<210> 3649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3649 

gattcttgct gtagcgtgga tagctgtgat tggtgagtca accgtctgtg 50 

<210> 3650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3650 

tgggcatttt aaagccatct caagaggcat cttctacatg ttttgtacgc 50 

<210> 3651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3651 

aagtcaggga ccacttgctg aagcacgaag agcccttgtg gcaatgttaa 50 

<210> 3652 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3652 

gactgctgga agatgatctt tctgcactga gactgtggag tttggggaag 50 

<210> 3653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3653 

ttgtgggtgt gaaacaaatg gtgagaattt gaattggtcc ctcctattat 50 • 

<210> 3654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3654 

aattccagct gagcgccggt cgctaccatt accgttggtc ttggtgtcaa 50 
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<210> 3655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3655 

ccccaaccct caaattaaaa ctagaactat agatccacat gaacgcacgc 

<210> 3656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3656 

agcttttgaa ataaaattta aaaaccccaa gcctgggtga gtgtgggaaa 

<210> 3657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3657 

tctgtaatca aatgattggt gtcattttcc catttgccaa tgtagtctca 

<210> 3658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3658 

gccccaccat tcatcctgtc tgaaggtcct gggtttggtg tgaccgcttg 

<210> 3659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3659 

ttcctgcctg gattatttaa aaagccatgt gtggaaaccc actatttaat 

<210> 3660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3660 

agccttcagt cagagctcaa accttagtca acaccagaga attcacatga 

<210> 3661 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3661 

gaattttcag tttgtgctta cattttctaa cattggatgt ttgctttggc 50 

<210> 3662 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3662 

tatgacttta agagcccaca ttaggtttta tgattcattt gccaggtttt 50 

<210> 3663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3663 

ggcgtgccgt tgagggggaa aacgaagccc agtatttgct actgtttttc 50 

<210> 3664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3664 

ctcttgggca taaaatctca gaggaagcta cttaggacat catcttggcc 50 

<210> 3665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3665 

tctacagtag cctgtgctga actgatctct taaataaact tgcttctggt 50 

<210> 3666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3666 

ttctcaagtt tgatactgag ttgactgttc ccttatccct caccgttccc 50 

<210> 3667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3667 

agacttttcc aaccctcatc accaacgtct gtgccatttt gtattttact 50 

<210> 3668 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3668 

ccagcggcat ctttccttgt cgaatgatac tgtaatgacc ttccaaagtg 50 

<210> 3669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3669 

tctggtcatt caaggatccc ctcccaaggc tatgcttttc tataactttt 50 

<210> 3670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3670 

tgtgggttga gaccagcact ctgtgaaacc ttgaaatgag aagtaaaggc 50 

<210> 3671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3671 

tgaatacaaa gaaccaagaa aaaggaatga agactcgcaa tttcacgaca 50 

<210> 3672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3672 

ctgaatttgg ttttgggagg tgaggcttcc caaccacgga agactacttt 50 

<210> 3673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3673 

ggctcacatc aaaaggctaa taggtgaatt tgaccaacag caagcagagt 50 

<210> 3674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3674 

gacgccttac aaatgatgga ggattccaaa gagtttttgt ttatttgggt 50 
<210> 3675 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3675 

cctggtcatt ggtggatgtt aaacccatat tcctttcaac tgctgcctgc 50 



<210> 3676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3676 

tggtggatgt taaaccaata ttcctttcaa ctgctgcctg ctagggaaaa 50 



<210> 3677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3677 

cagctctggg aaatagaaga ctagggttgt ttcttaaatt tagctcatgt 50 



<210> 3678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3678 

tgacttatga gctgtgactc aactgcttca ttaaacattc tgcattgggt 50 



<210> 3679 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3679 

acactgagat agtcagttgt gtgtgactct aataaacgga gcctaccttt 5 0 



<210> 3680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3680 . 

tttgtaagcg aaggagatgg aggtcgtctt aaaccagaga gctactgaat 50 



<210> 3681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3681 

ggatgataac accctatgcc cattgtcctg atctgaaaat tcttggaaat 50 
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<210> 3682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3682 

ctttgcctaa accctatggc ctcctgtgca tctgtactca ccctgtacca 

<210> 3683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3683 

aaaagcattt aagttgaatg cgaccaacct tgtgctcttt tcattctgga 

<210> 3684 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3684 

ccttgagaaa cacccatctc cactcctaga caaaccaatg aacattagtc 

<210> 3685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3685 

tcttaaggtg tggcagagac agggtatttg ggatatactt ttcagactcc 

<210> 3686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3686 

aacaataaaa tatggctaga ctggcctctg gttgcctaaa cagagcatca 

<210> 3687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3687 

cttaactgag ggcttgtcct ggttataaat gtctgggtgg gggtgggcac 

<210> 3688 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3688 
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aactgtgagg caaataaaat gcttctcaaa ctgtgtggct cttatggggt 



<210> 3689 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3689 

gtggctaagt cattgcagga acggggctgt gttctctgct gggacaaaac 

<210> 3690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3690 

attgcgactg tatggagaag aactgtttgt cattcagtgc cgtgggatat 

<210> 3691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3691 

tttatagaac aattcctttc tcttctcttg aatgtggcag tcattactgc 

<210> 36S2 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3692 

ttgattagag caatgggaag catactgtgg cctaccagca tctggaagtg 

<210> 3693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3693 

tcaattgagg ccccttccct aagattacaa cattgataac ctgtcctttt 

<210> 3694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3694 

cagccctccg tcgcttttta taaaactttg tgtgagaaga atatattgat 

<210> 3695 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3695 

acttcagatc cttttgtgtt taaataaagg aaaagctgca catccaaaaa 50 

<210> 3696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3696 

agcctacctc ctaccccagc tgtctgttga gagcagtgct gaccccagca 50 

<210> 3697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3697 

gaagagctgc tctcacctct ctgcatccca atagatatcc ccctatgtgc 50 

<210> 3698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3698 

gggctcagtt ctgccttatc taaatcacca gagaccaaac aaggactaat 50 

<210> 3699 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3699 

aaatacaaac attctaatta aaggctttgc aacacatgcc ttgtctgttt 50 

<210> 3700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3700 

gccattacca actgtacctt cccttcttgc tcagccaata aatatatcct 50 

<210> 3701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3701 

caccaggaac ctgctttagt gggggatagt gaagaagaca ataaaagata . 5 0 

<210> 3702 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3702 

tgggcatggt tgaatctgaa accctccttc tgtggcaact tgtactgaaa 

<210> 3703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3703 

ct 9gggagga ggtccaggga ggaggaggaa agttctcaag ttcgtctgac 

<210> 3704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3704 

aactaacagt cacgccgtgg gatgtctctg tccacattaa actaacagca 

<210> 3705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3705 

ggttttctac tgttatgtga gaacattagg ccccagcaac acgtcattgt 

<210> 3706 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3706 

tttgtctata ttctgctccc agcctgccag gccaggagga aataaacatg 

<210> 3707 
<211> 50 
<212> DNA 

<213> Homo sapiens x 
<400> 3707 

ttcctetttg gccacaagaa taagcagcaa ataaacaact atggctgttg 

<210> 3708 

<21l> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3708 

ctcatctaaa gacaccttcc tttccactgg ctgtcaagcc acagggcacc 
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<210> 3709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3709 

gcagtttgaa tatcctttgt ttcagagcca gatcatttct tggaaagtgt 

<210> 3710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3710 

ccctggttga cttgactcat gcttgtttca ctttcacatg gaatttccca 

<210> 3711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3711 

tcagagggaa agtaaatatt tcaggcatac tgacactttg ccagaaagca 

<210> 3712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3712 

cacaaggtaa agaaactcaa ttcccctgct tggagcccag caaacacaat 

<210> 3713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3713 

tgtggaggaa actaaacatt cccttgatgg tctcaagcta tgatcagaag 

<210> 3714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3714 

ggaggagacc agtcccccac ccagccgtac cagaaataaa ggcttctgtg 

<210> 3715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3715 

tgtgtaaata cataagcggc gtaagtttaa aggatgttgg tgttccacgt 
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<210> 3716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3716 

cgctgttagg ccggaattaa agtggctttt tgaggtttgg tttttcacaa • 50 

<210> 3717 

<211> 50 



<210> 3718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3718 

acaccaacct gcttccactt tattcttgtt tacacattct cctgctccca 50 



<210> 3719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3719 

aagatgtttg tggaaatgtt catttgtatc tggatctctg ttatgtgcca 50 

<210> 3720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3720 

gagttaccac accccatgag ggaagctcta aatagccaac acccatctgt 50 

<210> 3721 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3721 

ttcctgaagc tgttcccact cccagatggt tttatcaata gcctagaggt 50 



<210> 3722 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<212> 
<213> 



Homo sapiens 



<400> 3717 

ggggtttatg tcctaactgc tttgtatgct gttttataaa gggatagaag 



.50 
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<400> 3722 

tactttgggg acttgtaggg atgcctttct agtcctattc tattgcagtt 50 

<210> 3723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3723 

tcgaatcatt gaagatccga gtgtgatttg aattctgtga tattttcaca 50 

<210> 3724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3724 

atatccaata ttcgctgtgt cagcatagaa gtaacttact taggtgtggg 50 

<210> 3725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3725 

ttgttgacaa ctgtgactgt acccaaatgg aaagtaactc atttgttaaa 50 

<210> 3726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3726 

aagtttctca gctcccattt ctactctccc atggcttcat gcttctttca 50 

<210> 3727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3727 

tctccatgtt gtcaaaatca tgccgtttat agctattttc acctcagtgg 50 

<210> 3728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3728 

gccccgtttt ggggacgtga acgttttaat aatttttgct gaattcttta 50 

<210> 3729 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3729 

aggtgggcac aagtattaca catcagaaaa tcctgacaaa agggacacat 50 

<210> 3730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3730 

gttcaacaac accagaactg tgtgtctcat ggtatgtaac tcttaaagca 50 

<210> 3731 

<211> 50 

<2X2> DNA 

<213> Homo sapiens 

<400> 3731 

ttgacctccc atttttacta tttgccaata cctttttcta ggaatgtgct 5 0 

<210> 3732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3732 

aaagctgttc aaatactcga gcccagtctt gtggatggaa atgtagtgct 50 

<210> 3733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3733 

cttaagtctg acggacctgt cctgtccagg ccagtgccca gggaaggtgt 50 

<210> 3734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3734 

tttctaaccc tgacacggac tgtgcatact ttccctcatc catgctgtgc 50 

<210> 3735 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3735 

cagcagctgc ctgcttttct gtgatgtatg tatcctgttg acttttccag 50. 
<210> 3736 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3736 

tccctgaaga aatatctgtg aaccttcttt ctgttcagtc ctaaaattcg so 

<210> 3737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3737 

atgggagtaa taagagcagt ggcagcagca tctctgaaca tttctctgga 50 

<210> 3738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3738 

acccatttct actttttgca ccttattttc tctgttcctg agcccccaca 50 

<210> 3739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3739 

tgtgtttgca gagctagtgg atgtgtttgt ctacaagtat gattgctgtt 50 

<210> 3740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3740 

ggcccagcat tgctggttct atttaatgga catgagataa tgttagaggt 50 

<210> 3741 

<211> 50 

<212> DNA 

<213> Homo sapiens- 

<400> 3741 

tgaatataat atatttgtgt atttaacagg gaggggaaga gggggcgatc 50 

<210> 3742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3742 

tggcacttta acattgcttt cacctatatt ttgtgtactt tgttacttgc 50 
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<210> 3743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

t 

<400> 3743 

agtaaatgta cagtgatttg aaatacaata atgaaggcaa tgcatggcct 



<210> 3744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3744 

cttaatgtga cctagcaata ggcatagcta cgtggcacta tattctggcc 



<210> 3745 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3745 

aggagcacct cacagatgcc aacctcaacc tgaccgtgga cgagggtgtc 

<210> 3746 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3746 

ccacgacttc tgcccattct ctccagtgtg tgtaacaggg tcacaagaat 



<210> 3747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3747 

ggcccaaacc tatttgtaac caaagagctg ggagcagcac aaggacccag 

<210> 3748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3748 

gcgagcaagc attttgaaca catggatttc cttgaagcag gctgacaaga 

<210> 3749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3749 
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tcggatgggc tgtttagatg ttatataatc cacaaaaggt tcattgagct 50 



<210> 3750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3750 

ggattgccca tccatctgct tacaattccc tgctgtcgtc ttagcaagaa 50 

<210> 3751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3751 

aaaatgaagt cacacaggac aattattctt atgcctaagt taacagtgga 50 

<210> 3752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3752 

gccttgttta atggtagttt tacagtgttt ctggcttaga acaaaggggc 50 

<210> 3753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3753 

agtgccttcc ctgcctgtgg gggtcatgct gccactttta atgggtcctc 50 

<210> 3754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3754 

ttccagtcag tttttctctt aagtgcctgt ttgagtttac tgaaacagtt 50 

<210> 3755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3755 

tccaatgcag tcccattctt tatggcctat agtctcactc ccaactaccc 50 

<210> 3756 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3756 

tggtataaga aatgactttg aaccactttg caattgtaga ttcccaacaa 

<210> 3757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3757 

cccctgctac tttgaaacca gaaaataatg actggccatt cgttacatct 

<210> 3758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3758 

tgatctgtcc agtgtcactc tgtaccctca acatatatcc cttgtgcgat 

<210> 3759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3759 

aaaagccttg tgaaaatgtt atgccctatg taacagcaga gtaacataaa 

<210> 3750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3760 

ccaccacggg agactagagc tgcaggatcc cgggggaggg gtctctcctc 

<210> 3761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3761 

cagtggaagt cccacagaag ctacagctgc caggtcacgc atgaagggag 

<210> 3762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3762 

cccacactgc tttgctgtgt atacgcttgt tgccctgaaa taaatatgca 

<210> 3763 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3763 

cccacactgc tttgctgtgt atacgcttgt tgccctgaaa taaatatgca 

<210> 3764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3764 

acaaatttct tggctggatt tgaagcttaa actcctgtgg attcacatca 

<210> 3765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3765 

agagaccagt tttctctgga agtttgttta aatgacagaa gcgtatatga 

<210> 3766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3766 

cgcccctgcc acctccctga cccgtctaat atataaatat agagatgtgt 

<210> 3767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3767 

gccagtcaga tgtttctcat ccttcttgct ctgcctttga gttgttccgt 

<210> 3768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3768 

aaatactgat gttcctagtg aaagaggcag cttgaaactg agatgtgaac 

<210> 3769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3769 

agaagctgca ctaggccccg agtccccatg tgtctccttg aattgatgag 
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<210> 
<211> 
<212> 
<213> 



3770 

50 

DNA 



Homo sapiens 



<400> 3770 

aagtcttttc cacaaaccac catctatttt gtgaactttg ttagtcatct 



50 



<210> 3771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3771 

aaattttatt tccagctcct gttccttgga aaatctccat tgtatgtgca 50 



<210> 3772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3772 

cctgaaacag ctgccaccat cactcgcaag agaatcccct ccatctttgg 5 0 



<210> 3773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3773 

ttctgtgtgt atggtagcac agcaaacttg taggaattag tatcaatagt 50 



<210> 3774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3774 

acacacatac acacacccca aaacacatac attgaaagtg cctcatctga 50 

<210> 3775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3775 

gatctcctct tagggtagaa gaagtctctg ggacatccct ggggtgtgtg 50 

<210> 3776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3776 

ggctgccgca ataaaaccca gatttctttg gtgcgaatgc cttacgcatg 50 
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<210> 3777 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3777 

tcatcatctg gatttaggaa ttgctcttgt cataccccca agtttctaag 50 

<210> 3778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3778 

tgcccaccac tgaaagagtg actttgacaa gatgtttcta cctcttccca 50 

<210> 3779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3779 

tttgatcagg attcagatgt ggacatcttc ccctcagact tccctactga 50 

<210> 3780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3780 

tctacctgca gtctccattg tttccagagt gaacttgtaa ttatcttgtt 50 

<210> 3781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3781 

cggattgttg ctgttaatgc tgctcatttt agcactgtgg aagattggat 50 

<210> 3782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3782 

tagagattgt gaagaagaat ttcgatctcc gccctggggt cattgtcagg 50 

<210> 3783 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3783 

ctcctgttgg gtaagggtgt tgagtgtgac ttgtgctgaa aacctggttc 



<210> 3784 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3784 

aaaaggaaaa ccgaattagg tccacttcaa tgtccacctg tgagaaagga 



<210> 3785 

<211> 50 t 

<212> DNA 

<213> Homo sapiens 

<400> 3785 

ggaagaaccg tccagagctg agtgacgctg ggatccggga tcaaagttgg 



<210> 3786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3786 

tgtgcattgt tattgagttg tactgtacct tatttggaag gatgaaggaa 

<210> 3787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3787 

cccatttctt gtttttaaaa gaccaacaaa tctcaagccc tataaatggc 



<210> 3788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3788 

agaagcatgt cactttcatg ttcctcccta actccctgac ctgagaaccc 

<210> 3789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3789 

ggatgctcct cccttctcta cctcatgggg gtattgtata agtccttgca 

<210> 3790 

<211> 50 

<212> DNA 



560/1427 



WO 02/057414 



PCT/US01/47856 



<213> Homo sapiens 
<400> 3790 

gcaccatctg tcttcatctt ccgccatctg atgagcagtt gaaatctgga 50 

<210> 3791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3791 

gcaccatctg tcttcatctt ccgccatctg atgagcagtt gaaatctgga 50 

<210> 3792 9 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3792 

aaaagaaatc tgtttcaaca gatgaccgtg tacaataccg tgtggtgaaa 50 

<210> 3793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3793 

ggcctgttac tctccatgac taactgtgta agtgcttaaa atggaataaa 50 

<210> 3794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3794 

ggcagccccc agtccctttc tgtcccagct cagttttcca aaagacactg 50 

<210> 3795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3795 

tcttgatacc acctatatag atgcagcatt ttgtatttgt ctaactgggg 50 

<210> 3796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3796 

cgggccttgc atataaataa cggagcatac agtgagcaca tctagctgat 50 
<210> 3797 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3797 

ctgtgctttt tgcttgggat aatggagttt ttctttagaa acagtgccaa 50 



<210> 3798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3798 

ttgaggggat taatatgaaa acttatgacc tcttccttta ggagggagtt 50 

<210> 3799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3799 

tgttaaaacc cctatagcca ccttttggga atgttttaaa ttctccagtt . 50 

<210> 3800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3800 

tggcaggcgt caaccccatt ttatttgtcc ttattcctgt ggaagcagta 50 



<210> 3801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3801 

aatacacctg cttcacgtcc ctatgttggg aagtccatat ttgtctgctt 50 

<210> 3802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3802 

caggaaatgc agcaacttca ggaaatgcag caacaaaaat acctactcct 50 

<210> 3803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3803 

aaacccagtt gccatctgcg tgacaataaa acattaatgc taacactttt 50 
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<210> 3804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3804 

tgctgtatta cttctgaaaa gactgtgcag tgtgttagtt gttggctgaa 

<210> 3805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3805 

gtgtatgaga gagagagtgt gtgtttgtgt gtttcaaggt cagaacaggt 

<210> 3806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3806 

tggttccagc agaagtatga tgggatcatc cttcctggca aataaattcc 



<210> 3807 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3807 

tgtccccttc cccaccctct agtgtatttc acagaaaaca aaacctccca 



<210> 3808 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3808 

agtccagttt tatgattctg cttttatgtg tcccttgata acagtgactt 

<210> 3809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3809 

aaactcatct gtccaagttc gtggcagaaa ggaacgtcct tgtgaagacc 



<210> 3810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3810 
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agagcactgg gtagccaagt gatcttccca ttcacagagt tagtaaacct 



<210> 3811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3811 

cccccagaga ccccatttgc ctctcaacac tcagaccttc aactgttttt 



<210> 3812 

<211> 50 

<212> DNA 

<213> Homo 'sapiens 

<400> 3812 

ccagtgacac cccatattca tcacaaaatt aaagcaagaa gtccatagta 



<210> 3813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3813 

tgacaccaag acccacccca atccagactt cacacagtat tctcccccac 



<210> 3814 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3814 

gactgcaagt cactcttagg ggctgtactt ccttagtact ggtagcatta 



<210> 3815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3815 

aactgagcat cacgaaccct gtttggcaga ctgaggtcac gatggagggg 



<210> 3816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3816 ■ 

tcctccattg aagaagaatg tcaacaagaa aggaaaaata gacaaactgg 



<210> 3817 

<21l> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3817 

aagtctcgaa tgtaattgga atcttcacct cagagtggag ttgaactgct 50 

<210> 3818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3818 

ccatcggtga aactaacaga taagcaagag agatgttttg gggactcatt 50 

<210> 3819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3819 

acaaaaatag ctatatcaag ggctggcacc tagacattaa actgtacttt 50 

<2i0> 3820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3820 

gtccaccagt ctctgaaatt agaacagtag gcggtatgag ataatcaggc 50 

<210> 3821 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3821 

gaaatgtagc tggagtcatc atttagcaga gcacggtgtc cctgggttgg 50 

<210> 3822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3822 

gcctctgtga tccccatgtg ttttgattcc tgctctttgt tacagttcca 50 

<210> 3823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3823 

aaaacaagaa acaaatgtgc ccaccccact ttccgcttaa ctgaaaagct 50 

<210> 3824 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3824 

gtaaaaaggc tgtctgtgat tttccagggt ttggtggggg tagggagggg 

<210> 3825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3825 

ctgactgagt ctcagaatgc tcaggaccaa ggtgcagaga tggacaagag 

<210> 3826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3826 

agcttcttgg gttcctaatt cctggtgttt aataattctc tccacgatca 

<210> 3827 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3827 

tacttgctgt ggtggtcttg tgaaaggtga tgggttttat tcgttgggct 

<210> 3828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3828 

atttccagtg agcttatcat gctgtcttta catggggttt tcaattttgc 

<210> 3829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3829 

tgcagctcac cagccccagg ggcagaagag acccaaccac ttcctatttt 

<210> 3830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3830 

acttacccag atgttgcttt tgaaaagttg aaatgtgtaa ttgttttgga 
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<210> 3831 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3831 

tgtatataga ctctggtgtt ctattgctga gaagcaaacc gccctgcagc 50 

<210> 3832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3832 

atgtcagttc tgttttaagt aacagaattg ataactgagc aaggaaacgt 50 

<210> 3833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3833 

ttggagctaa gctgccacct ggttaattaa ggtcccaaca gtgagttgtg 50 

<210> 3834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3834 

ctttggaggg tgtcttctgg gtagagggat gggaaggaag ggacccttac 50 

<210> 3835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3835 

tgcctttaat tgttctcata atgaagaata agtaggtacc ctccatgccc 50 

<210> 3836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3836 

atttgcatta ctctggtgga ttgttctagt actgtattgg gcttcttcgt 50 

<210> 3837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3837 

tttggcttag tgttttcatt gcaaattata attgctgtag agccacacac 5 0 
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<210> 3838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3838 

ttgatgatgt aacttgacct tccagagtta tggaaatttt gtccccatgt 50 

<210> 3839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3839 

aacaaaagat gaagacctag tgttttggat gggaagcacc tgtagaccat 50 

<210> 3840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3840 

acatgtgcaa ataaatgtgg cttagacttg tgtgactgct taagactaaa 50 



<210> 3841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3841 

tctgggttgt agagaactct ttgtaagcaa taaagtttgg ggtgatgaca 50 



<210> 3842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3842 

cgaaccaaag ctagaagcaa atgtcgagat aagagagcag atgttggaga 50 

<210> 3843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3843 

cactcttcac ctattgtatg accaaataaa ggttatgctg cttgttacgc 50 

<210> 3844 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3844 

tgctaggtga tggagtagaa atggattccc tctgggaatg gtttcttggt 5 0 

<210> 3845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3845 

tatgaaaaca gtggattggt tgggttttgt gcagggtctt gggttagagc 5 0 

<210> 3846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3846 

tgcatggatc aatcagtgtg attagctttc tcagcagaca ttgtgccata 50 

<210> 3847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3847 

ctcatcaccg gttctgtgcc tgtgctctgt tgtgttggag ggaaggactg 50 

<210> 3848 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3848 

gcagcacact ctgagaaaga aacttatcct ctcctacaca taagaaacca 50 

<210> 3849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3849 

tgcaagacac ctgtttatca tcttgtttaa atgtaaatgt ccccttatgc 50 

<210> 3850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3850 

tcaacgccaa tatgtattct acaaaagaga atggttttag gctccagtgt 50 

<210> 3851 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 3851 

tggatcatca aggtgaaaca ctttggtatt ctttggcaat cagtgctcct 

<210> 3852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3852 

gatacactgt ctctcttcat aggactgttt aggctctgca tcaagattgc 



<210> 3853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3853 

aaggcaggga tcatgacacc tgaggagtct agtttatggc ttcagttgga 

<210> 3854 

<2U> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3854 

atggatggac tgatctgaaa atcgacctca actcaagggt ggtcagctca 

<210> 3855 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3855 

tgctaatgta atcggttttt gtaatggcgt cacaaataaa aggatgctta 

<210> 3856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3856 

tgcaagacat agaatagtgt tggaaaatgt gcaatatgtg atgtggcaaa 

<210> 3857 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3857 

aagtttgtga atgtgactac ttagtggtgt atatgagact tfccaagggaa 
<210> 3858 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3858 

ccattttgcc tttctgacat ttccttggga atctgcaaga acctcccctt 50 



<210> 3859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3859 

ctgtgcctcc cccgccacct gtgtgttctt ttgatacatt tatcttctgt 50 



<210> 3860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3860 

tgtatattta tggtgggagg tggttgggaa cttttaacaa aatggggtgt 50 

<210> 3861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3861 

tcctttggaa acagaatgaa gcagaggaaa ctcttaatac ttaaaatcgt 50 

<210> 3862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3862 

ttgcccaggc cagttagaaa atcccttggg gaactgtgat gaatattcca 50 

<210> 3863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3863 

ctagtcatag aaatacctca ttcgcctgtg ggaagagaag ggaagcctct 50 

<210> 3864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3864 

atgtggtaaa acccagaaag catccatcat gaatgcaaga tactttcaat 50 
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<210> 3865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3865 

tgcttgatta agatgccata atagtgctgt atttgcagtg tgggctaaga 

<210> 3866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3866 

tcttctgttt catcctgcgg ttctggaacc agattttgac ttgcgtgtca 

<210> 3867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3867 

ccttcagtta tactttcaat gaccttttgt gcatctgtta aggcaaaaca 



<210> 3868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3868 

atgcatctac cgctccttgg gaaataatct gaaaggtcta aaaataaaaa 

<210> 3869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3869 

cgcaagaagc aggaagagga aagagaagaa aagcacaacg gggaaagata 

<210> 3870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3870 

gtagtgtgtt gcatccctct caccctctga tcttcgtcag tcgtgtcatg 

<210> 3871 

<211> 50 

<212> DNA . 

<213> Homo sapiens 

<400> 3871 
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gagggaaacc cggtaafcagg ctgggagtaa tccacacacg tgctaacatt 



<210> 3872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3872 

cacacactgc tacgtgacgt accactactg ccagcgcagc actagctcac 



<210> 3873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3873 

ggatcgtgac acaccgggtt acacactttc cacaccgtaa ttccatcaat 



<210> 3874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3874 

ggttgcacca aggctgccta ggagaagtgc ctgactggac taccccgatc 



<210> 3875 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3875 

tctgccatct gtctatttcc caattttcct tctgactgtt cctttctcct 



<210> 3876 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3876 

ctgtgatatt ttggtcatgg gctggtctgg tcggtttccc atttgtctgg 



<210> 3877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3877 

tacgacattt gcgaaattcg ctaaaaacaa gggggagttc acgcggccat 

<210> 3878 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3878 

gcgcaggtta ccggaaccca aggtcctttg aaattcacaa ctctctttgg 50 

<210> 3879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3879 

agctgtggaa agggcaacct gtggtttctc tgtactggtg tttaatgggg ., 5 0 



<210> 3880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> ^880 

cacaaacacc cgcccgagca accacagaca caggacacga caccacacac 50 



<210> 3881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3881 

aaagggttac ttttcaaaac agtctccttt cgaccggggt cagggtggcc 50 



<210> 3882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3882 

99tggacagt ataaggcggt taagatccgt tgatggcgaa ggtgagaatg 50 



<210> 3883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3883 

gacagagcga gtagacggga ggcggagaag gaagaggaga cgagacgagg 50 



<210> 3884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3884 

caagacacag aggcaacgga gagacacgca gacaagcaag gccacggaac 50 



<210> 3885 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3885 

agggatagga taattacaga ggtactgaga ctcctggcgt gggtgactct 50 



<210> 3886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3886 

cccatcatga aaaaacgcct taggagccga agaagaaaac ctcgggaaaa 50 



<210> 3887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3887 

gacacagcga gagtccagga acaggcagac aagcgagaaa gaggagaagc 50 



<210> 3888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3888 

gtaggaggcg agaaggaaga acaaggcaca ccgaaggagc aagaccagac 50 



<210> 3889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3889 

caagaagcag aagcagcaac cagagacaga gagacaaacg cagaacaaca 50 



<210> 3890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3890 

caacaagcag acgaacaaca acaaatatca acgaggcgca gcagctcaaa 50 



<210> 3891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3891 

aacacacaag agaaacataa ccactaaatc actacaaaca cacacagaat 50 
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<210> 3892 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3892 

aaacgaattc ttgcactgag agtgttcaca gcgccacttt cctcctcctc 

<210> 3893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3893 

cgagaagcag aagatgacag cagagcgaaa gcagagaacg aacagacaag 

<210> 3894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3894 

ttggatttat taaagtccct ttggaagtct tctaccatta ctgtagacca 



<210> 3895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3895 

tcacataccc tatgccgact gagtggaacg agccgactat cacacagagc 

<210> 3896 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3896 

cacatgcgca ataaacccgg cgaagacgcc actctgcggc aaaggacaca 

<210> 3897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3897 

ccgcagacac gaaagcacca accaccgacc gccaccagaa ggaacaacag 

<210> 3898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3898 

gggcacttaa atggtcacct gtgtaacagt ttggtgtaac tcccagtgat 
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<210> 3899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3899 

acaacacgaa aacgaacaag caaagaaaga aaacggacac gagcgaacca 50 



<210> 3900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3900 

ttggatttat taaagtccct ttggaagtct tctaccatta ctgtagacca 50 



<210> 3901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3901 

cagccatgtc catgacaacc agagcctggg aggagctgga tggcggcctg 50 



<210> 3902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3902 

aaacacacag caagaaccac gaaaagagca acccaaaata ggaaaagcgg 50 



<210> 3903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3903 

acagcgtgga tataaggacc aagagactag ggcgcatact atgattcgca 50 



<210> 3904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3904 

atggacacga ggacggaact gggggtacta gaacaaccct tctctgaaaa 50 



<210> 3905 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3905 

agaccaaacg agaaggagaa aaagcaagac cacaaaagac aacaacagcg 

<210> 3906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3906 

aaaaaatcgg gctttttctg ggggaaaggg aagggcgggg aatgctggcc 



<210> 3907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3907 

ctacaacaat acagcacaca gcataagcgc acagggcata gactaggcaa 

<210> 3908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3908 

caagagagtg gagacgagta cgcgagaacg cacgacacag agcgcaagaa 

<210> 3909 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3909 

tctgctgccc tcttaagatc tgactgccaa ataaatcatc ctcatgtcct 

<210> 3910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3910 

gatgagaaac aaccacaagg aagagggcag cgccggagac ctacagaaag 

<210> 3911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3911 

gcgggggcac tggctcttca catttggttg cgagttgcac acaccacaac 

<210> 3912 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 3912 

gggggaagcg gaagggttgg attgggtgaa aaaagaattg ttcgtgttta 



<210> 3913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3913 

ataatagagg agagatattg taaatagaga ctggcagcag tttccacaaa 



<210> 3914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3914 

agtggcaggt gcaattgtcg gttcgatttg tgttcccaac agtctgaaat 



<210> 3915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3915 

gagcccacgg ggaagggaac ccagcaacac ggaaataagt tggaccgatc 



<210> 3916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3916 

acaacctgag aaataattcg gtcaatacca gactccaaca ttcctgatct 



<210> 3917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3917 

gtctattaca aagtaaagag agtcaattac tccaggagga gaattgcagg 



<210> 3918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3918 

accagacacg gacacacacg aacacaagaa aacacaaaac aagagcaacc 



<210> 3919 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3919 

cggttgggtc ctcaaaatat gcctgtttgg ttaacaaaag cggttgtgaa 50 

<210> 3920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3920 

gataaagaag gggcgcggga aacagcgagg gaaggacggg ctgggagaac 50 

<210> 3921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3921 

atctctggca atactgtctg attacggggg tgatgccgac ggttaaaaac 50 

<210> 3922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3922 

gaacacaaaa aacctcttct ataacgggga cacacgccaa ggggacaagt 50 

<210> 3923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3923 

ttgggtgcaa caaccaatac acttatactt ggaaaccacg ggccatatta 50 

<210> 3924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3924 

aggaggaaca aaaaccgcag cgtggatttc aaatttctgg aagtaagtct 50 

3925 
50 
DNA 

Homo sapiens 
<400> 3925 

aaattcgcgc accctttgtt ttattgcccc ggttacaagg ttttgaactg 50 



<210> 
<211> 
<212> 
<213> 
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<210> 3926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3926 

cgggccagta tgaatgtagg gtcaaggaac gccgagggtt tcacaaaagg 50 

<210> 3927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3927 

ctcagtgtag ggcagagagg tctaacacca acataaggta ctagcagtgt 50 

<210> 3928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3928 

agaatatatg tattttgaaa ggaaaggact tggggatttt taacagggca 50 

<210> 3929 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3929 

gagactctcg ttgtctcctc ttctgctctc ttctctgttg gaggggagga 50 



<210> 3930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3930 

aggttgtggg gagtatgttt ggaccaaaaa ttaaaatatt gtgggaggga 50 

<210> 3931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3931 

gaccttacct ggtggttttg tggtttgttc tcccgaaaaa tgcggggttt 50 



<210> 3932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3932 
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caccctgggt tttaaagtgt gggagaaaag cgcccggaag aaggaaacaa 



<210> 3933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3933 

gaggggaccg gccatctggg caagcagata tgctaattgg gaattatagg 

<210> 3934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3934 

atgacttgtg aatacctgag ttatactttc ccaacagatg tgcctaacac 

<210> 3935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3935 

tgatagctca cttagttaat tgttttgaag caaattttgg gttggatggg 

<210> 3936 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3936 

gacacagaag agagacagaa gagaaacggt cgaggagaag aagcaggagc 

<210> 3937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3937 

aaagaccaga gacagggaga cacggcagac agagcgccga caaagaagag 

<210> 3938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3938 

caaggcgaca tgggagagcg agaaggctag gaggacgaca gacaaggaaa 

<210> 3939 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3939 

gaattttggg gaggttactg gtcgggggaa ataacagggt tggacaaacg 50 

<210> 3940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3940 

ctccacatat gggtaacaca ctcggtcctt acaagcacct agtcacttcc 50 

<210> 3941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3941 

gggaccagac tgctttctaa atgcacagct ctttcactat cagaatgtgt 50 

<210> 3942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3942 

tgtggtcact tgggaaataa attccatctg gcttacccaa tgggtggtgg 50 

<210> 3943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3943 

ccacagccac aacaccagac aagccgacca acagacagat acagaccacc 50 

<210> 3944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3944 

accacagcaa gacaacaagg acgagaaaga gaacagacaa tgagcaacga 50 

<210> 3945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3945 

actactgctt gcgtacctct ccgctttccc tctccttact atcgaccata 50 

<210> 3946 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 3946 

tccgtttata ttagcactgt atcccttgtg ccatccaaca ttttgtatgt 50 

<210> 3947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3947 

cgggcgcagg acagtagcag agaagagagg tggagagccg gacaacgcag 50 



<210> 3948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3948 

cttcagtcat tatgggctca gtttcctcac tattggttcc tcgcaaggga 50 

<210> 3949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3949 

aagagcaaca acgaggcgaa gaggaaggag gaggcaagac agaagaggaa 50 



<210> 3950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3950 

gaggagcaac gaccagagag acgaactgac atcaaccata gaagacgaca 50 



<210> 3951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3951 

aagcatgaag aagacctgga tgaggctcag ggaggttccc ccagtttaaa 50 



<210> 3952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3952 . 

atcagtcaat cagtcagctt ctcagagtag caatccatgt gtccagagga 50 
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<210> 3953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3953 

aaatccaatc cttcggagag ggaatgggcg gtattaatta agggaagtcc 50 

<210> 3954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3954 

atgacaagac aagccagacg aagaagacaa acaagggaga cacagcagac 50 

<210> 3955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3955 

tgcgccccaa tatttgtgga acagcgtttt gttcgaataa aacgatcggt 50 

<210> 3956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3956 

ctcgaggtgt aactcaggaa ggcctagcga atcccgactc ggatggtgtc 50 

<210> 3957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3957 

ttcacctact ctgttctttt catccatccc ctgagtcagt tggttggagg 50 

<210> 3958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3958 

ctgttgtctg gagtgtggag tctcttgtct ggattgtgga gtctcttgtc 50 

<210> 3959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3959 

caagatgatg cttgctgtct tttcctctcg gctacccaga atggcatttg 50 
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<210> 3960 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3960 

agtactcatg acttgagaga cgtggacgga gccagcttct accttgcttg 50 



<210> 3961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3961 

ggtccgacca attaatgact ccatgatcgg cctcggtttt cacaaacctt 50 



<210> 3962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3962 

agacaaagag agcataaata tagctctact catgggtacc ataccagtgt 50 



<210> 3963 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 3963 

ttacatttgt ggaccatgtt acagttaaag aaaaatcctg tttcagtcct 50 

<210> 3964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3964 

gcaggttatc gcaagatgtc ttagagtagg gttaaggttc tcagtgacac 50 



<210> 3965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3965 

atttttaaat ggctttacca aacattgtca gtacctttac gtgttagaag 50 



<210> 3966 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 3966 

ctttccacag caattgtttt gtacgagggg ccttacagcg cggtccactt 

<210> 3967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3967 

ttctacagca cgatgcctgg atctactgac ctgtcaacca cgaatcttga 

<210> 3968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3968 

gaaacagcaa caagcaaaca ggatctcagc attaccaaca gccagcacta 

<210> 3969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3969 

tgagcctgaa cttttttagc aaattattat tctcagtttc cattacctgt 

<210> 3970 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3970 

ccttccaaag cggtcacctg atagggaagt cttacggcta ggaagttaca 

<210> 3971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3971 

gaatggtggg gagaaaaaag gggggcacag tcatgatcgg ctcttataat 

<210> 3972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3972 

gtcacataat ccggggaccc aaagaaagtt ctccagagtg gtttcacgag 

<210> 3973 
<211> 50 
<212> DNA 



587/1427 



WO 02/057414 



PCT/US01/47856 



<213> Homo sapiens 
<400> 3973 

acaacaacac atcacgtaac cacaacacgc ataaacagca aatcatccta 50 



<210> 3974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3974 

cagaacacca acaagcaggg acggaagccg accgagcaaa cagcgaaggg 50 

<210> 3975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3975 

gtggacggcc tgggaatgtg ccccccggtg taacatcgag cccacaatgg 50 

<210> 3976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3976 

aggattagga gagggtcaca gaacagaaag cagattacac ttgggatgga 50 

<210> 3977 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3977 

ctctgtttgt ctggccgcct ccgtgatcaa accgtgtcgt cggcgtgttc 50 

<210> 3978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3978 

ggcttggaca ttgctctcaa gaagattaag aaccctggag gaacactagg 50 



<210> 3979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3979 

tgtacagcta aatttctcca aagcactttt tcaaaaccaa aaaagaaaaa 50 



<210> 3980 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3980 

tttgcacact gaacacttac agatgtggca gatgtgaaat ttgtcatcaa 50 



<210> 3981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3981 

acagagagtc acccgcgagt acgaaacagg cacattttta gaaactcaca 50 



<210> 3982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3982 

aggttcttac caccactttt gtgcccatct ttcccttcgt tcccaatgtg 50 



<210> 3983 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3983 

ccggggtggc cctctcaaat ttggcatggg gtcctctttc aatgttgtgg 50 

« 

<210> 3984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3984 

cacgagcggc tggaggacac ccattttgtg cagtgcccgt ccgtcccttc 50 

<210> 3985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3985 

gccctatggc gttgttaaac acgagcgtat gctagtaagt atcattcata 50 

<210> 3986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3986 

ggtgtgtctc gcggctggcc cagtctattc tcggtgttta tcttcatcac 50 



589/1427 
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<210> 3987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3987 

gacaacggaa actctgtctc taccaccatg tgacagacgc gttgatgcgt 

<210> 3988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3988 

caagacacaa acagcacgac tcacacagag aaagcaacca tgccgaggag 

<210> 3989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3989 

cgcgtcgaac ttcgggacat tcccgtaaac cacaaacaga taaagaatta 



<210> 3990 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3990 

gcgtaaagtg atcaaaaggc cctgaagggg aaaatgataa aacccgtggt 

<210> 3991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3991 

agaggaagcg tgtgaataca acaatctaaa aaggaggaga ggtcgagcac 

<210> 3992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3992 

acacattccc cataccattt cgtgttattc acattccccg taccatttct 

<210> 3993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3993 
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taaaaagggg gtggcggctg tagtaaggag gagcgagtaa tgtatagcac 50 



<210> 3994 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3994 

ccatgagcag gcgcaaccat aacagttaga gacggcacac agcacgacac 50 

<210> 3995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3995 

actcacgcaa gagcaggggg actataacag aaataaacaa gtaaataaat 50 

<210> 3996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3996 

tacacaggca gctatgcgga tcatcagacg agcacatatt ctaacagaga 50 

<210> 3997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3997 

cgtcgccgta ggacgcctcc gtcgtcgtct ggtctgtctc ctgcatcgag 50 

<210> 3998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3998 

aaaggcaaga gtccggggtg gcagaagagt gaaaaatgaa agagagaagg 50 

<210> 3999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3999 

ttctgcccag agtgtatttg tgaagagtct cttatattat gttttgtgga 50 

<210> 4000 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4000 

gtgcgaatgt ggagtgtttt acattgatct ttgctaatga attagcatca 50 



<210> 4001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4001 

cattacgcat attggtaaga cgcaaaatga gacagatcga cactgggacg 50 

<210> 4002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4002 

cacaacgggt cttaatgacg acggaaagat acatccatcg gtatgaacgc 50 



<210> 4003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4003 

accagcaatc cgcagcagag tcataagtgg ggtaggtgat atgtactaac 5 0 



<210> 4004 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4004 

gaaaaaacaa gctaacaaac acacacgccc acaccaacat gccagaacgc 50 

<210> 4005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4005 

tgaacatggg tgggtttgat cacgaggatt ccgctgaaaa gattagaggg 50 

<210> 4006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4006 

cgcgttcata acggcgtcga ctgttcttgt gctgctgtta tctatactat 50 

<210> 4007 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4007 

gggaccagac tacacggaat accagagttg aagaaaatta agatttaagc 50 

<210> 4008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4008 

tatactgaga gtgaaggtct gggtgccaac ttgagacagg tggtctagga 50 

<210> 4009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4009 

cccctggttt tctcgttctg cctcctttgg acctgtgttt gttttctgct 50 

<210> 4010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4010 

cccttagaat ggttactgcc cttgaattaa cttgacacaa cttgggttgg 50 

<210> 4011 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4011 

cgaataatcc ctatttgatt acctcagaaa agttttgtct tccgccaagg 50 

<210> 4012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4012 

ttggacccca gggtaaggcg gatattggtt gggacgttcg gggagtgtat 50 

<210> 4013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4013 

aattacgttc ggaggtatat aaaaagggat cggcgcagtg gatagggggt 50 
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<210> 4014 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4014 

ggagatccac agtgatctca ggccctggac cggaaaaggc agcaagatca 

<210> 4015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4015 

aagacgagta caccaagacc aaagagcgcc aacgagcacg accgagtgaa 

<210> 4016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4016 

aacgccgact agacgtcaca aagacttaat aagaaacaca ctgatatcca 

<210> 4017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4017 

cgcaacatta tccatttaaa cccctgcata acccattacc aaagccctct 

<210> 4018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4018 

ggcaccccaa tccccggcaa aaacatttgt taacctcttg ggaatttctt 

<210> 4019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4019 

ctcgtctgca ccggagtctc acaaatttag catctgggtc ttgagcatta 

<210> 4020 

<211> 50 

<212> DNA 

<2l3> Homo sapiens 

<400> 4020 

ccctccgggg tctctatacc cacaaccttc tatcactcaa tcagttggta 
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<210> 4021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4021 

aacaagatag agagaagacg aagatcgaca cagacaaaca accacaaccg 50 



<210> 4022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4022 

tgttgggacc cctcatctca cgggtcattt ccaccactaa acgccctttt 50 

<210> 4023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4023 

ccctgaaatc ctaaattccg tcacccctcc aacatgacca taaaagtccc 50 



<210> 4024 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4024 

gaccacgtta tgtgcctgac ttcgaggaca ccctctctgg tttggtattt 50 



<210> 4025 

<211> 49 

<212> DNA 

<213> Homo sapiens 

<400> 4025 

tctcctttca gttcctttgt aggatttctg gccttgagga tagtcttca 49 



<210> 4026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4026 

tctcatcaac atttgactct cagaagagcc tccatttgcc ctttctctct 50 



<210> 4027 

<211> 50 

<212> DNA 

<213> Homo sapiens 



595/1427 
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gcagagcaga ccttattacg cacaattgcc ggtaacatgt aacaccagtt 

<210> 4028 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4028 

attgggcatg gttggtccaa tgcctcacat ggccgggata acaggacgca 

<210> 4029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4029 

caaagggtgt aattccacat tgacactcct gtcatgcggt gggcgggaac 

<210> 4030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4030 

ctagctcact agttgtgcct atatgccaca ccgggggacc caacaagggt 

<210> 4031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4031 

atactgtgtg atttgccctt gctgtccaac cctgttcttg ctgccattta 



<210> 4032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4032 

gtggcctgaa gtgacccatt ctatgaattg ttaattaagg tgccaaaaaa 

<210> 4033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4033 

gggtttgaga cttgggtatg gaaacagaac cggaaattgt gtgctctggt 

<210> 4034 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 4034 

atttctatta tggaatccct ggggttcaga atgtaacttt gtacatgaga 50 

<210> 4035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4035 

gacagtacac ctcagggaag ggacaaacaa acacgataaa tcgacacacg 50 

<210> 4036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4036 

tcagacccag tcttgtggat ggaaatgtag tgctcgagtc acattctgct 50 

<210> 4037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4037 

tcctgagccc cacacgcccg aagcaataaa gagtccactg acttccaaaa 50 

<210> 4038 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4038 

acgaatatcg aatctcccac gcggggggtg agacccgaat ctgcggctgc 5 0 

<210> 4039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4039 

agacacacga gcaaaacgac gcagcaagaa tcagatagca tagcaaacat 50 

<210> 4040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4040 

gcagtgggac ggaacgggtg aagcctgatg gctgatgcgg cacgatcttg 50 
<210> 4041 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4041 

ctttaaatct tagattgctc cgcacagata aagagaacca ggattggggc 



<210> 4042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4042 

tttatttggg tacttttccc caacacaagt ccttttatcc cacccttggg . 



<210> 4043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4043 

aaaagatctc ggaaaatagc attttgttaa aaccttgggg ggtaaaaccc 



<210> 4044 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4044 

aaccttcatg caagtggaga cgggtagggg gttctatggg gcattggttg 



<210> 4045 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4045 

tgtgaaaagc tgataagaaa accatccaga aaaaagctct tcgttttaca 

<210> 4046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4046' 

tcattataat tctgtcctag gaaatcaaat tagaacgctc cacaagccgg 

<210> 4047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4047 

cgcagagctg ggccttacaa atgggttcca aatcgggctt ctcactcagg 
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<210> 4048 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4048 

tacaactgta ccacactggg ttactctaga agtctctggt cggatccttc 50 

<210> 4049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4049 

catagagcac aagagacaca tggaccggca cgcgacccga cccaaagcgc 50 

<210> 4050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4050 

tttacctcat ttatttggta ctttccccac acagtccttt atccacctgg ■ 50 

<210> 4051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4051 

ccatttttag tgggggagaa aactgtcact gtgctggcga aagaggtcca 50 

<210> 4052 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4052 

ccgcaccgat taacggccag agaagcaaca agcaaataaa aagtgggaaa 50 

<210> 4053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4053 

aacttaactc actggcgaga atacagcgtg ggacccttca gccactacaa 50 

<210> 4054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4054 
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aggacttaac gggaatacgg gaataactcc aattacttca tctctagggc 



<210> 4055 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4055 

aaggaggttg ctcaccagta gtgcttgtta ccaaaatgtc accaggagtt 

<210> 4056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4056 

tgaattaagt gcattatcaa ttaaccttat ggtggttgga atagtgatca 



<210> 4057 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4057 

aaacacacag gaaaagggca aagggggcac caggagaacc gggagacaaa 



<210> 4058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4058 

cggagaaacg gggccaaaag gttgccgaga gacccggcga aaaggacagg 

<210> 4059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4059 

acaaagcatc aaacagcagg gagctagtgg agaggtctat tgtcccagtg 

<210> 4060 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4060 

gggtgcatgc caagaaagta tggttggaat tcctggtaca ctgaagtgga 

<210> 4061 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4061 

atgttatctt gggaattagt gtcttgagcc tctgtctgtt accgtagttt 

<210> 4062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4062 

tgaccgagta aaaaacatct atcaattaca caaatgaaca agaatgtgag 

<210> 4063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4063 

acaagaaatg gttgaggcga atattggaaa cacatgggct taatgctgaa 

<210> 4064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4064 

ggtattgatg cttggttttt cctgccagtc cgaaattcct gtatttgtca 

<210> 4065 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4065 

tcatgctact tgtcctggtt ttgtcattga tactctcata gcccttttga 

<210> 4066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4066 

gcctggcgga ccggcagcct atatgacgga cttcctcatt acttaccacg 

<210> 4067 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4067 

aaactgtttg gagaatttaa gcactctctg atgggggaca actctatgga 

<210> 4068 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4068 

tctttgtgca gatacgttca ccacataagt gtgagccatt taaacctggt 

<210> 4069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4069 

caccaaagtg gagacaaata catgatctca aagatacaca gtacctactt 

<210> 4070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4070 

aataattggt cttttaaaca aacacggaag tttggtggaa tcggtcatgt 

<210> 4071 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4071 

tgttcgtgcc ttccttctgg gttccacaaa ggtgggacct tacttatcta 

<210> 4072 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4072 

agggaaaaac gcagggggtt caaaaactct ctcactctat gcagtgtata 

<210> 4073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4073 

aagcagctca atagcagcat agaggattag attaatggaa cagcactgca 

<210> 4074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4074 

acatatacaa ggacacagag gaaaggcggg aacaacggga agaggttttg 
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<210> 4075 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4075 

tgtggcgatt aagagaggtg aagcataact gatttgcagg atatggtttg 50 

<210> 4076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4076 

aaaagccaaa aggtttcatg tagattttag ttcactaaag ggtgcccaca 50 

<210> 4077 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4077 

gcagaactct aattgtacgg ggtcacagag gcgtgatatg gtatcccaaa 50 

« 

<210> 4078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4078 

cttaaccata cagaatgata taactcctgt gcaatgaagg tgataacagt 50 

<210> 4079 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4079 

cttcggaggc taggccgccg ctccagcttt gcacgtttcg atcccaaagg 50 

<210> 4080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4080 

caaagtcaaa taactcctca ttgtaaacaa actgtgtaac tgcccaaagc 50 

<210> 4081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4081 

ccaatcccga tccaaatcat aatttgttct taagtatact gggcaggtcc 50 
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<210> 4082 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4082 

tccagctcct gttccttgga aaatctccat tgtatgtgca ttttttaaat 



<210> 4083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4083 

aactgatgcc tgctagtgct ttctgattac tcgcattctg tttcttgctt 



<210> 4084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4084 

tcaggttgaa gtcaagatga cagataaggt gagagtaatg actactccaa 

<210> 4085 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4085 

tcctaggtag ggtttaatcc ccagtaaaat. tgccatattg cacatgtctt 



<210> 4086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4086 

agcgggaagg attttgggta aatctgagag ctgcgataaa gtcctaggtt 



<210> 4087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4087 

gaggccctag catttctcct tggatagggg accagagaga gcttggaatg 

<210> 4088 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4088 

ctccacaata aggtcaatgc cagagacgga agcctttttc cccaaagtct 50 



<210> 4089 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4089 

ccaatgtttc tcttttggcc ctatacaaag gcaagaagga aagaccaaga 50 



<210> 4090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4090 

tttacctctg tcttggcttt catgttatta aacgtatgca tgtgaagaag 50 



<210> 4091 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4091 

gggaagttgg tttataagcc tttgccaggt gtaactgttg tgaaataccc 50 



<210> 4092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4092 

ccctcccttc agattatgtt aactctgagt ctgtccaaat gagttcactt 50 



<210> 4093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4093 

ttattcatat attcctgtcc aaagccacac tgaaaacaga ggcagagaca 50 



<210> 4094 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4094 

tgcacctcaa gattttaagg agataatgtt tttagagaga atttctgctt 50 

<210> 4095 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 4095 

tatggccttc aagctcaagt ccaaatcctg ccatgacctc tctgtactct 



<210> 4096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4096 

tccatctgtg cataaggaga ggaaagttcc agggtgtgta tgttttcagg 

<210> 4097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4097 

ggaccattcc ggagcagccc cacatacctc actgtctcgt ctgtctatgt 

<210> 4098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4098 

tttgtaagcg aaggagatgg aggtcgtctt aaaccagaga gctactgaat 

<210> 4099 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4099 

accactgtat gtttacttct caccatttga gttgcccatc ttgtttcaca 

<210> 4100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4100 

aaatctattc taacgcaaaa ccactaactg aagttcagat aatggatggt 

<210> 4101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4101 

tgttataaaa gaggattttc ccaccttgac accaggcaat gtagttagca 
<210> 4102 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4102 

accaggatgc aatggattta tttgattcag gggacctgta tttccatgtc 



<210> 4103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4103 

aacagaaaca gctatggcaa cagcatcacc ctcagagcat caccaacttg 



<210> 4104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4104 

tatttaacct gagtatagta tttaacgaag cctagaagca cggctgtggg 



<210> 4105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4105 

aactaacccc ctttccctgc tagaaataac aattagatgc cccaaagcga 



<210> 4106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4106 

atagcaagct gaactgtcct aaggcagggg cgagcacgga acaatggggc 



<210> 4107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4107 

tgacaggttc acttctgagg ttgctatgag ggtgatggaa tgtactgcct 

<210> 4108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4108 

tgtttaaatg gcttggtgtc tttcttttct aattatgcag aataagctct 
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<210> 4109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4109 

ttgaaattgg tggcttcatt ctagatgtag cttgtgcaga tgtagcagga 



<210> 4110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4110 

acttcttata catttgataa agtaaggcat ggttgtggtt aatctggttt 



<210> 4111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4111 

catgaagaag caagacgaaa acacacagga gggaaaatcc tgggattctt 



<210> 4112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4112 

gcctggcttg gaccttggca ttccgtttga attccttcta actggaacat 



<210> 4113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4113 

gtccactgtc actgtttctc tgctgttgca aatacatgga taacacattt 



<210> 4114 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4114 

ttgtgttgtt ggaaaaagtc acattgccat taaactttcc ttgtctgtct 



<210> 4115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4115 
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cagtagcgac agcgacggcg gagacgaggg cgtgagtcag gaggagagac 



<210> 4116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4116 

agctgccacg ggtgagagag caggaggtat gaattaaaag tctacagcac 



<210> 4117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4117 

ctttcctcaa aatctttaag ccagaggcag ccttcctgcc ggagtggaca 



<210> 4118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4118 

tctgcctcac gtgcactgtg gtggccgtgt gctacggctc cttctacaat 



<210> 4119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4119 

ccatagccca aggtgacatt tcccaccctg tgccgtgttc cccaataaaa 



<210> 4120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4120 

ggggtatcca gaattggttg taaatacttt gcatattgtc tgattaaaca 



<210> 4121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4121 

gaggctttgc cttgcctgca tatttgtttc gctcttactc agtttgggaa 



<210> 4122 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4122 

gcaagtgtag gagtggtggg cctgaactgg gccattgatc agactaaata 

<210> 4123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4123 

ttgcaaaacc cagaagctaa aaagtcaata aacagaaaga atgattttga 

<210> 4124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4124 

cccacactgc tacacttctg atcccctttg gttttactac ccaaatctaa 



<210> 4125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4125 

aaaagaagcc ctaataaacc acccggataa taaccctgtc taccatcttt 

<210> 4126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4126 

gtgaagattc ctgaggatct aacttgcagt tggacactat gttacatact 

<210> 4127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4127 

agaaggatta gcagttctta gtaagtttac tgtgtatagg aacggtttgt 

<210> 4128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4128 

cggctgcctc tcttgagacc atctgccaat cacacagtaa ctattcgggt 

<210> 4129 

<211> 49 
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<212> DNA 

<213> Homo sapiens 

<400> 4129 

cccaactgag gaccactgtc tacagagtca ggaaatattg tagggagaa 49 



<210> 4130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4130 

ctggcaaaaa gccgaaggag taaaggtgct gcaatgatgt tagctgtggc 50 



<210> 4131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4131 

tgtttgcttg aacagttgtg taaatcatac aggattttgt gggtattggt 50 



<210> 4132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4132 

ggagccaagt ccagatttac actgggagag gtgccagcaa ctgaataaat 50 



<210> 4133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4133 

ggatgctcct cccttctcta cctcatgggg gtattgtata agtccttgca 50 



<210> 4134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4134 

taacttcaat gtagttttcc atccttcaaa taaacatgtc tgcccccatg 50 



<210> 4135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4135 

gagtcctttt gatttttaac ttattcccca tgtccctata cttcgtgtgc 50 
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<210> 4136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4136 

tgcacgttcc tcctggttcc ttcgcttgtg tttctgtact taccaaaaat 



<210> 4137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4137 

cagcttcagc taggagtttg taagcaagga ctttgtgaca catttgtccc 



<210> 4138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4138 

aattgaaaag taccaagaag tggaagaaga ccaagaccca tcatgcccca 

<210> 4139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4139 

acttcctaga gacttgtttc tgagacagtt ctttgccttc acttccctgc 



<210> 4140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4140 

acaactgacc tgtctccttc acatagtcca tatcaccaca aatcacacaa 

<210> 4141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4141 

gctcaggagc gggctgctga gagctaaacc cagcaatttt ctatgatttt 



<210> 4142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4142 

aaagaaagcc agtatattgg tttgaaatat agagatgtgt cccaatttca 



612/1427 



WO 02/057414 



PCT/US01/47856 



<210> 4143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4143 

actggcaggc ttatttatct gttgcacttg gttagcttta attgttctgt 50 

<210> 4144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4144 

agcagccttt ctgtggagag tgagaataat tgtgtacaaa gtagagaagt 50 

<210> 4145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4145 

caactgtgct ggccgggagg agagcagaga cgcagtcctg cccagtgtag 50 

<210> 4146 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4146 

cacatggcta aagaaggttt cagaaagaag tggggacaga gcagaacttt 50 

<210> 4147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4147 

ccgacatctg gttcctactt cagggtcata aagcctaaat agcccacacg 50 

<210> 4148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4148 

ctcatttgta ttcaagcctt taacaggagg gcaaagaggt gagaatgtgt 50 

<210> 4149 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4149 

gcactgaatc gtttcatgta agaatccaaa gtggacacca ttaacaggtc 



<210> 4150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4150 

gcagacactg cttcttactt ctgtgctacg gatgggaaca gagatgacaa 



<210> 4151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4151 

ggggaaactg gaggcttcaa aactatcttt ggagcaggaa caagactatt 



<210> 4152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4152 

9999 aa 99 a 9 ggtgattata ttgctttgta atggtttgtg atacttgaaa 



<210> 4153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4153 

gtacgaatgg gaggtcctcg acacctgggg aactgcggac tatgcggcag 



<210> 4154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4154 

tatcagacta gtgacaagct cctggtcttg agatgtcttc tcgttaagga 



<210> 4155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4155 

tgacctccac caaagcccat ataaggagcg gagttgttaa ggactgaaga 

<210> 4156 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 4156 

tttctccgga ctcatcagta aacctgtaga agtgtcgctt tccagccttt 



<210> 4157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4157 

tttgtaagcg aaggagatgg aggtcgtctt aaaccagaga gctactgaat 



<210> 4158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4158 

aaagttgata ctgtgggtta tttttgtgaa cagcctgatg tttgggacct 



<210> 4159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4159 

aacttttaca ctttttcctt ccaacacttc ttgattggct ttgcagaaat 



<210> 4160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4160 

acagccaaga cttaggttac agggcaacgc actactgttc agctttgaat 



<210> 4161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4161 

acgtgtcctg attttgccac aacctggata ttgaagctat ccaagctttt 



<210> 4162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4162 

agctgttgat gctggttgga caggtttgag tcaaattgta ctttgctcca 

<210> 4163 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4163 

ataaggtgca taaaaccctt aaattcatct agtagctgtt cccccgaaca 

<210> 4164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4164 

ccaatgacag cctacctatt accaagggct cccctacaac tctgaacctt 

<210> 4165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<40O> 4165 

gacaaaccct ggagaaatgg gagcttgggg agaggatggg agtgggcaga 

<210> 4166 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4166 

gtgtcagtgc ccaaaggagg gaggttgatg gtgcttaaca aacatgaagt 

<210> 4167 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4167 

tcattgtata aaagctgtta tgtgcaacag tgtggagatt ccttgtctga 

<210> 4168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4168 

tgacctccac caaagcccat ataaggagcg gagttgttaa ggactgaaga 

<210> 4169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4169 

ttggcttcat tacgagagag aaacataaca gaggcagtga tggtttcaga 
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<210> 4170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4170 

tttgtctata ttctgctccc agcctgccag gccaggagga aataaacatg 50 



<210> 4171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4171 

agcacattgg gagatacatg ataaatttct atctgcagtt gctatttgca 50 

<210> 4172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4172 

ggcccagcag aagagcctcc ttcagcagct actgactgaa taaccacttt 50 



<210> 4173 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 4173 

aataatagat tagcagaagg aataatccgt gcgaccgagc ttgtgcttct 50 



<210> 4174 

<211> 50 

<212> DNA 

<213> Human cytomegalovirus 

<400> 4174 

acattcaaaa gtttgagcgt cttcatgtac gccgttttcg gcctcacgag 50 

<210> 4175 

<211> 50 

<212> DNA 

<213> Human cytomegalovirus 

<400> 4175 

acgaacagaa atctcaaaag acgctgaccc gataagtacc gtcacggaga 50 

<210> 4176 

<211> 50 

<212> DNA 

<213> Human cytomegalovirus 

<400> 4176 
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aggaaccagc aagtcaacaa aagactaaca aagaaaaacc atcttggaat 



<210> 4177 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 4177 

ccaacgacac atccacaaaa atcccccatc gactctcaca atcgcatcat 

<210> 4178 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 4178 

cctctggagg caagagcacc caccctatgg tgactagaag caaggctgac 

<210> 4179 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 4179 

gatgtccgtc tacgcgctat cggccatcat cggcatctat ctgctctacc 



<210> 4180 

<211> 50 

<212> DNA 

<213> Human cytomegalovirus 

<400> 4180 

ttcgtgggca ccaagtttcg caagaactac actgtctgct ggccgagttt 

<210> 4181 

<211> 50 

<212> DNA 

<213> Human cytomegalovirus 

<400> 4181 

gagatcgaca tcgtcatcga ccgacctccg cagcaacccc tacccaatcc 

<210> 4182 

<211> 50 

<212> DNA 

<213> Human cytomegalovirus 

<400> 4182 

ctttgagcag gttctcaagg ctgtaactaa cgtgctgtcg cccgtctttc 

<210> 4183 

<211> 50 

<212> DNA 

<213> Human cytomegalovirus 
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<400> 4183 

tcttctggga cgccaacgac atctaccgca tcttcgccga attggaaggc 



<210> 4184 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 4184 

agagaacaac aaaaccacca cgacgatgaa acaaaacgct caaccaaaca 



<210> 4185 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 4185 

gagaaaagat tgtgcgatct ccccctggtt tccagcagac tcttgccaga 



<210> 4186 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 4186 

catcttctcc accaaccagg gtgggttcat gctgcctatc tacgagacgg 



<210> 4187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4187 

tcccatgttc cctttatttg tcttttggtt ctgctttttg ggagattttt 



<210> 4188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4188 

tggtgcgctt ttgtgtgcgg tggaggagtt cctaaccctc ggcttgtttt 



<210> 4189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4189 

gccgttggtt ggcttaaact tggtttcgtc acttcgggca ctttggtttt 

<210> 4190 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4190 

ctggcctccc ctggctcttt aagctcccct ttggttaaaa actgggtttt 

<210> 4191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4191 

aaaaggccaa gggtgttgtt ggggcgtctg tctaatgtgg tgggtctttt 



<210> 4192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4192 

gctgtaaatc tctgtctcat catccttctc ttttgtttcc atagcctttt 



<210> 4193 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4193 

gtgtgtgctg gctgagaagc cactgtgaat tgattcttct tctgaagttt 

<210> 4194 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4194 

aataagggtg ttgccctttg ttccctcaca taatcgtgaa aggctgcttt 

<210> 4195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4195 

ttcctcagtc cctgttcata ccatctctgc acccacaatc acactgattt 

<210> 4196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4196 

gaccacagat atgcactcct tacattaacc tcagccttga tgtatcattt 
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<210> 4197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4197 

ccccctgtta tgaaaagggt taaacttgaa cccacccatt ttaaaaattt 50 



<210> 4198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4198 

ttatagctac cagaagccac cagggcctta gcccagcagt agaaacctct . 50 



<210> 4199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4199 

gatcagtaga cacacccctc aatgctgcga agaaaatgaa ggccactctt 50 



<210> 4200 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4200 

agcagacaat ggacaactgt agtttttgaa ttgacttcta tagccatctt 50 

<210> 4201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4201 

tccaccacag tgcatgataa ttccgacaga acggcctttt atttgtacct 50 



<210> 4202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4202 

tgttctctga actgtctgga tgaaccggtc aacggcactc atcatacctt 50 



<210> 4203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4203 

gcttcactct gctttctgta taaagggcag tctgtggtca cgcaagactt 50 
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<210> 4204 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4204 

agcaaagacc aaattctcct tgggaagtgt gggagcaggc tgacattatt 

<210> 4205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4205 

gtcctttgat agcagaacaa gaggctctgt gatcctctgg acctcagatt 

<210> 4206 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4206 

tccacgacat ggtacagctc ttcacttttt cagcttttta aatgtccatt 

<210> 4207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4207 

gacaaggcaa tgctactgat cacctgagga taatggtgaa ggacttttgt 

<210> 4208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4208 

tcaatagttg tgaaattctt ctcaggctcc ttaaaccctc gctttgttgt 

<210> 4209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4209 

aggcttacgt ttatccaaaa gcatttcacc ttgcacatta ctgttgttgt 

<210> 4210 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4210 

acaagcattt agatcataac atggtaaagc ctattaccag ccaatgttgt 50 

<210> 4211 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4211 

tgttttggca tagagcttta cttaaaatgc tgcttcattt tacacattgt 50 



<210> 4212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4212 

tggagctcaa ttctatgcag ttgtgctgat atttcattaa gtcactgtgt 50 

<210> 4213 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4213 

•tttccccttg gcctgagttt ttataaaatt tccattaatt ggggcagtgt 50 

<210> 4214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4214 

tgcagctaaa ttcgaagctt ttggtctata ttgttaattg ccattgctgt 50 

<210> 4215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4215 

ggatttggaa gatgctttca gaaatatggc ataggttttt gtcgaaatgt 50 

<210> 4216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4216 

aaagaaaaat tcagcctgaa ccctaccctt ataaaacagg ttaattgggt 50 

<210> 4217 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 4217 

tgtaagtccc atgcccgaat ttggagattt gggtttttct tttcaggggt 

<210> 4218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4218 

cggattccaa attacttaaa gcctttatgg gaacacggta gattgtaggt 

<210> 4219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4219 

gccttctggc ctctgaggca aaggtcagtg atactgatgg gagggtaggt 

<210> 4220 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4220 

gctcaagatc acctctttgt catcttgaac aatgtttttc tcttctaggt 

<210> 4221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4221 

tgtttccact tcatgggata tgactccatc acaatgaaaa tgggtccagt 

<210> 4222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4222 

ttgtgattgt aaatcatgta tgtacaaatg ccatgaaaat taaagccagt 

<210> 4223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4223 

tttcccttat gcaccttcca gtctttggca ggacatgatt tatggacagt 
<210> 4224 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4224 

tgcactctac cagatttgaa catctagtga ggttcacatt catactaagt 50 

<210> 4225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4225 

tcaactgcag ggaatctcct aggaagcgga taaatctggc aattggaagt 50 

<210> 4226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4226 

accaccagct atttgtaatt ccttcttcta aggcatagtg aaaacttgct 50 

<210> 4227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4227 

tcgctttcta actgattcca ttccaccatg tcagatactc ctgggctgct 50 

<210> 4228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4228 

cagcaatgag gggatatttt tgatgagctg gaatatccaa ttgaacagct 50 

<210> 4229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4229 

ccccctaagt taaaagctct gtctttttgg ggtttgccct atgtaaagct 50 

<210> 4230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4230 

gaagcctcta ctcttgagtc tctttcatta ctggggatgt aaatgttcct 50 
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<210> 4231 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4231 

acacttgatc tcttccttat ttctctcaga aaacctgtag gattgtgcct 



<210> 4232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4232 

agtagatatt ttgccggtgt acttggaata cctttcagaa gccaaaccct . 

<210> 4233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4233 

aattccaatc ctggtatata gcacctggta ttatgggtac caaaaaccct 



<210> 4234 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4234 

actgctccaa atatcaaccc catgtaggca ggatgtttga tcttggtact 

<210> 4235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4235 

tgttgttgga tacgtactta actggtatgc atcccatgtc tttgggtact 



<210> 4236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4236 

ttaggattgc tcagtttcat caaggtttga aggataggca ggctctcact 

<210> 4237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4237 
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ggccagtctc tgtgtgtctt aatcccttgt ccttcattaa aagcaaaact 50 



<210> 4238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4238 

gcattcccgg tcactccctc cctaatctga gcatcactca agctctttat 50 

<210> 4239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4239 

ctgaatgcca agagcttcaa gagtgtgtgt aaataaagcc acacctttat 50 

<210> 4240 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4240 

cccgaggagg aagacgaatc gttaaacatc tgaaagggtc aggtgagtat 50 

<210> 4241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4241 

caaacttgtt ctgaagacaa tttccaaggt tgtcagccat gtcaccatat 50 

<210> 4242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4242 

tcaggttcgt gttaaacgct gtatgttaac tatgactgga attctgtgat 50 

<210> 4243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4243 

atggagatcc agagacgttg gttttcaaat ggagcaaaca gcactgtgat 50 

<210> 4244 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4244 

agctttaggc tgagggcatg gaaactgtta cgcttttcct tttatgtgat 

<210> 4245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4245 

tcactccaga atagaaatta gagtataggt aggcagtcca acctctgcat 

<210> 4246 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4246 

tcagatgcca cacttatgag accctcatcc ttctgctcac tctcttccat 

<210> 4247 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4247 

ccctgccttt acctctctac ttgtagtgtt ctttcagagc ctgctcccat 

<210> 4248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4248 

caaaacaaga tgtgccaggg cctgggggat gggataattt cagagagaat 

<210> 4249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4249 

acccaagagg gcagcagttg tgtcatccag ttcatcttaa gaatttcaat 



<210> 4250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4250 

ggggtaggaa gaggatggaa ttgagatgtt tgagcctcat ttacatcaat 



<210> 4251 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4251 

gctctctgat gctggtggct gttcccccag aatggaagca ttgattaaat 50 

<210> 4252 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4252 

ggggagaagt gatatggtga agggaagtgg ggagtatttg aacacagttg 50 

<210> 4253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4253 

caccatgcct cacttttagc gcagtgtgat cctacacaaa ttgccctgtg 50 

<210> 4254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4254 

tatggttttt aggctatgca gatattctgt tggtttttga gacagctctg 50 

<210> 4255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4255 

ccttcctttc taaggcataa gtgcgacgtt cgctgctgtg cgtggaactg 50 

<210> 4256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4256 

gagaggaagg cagacaggca gccattttaa gagagaagag ccagacaatg 50 

<210> 4257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4257 

gttatcaaag gtggaatcgg aaacaccagg ctcctagtgc cacggaaatg 50 
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<210> 4258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4258 

aaatgtgcct attgctagag ctcctccctc tcaacaccca gtttccttgg 

<210> 4259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4259 

caatcgtctt atctctacag agagaagtgg aaaattcttt ttcaaggggg 

<210> 4260 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4260 

ctatggaagg cagttggtgg gcaaaagtcc ggtttttacg ctttgagggg 

<210> 4261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4261 

gtctgatcct tagaccgtct catcacagca accctaactg cagagcaggg 

<210> 4262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4262 

aatggtaaga aatgccttgt gtgggtggcc ctccagtccc cagtccaggg 

<210> 4263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4263 

aacatatcca gggaggacaa actctgggct ggacaatgta tccacaaggg 

<210> 4264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4264 

gcccatggtc ctagaattaa ttcccctaaa aatttttgaa ataggggcgg 
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<210> 4265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4265 

gccaactgct tagaagccca acacaaccca tctggtctct tgaataaagg 50 

<210> 4266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4266 

gagcccttaa aattactgta tctcctctaa agtgtgattt aatggctgcg 50 

<210> 4267 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4267 

cttttgctgg agactcatcg ctttgggaag tgcatttgct tcgtcgtccg 50 

<210> 4268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4268 

cccagttcac agtagagagg tggagcttag tacttcctgc tgcccattag 50 

<210> 4269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4269 

ctgggctgta ggtactgctg ggtcactgtt gctataaatg gtcactggag -50 

<210> 4270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4270 

ctttagatgt cccacgtccc ttcaagcaca tgaaagagct cacactggag 50 

<210> 4271 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4271 

gactctggaa ctcgagcgtg tggctgctgc gccgacagct gaatctagag 



<210> 4272 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4272 

ccttagagat cgtgaccctt cctgcttgcc tccctggtgg gctctttcag 



<210> 4273 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4273 

agagtgagaa ggcagttcca gttttagcac agatttgttt atgtgttcag 



<210> 4274 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4274 

tctcaagaga gaacgccaca gcagagagac ccaatccgcc taagttgcag 



<210> 4275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4275 

aggtttgggg aggggtccca gtctgcgatc ctttctccct cttcgtgcag 



<210> 4276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4276 

cctcagcttc caactctgat tccaggacag gatggaaaac ctttggacag 



<210> 4277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4277 

aatcccttgt accatgtata caaatgagac aagtgagctt gacattcaag 



<210> 4278 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 4278 

gctacagccc ggaacacaaa agaagacacc catgcaaata ccattaaaag 



<210> 4279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4279 

attaaccctt tattgcccta gccagtgggg tgggagggag agattgtttc 



<210> 4280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4280 

gttatcctta ggccaggtct cccacctttg agccggacaa aaccagagtc 



<210> 4281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4281 

tgctgctaca gttgcaaaac actggagcta gagaaaataa agtactgatc 



<210> 4282 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4282 

cgagagtctt gctgagccag gacttgagtg cctcgaagtt ttcaatgatc 



<210> 4283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4283 

atcaggagag ggagataatt agttgcttcc tccttcacac tgtttgaatc 



<210> 4284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4284 

ttgccctttc ctctcactgc cttttatagc caatatcaat gtctctttgc 



<210> 4285 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4285 

atccctattg ccagacacat cattctctcc atccagaaag ccaactttgc so 

<210> 4286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4286 

ctctcttcat cttctgattg ggattgtgtc cagtcctctg cttcttctgc 50 

<210> 4287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4287 

gagggttcta gcaacttaat cccattagca tgttagctga agactactgc 50 

<210> 4288 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4288 

gtcccaaggg tcagtatatt ggaggaaagt aaaggagtga atcagactgc 50 

<210> 4289 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4289 

ctggaattac taatgtggag gtgatctgag aactgggaac aaagtagggc 5 0 

<210> 4290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4290 

tccagggact gacaagagtg agtggtgtca acctaaagag aaactcaggc 50 

<210> 4291 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4291 

cagaactcca tagacagcct cactttgtgc tcgggggcct gtcccaaggc 50 
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<210> 4292 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4292 

gcacttctcc cggttcatcc ctctcaagta atggctcagc taataaaggc 

<210> 4293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4293 

tccatctcct ttctactgta gcggagacta caagtcccag gatgccccgc 

<210> 4294 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4294 

ccacattctt gctgtccaca tcctgctggg tgaaattgtg ttgaagtagc 

<210> 4295 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4295 

tgacfcgtctt ggtaattttc ttccttgttt tacttctgga aactgggagc 

<210> 4296 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4296 

tgactttcag gaatgtcagc attgacctct ccttgccact gttactcagc 

<210> 4297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4297 

aagtttgtgc agcacattcc tgagtgtacg atattgacct gtagcccagc 

<210> 4298 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4298 
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aagtttgtgc agcacattcc tgagtgtacg atattgacct gtagcccagc 



<210> 4299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4299 

accagacttc aggaagaata aaggtcgcca actcaataaa accaccaagc 

<210> 4300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4300 

acttgccaca taaacagttc catcataaaa actcttcccc ttcttgttcc 

<210> 4301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4301 

gcttccttga accacccaga aatccactca aatttgggga ttgtcattcc 



<210> 4302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4302 

gggggtgatg ggttaattaa ataagtccat tcctgggatt tgagggggcc 



<210> 4303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4303 

atgcccctcg tcctagaatt aattccccta aaaatctttg aaatagggcc 

<210> 4304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4304 

tcaaactaag accagggttg aaaactatgg cccagggacc acttccagcc 

<210> 4305 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4305 

gacgcgcaca caccttgagt gacagcgacc tcttctctac aggttttccc 50 

<210> 4306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4306 

atccaagctt taattctgcc atctcagaat ggtgataaac catttctccc 50 

<210> 4307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4307 

tacttcattg ctattgtaaa ccaaaaataa aatttgaagc cccctgcccc 50 

<210> 4308 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4308 

cttcatcact caggaaacag aaaaggcttc agaaggagcg gccatgcccc 50 

<210> 4309 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4309 

agaacccgta ttcataaaat ttagaccaaa aaggaaggaa tcgaaccccc 50 

<210> 4310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4310 

ttttctattt tcatctgtca ttttcactgc agagcgcacc tcccggaccc 50 

<210> 4311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4311 

agactgaagg ggttgaaaga cccgtagacg ctcctttcct cttttagacc 50 

<210> 4312 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4312 

ctctgcggcc ctagagttaa tcccatcagc cgaggtgagg cacctgttac 

<210> 4313 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4313 

ccaattccgc agtacagagc attcagcagg tagtggtgac cctgggtgac 

<210> 4314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4314 

ggctccagcc accggcagct ctgaaagagt ttgaagaatt tattgttcac 

<210> 4315 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4315 

gctcgctacc agaaatccta ccgataagcc catcgtgact caaaactcac 

<210> 4316 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4316 

cactggaaca caacccagcc atgaaaagga agaagctctg actcaggcac 

<210> 4317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4317 

catctcatgc gtagcactga tcaatgtgcc ccagggtgtg tattcgccac 

<210> 4318 

<211> 50 • 

<212> DNA 

<213> Homo sapiens 

<400> 4318 

caatcagagc gcgagttaca agcgcggtgg agtggggaag cgaatgaaac 
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<210> 
<211> 
<212> 
<213> 



4319 

50 

DNA 

Homo sapiens 



<400> 4319 

gacattgcac atttttgaac ctgtctacag cagcctgggt tggtcacaac 



<210> 4320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4320 

acactggcag agtccagaaa agcagcagaa gaaaaattca gagcaaaaac 



<210> 4321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4321 

tttaacgtgc ttctgagaca gccaccaccg aaaggcacct ttagcggtta 



<210> 4322 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4322 

tcagccaacc tgaatctggt atctttactt aaacacagca gttgtagtta 

<210> 4323 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4323 

aaaaggagac gatgtcaggc aaacactcct taccctgcca tttctagtta 

<210> 4324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4324 

tcacaatcag tctcagattc ccagcagcag agagtgaatt gtatgttgta 

<210> 4325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4325 

taaagacaat gctatttaag tgcacagttc caggggcgct tgtggctcta 
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<210> 4326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4326 

gaagaccaag tctacgcctg caagctctca gaccgggaac atccactcta 



<210> 4327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4327 

ctgaagagac agaaagggag acaccaaaac tttaatggca gttattccta 

<210> 4328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4328 

gccgccccca tgaagccctt tcttactgta agtgctcaag aacaaagata 

<210> 4329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4329 

gctagcacga ctctgccttg ttcctttgga gacaattgtt atcatcaata 



<210> 4330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4330 

attgggaata tagatcatca acagacacag ccctggacgc ataaatttga 

<210> 4331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4331 

actaacgtat ttcatcatgg aaggtcctgt ggtgatggtt ttccctggga 



<210> 4332 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4332 

aagtaatagc tccctgtttg tgccttgtta gggctaggga tgtttaagga 50 

<210> 4333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4333 

agctcctccc cttagtgacc ccaagtctgt ttccctcagc tgcataagga 50 

<210> 4334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4334 

ccctcaaatc tcccaatcta ctccagggaa aagacacttc aagtgagaga 50 

<210> 4335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4335 

acatgcaaac agtgacttac ttagtgcttc tgaaaaattt ctgagtcaga 50 

<210> 4336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4336 

aatgcccatt ggtaagtcaa cattgttttc cctgaaagtc ctgagacaga 50 

<210> 4337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4337 

ccatgtttgc tgctgctgtt gagtttctgt gctttgggag tataataaga 50 

<210> 4338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4338 

tgtgtttggt tgggtgtaat gaggaaaata cctgataaaa tgtctgaaga 50 

<210> 4339 
<211> 50 
<212> DNA 



641/1427 



WO 02/057414 



<213> Homo sapiens 
<400> 4339 

tggataagtg aagacagtaa taacattgaa gcagtgaacc agtggaaaga 

<210> 4340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4340 

agcacaaaaa tgttgaagta ttaggcccaa gctccatgtt tggttagtca 

<210> 4341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4341 

cgtttaacaa taataaaggt gactgcttca tctaaggaat ccgagccgca 

<210> 4342 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4342 

gggcattcca ccgaaattct tggggaaatt tagtagcctt cattttagca 

<210> 4343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4343 

tccatgttct gtgcaagaag gagacacatt ttcagttgag gttcccagca 

<210> 4344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4344 

agctcaacac tgtggtagga aaatagccac tagaaagaaa ataaaaagca 

<210> 4345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4345 

gcatctccag ggtttagcat caggacagag gattaagtaa attctttcca 
<210> 4346 



642/1427 



WO 02/057414 



PCT/US01/47856 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4346 

gagactacag agccttagcc cctttaaagc ccttaaagtt actacttcca 50 

<210> 4347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4347 

agagcaagtc tcagaaataa tgctgtatct acactgtcat gtatttgcca 50 

<210> 4348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4348 

tggttctctg atttgtaatg agcacctgga tatgtcaatt aaaatgccca 50 

<210> 4349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4349 

gcaagactgt tcagtattat gttagcattg atataaaaag aagcagacca 50 

<210> 4350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4350 

aatgttccca aaggccaaat ttgttgccag gttttatacg caggtcacca 50 

<210> 4351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4351 

tgcctattgt gattatcgct atcactacat cccctgacta agggaaacca 50 

<210> 4352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4352 

acaaaattca ctgcaggtcg gtggaatgat agaatgcatt ttaaatcaca 50 
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<210> 4353 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4353 

ggacggttgg ctgaatggca acagtgatgg aatatttata tttagccaca 

<210> 4354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4354 

acattgcaca tttaatagct gcaccagaca ctaagagttc ctctcacaca 

<210> 4355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4355 

cgcttgtcct gtgagtagct cgtcacctga ggccttgtcg tgaatattaa 

<210> 4356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4356 

tggagcaaac cacagtttca tgcccatcgt cctagaatta attcccctaa 

<210> 4357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4357 

gggacaacac agtggatttg aaatctgaag gggcattggt ggtactggaa 

<210> 4358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

* 

<400> 4358 

acctccatat cttctcgtac ttgttcctgc tggtctctta gctctccgaa 

<210> 4359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4359 
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cgaggatggt ttcctgatag ctttcaaaca cctttgccat ctcttcgcaa 50 



<210> 4360 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4360 

actcctgaca gctcatcctg caaaattaaa atccaaaatt taagtcgcaa 50 

<210> 4361 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4361 

gctggatctc tgcctaaagt cacggtagga tgagaagtag aaacgagcaa 50 

<210> 4362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4362 

tcagaccata ggtgggtgtt gtttctttta agtgtgtgta ctgtgtccaa 50 

<210> 4363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4363 

tcatctatgt agcttaatct catcgacgtt tcggttcatt tcctgcacaa 50 

<210> 4364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4364 

ttccttttcc gctaatcaag agtccaggga ggtgggaaca gcctcaacaa 50 

<210> 4365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4365 

ccggcagctg tgtttagccc ctccagatgg aagtttcact tgaatgtaaa 50 

<210> 4366 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4366 

acaaaggaat gaagctttat gacagggcac gtgaaatgtt tatagtgaaa 

<210> 4367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4367 

actaaaggtc acaacccatt aacaaccatg aaattggtgt tgggaagaaa 



<210> 4368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4368 

tgctcaggaa accaaaaagg atgtctgcat ggaggacaaa aaggcacaaa 

<210> 4369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4369 

tgagaaccgc gcaccctacc catcggccac gtgaccagtc ctttttaaaa 

<210> 4370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4370 

gtctttgggt cagtgtcatc attctcttca agtctggggc ttggggaaaa 

<210> 4371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4371 

ctccacacag gagaatctcg gcgatttaca cccacaggct acgcagaaaa 

<210> 4372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4372 

gcgctgctcc caaaatctat ctgctgttta atagttttta cctttcaaaa 

<210> 4373 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4373 

gggttcaggg ggttttccct ttgcccgttt ggccctgggt ttaataaaaa 



<210> 4374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4374 

ccaactcctc acagggcagg ctagcgggca ccaggtcgcc ggggaagtgg 

<210> 4375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4375 

cggctgagag cccggtaggg cccaggggcc aagcgcaggc agaggccgcg 



<210> 4376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4376 

cttggggtcc agggcacagc ggtgccgggg acacagcagt tccgagggtc 

<210> 4377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4377 

agtatggtaa ttagaaagca tgttagaaca tgtggaaaaa gggggaaaaa 



<210> 4378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4378 

catcagtcct catcagctga agtggcttcc caaggattta aataaatagt 



<210> 4379 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4379 

agacattgac tacagggtaa tttctatgat tatattattt agaagtatga 
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<210> 4380 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4380 

ccagtgaact gttagcaaca atgcagaaga atctgcatgt aataaactga 

<210> 4381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4381 

acttaaatgc cttttaattt ttgtcgatgt aatagtttaa taccagtaaa 

<210> 4382 

<211> . 50 

<212> DNA 

<213> Homo sapiens 

<400> 4382 

tttttaattc tagcttcttt ttaaagatta tttgggtacc taataaagga 



<210> 4383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4383 

caaagcctcc acaggagacc ccacccagca gcccagcccc tacccaggag 

<210> 4384 • 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4384 

cgagtgacat tggctgacat cacagttgtc tgaacctgtt gtggctctat 

<210> 4385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4385 

tgaattgctt caaaacctct tccatctcag aagaccagac cctgggaact 

<210>, 4386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4386 

gctgaagtgg caatagagag agtctgctag aaagacggaa gtcaccatct 
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<210> 4387 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4387 

tctactgact atcctagaaa tcgctgtcgc cttaatccaa gcctacgttt 50 

<210> 4388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4388 

gtgtgtgctt agccaaatac agtaactgtg actggcccag ggatgttctc 50 

<210> 4389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4389 

gtgagtccaa tgtatgcttt agaagtaaag acattgaccg tcacagacca 50 

<210> 4390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4390 

ctcaagaaaa gacagaagag acagtgattt gggatgagtc tactctagga 50 

<210> 4391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4391 

accctatgcc cattgtcctg atctgaaaat tcttggaaat tgttccatgt 50 

<210> 4392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4392 

ttcacagtct tctattgttg gaccacttac attgtaccaa atgttttcct 50 

<210> 4393 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4393 

attaagcccc cgtagcccat cccgcaagtt agatacagct atggttaagg 50 

<210> 4394 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4394 

ttatattgta gtggtggtat ttgctttccg cctgttggct acttcgaccc 50 

<210> 4395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4395 

ttgttctctg tcatgcccac aatccctttc taaggaagac tgccctacta 50 

<210> 4396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4396 

actgaggacg aggctgacta ctactgtcag tcttatgata gcacctatca 5 0 

<210> 4397 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4397 

agatggagga tgaagctgac tactactgtt actcaacaga cagcagtggt 50 

<210> 4398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4398 

catgtcaatg tgtctgttgt catggcggag gtggacggca cctgctactg 50 

<210> 4399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4399 

gtcaatgtgt ctgttgtcat ggcggaggtg gacggcacct gctactgagc 50 

<210> 4400 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 4400 

tccaacctcc agtttgagga tgaggctgat tattactgtg agacctggga 50 

<210> 4401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4401 

gactacaact ggcaatccca actcctgggc tagggctttt tctacctttt 50 

<210> 4402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4402 

tatttctgtg cgagagttcc ccctaaacat ggcggaggct tcttctacaa 50 

<210> 4403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4403 

tggctaggag accttgggca gtacctacag tcttgctgtt tctgtttcat 50 

<210> 4404 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4404 

gtgagctgaa caaatacatc atttaaatct atgctgcact ttgagttgct 50 

<210> 4405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4405 

cccgtgtgtt tacagcattt ccaggtccag agaggttggc agacaagtgc 50 

<210> 4406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4406 

agctgtggga tataagtagt ggtcattatg tcttcggagg tggcaccact 50 
<210> 4407 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4407 

gccctttgag aaagactttg ttcctgaact gctcccttct cttttagggt 



<210> 4408 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4408 

ggtctggttc tagatcagcc ttttcagtct gccctggcct ggtcattaat 

<210> 4409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4409 

gaaaaacctg gctagagcag agcacaggat gtaaaagggt gggggagaac 

<210> 4410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4410 

ggttatctga gcataacagg gacagggtgg gccacaggat acctctgagg 

<210> 4411 

<211> B0 

<212> DNA 

<213> Homo sapiens 

<400> 4411 

acaagcagga gcacatcgct cttttatgaa agcccttcaa catttaacgt 

<210> 4412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4412 

cagggacacc acttatcctg cttccactat agcatgaatc agtgctctct 

<210> 4413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4413 

catcgcacac gaatttgaat catctgctct ttggaatcgc ctacaccctg 
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<210> 4414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4414 

tgtatgtagg tgtctgagct tcacaagcct tttatagtcc attcagcact 50 

<210> 4415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4415 

cgacgacaac ggtgtatatt attgtgcgaa agatcgggca gatttgactt 50 

<210> 4416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4416 

cggtgagact cagtgaaagc catcagcaaa actacagtaa tgcggcacta 50 



<210> 4417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4417 

aagttaaaca agactctgaa agccctaaat caactagtcc gtcggctgca 50 

<210> 4418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4418 

cttgagtggt cctcttctgc ctgctgctca tttgtcttgg gcaaccattt 50 



<210> 4419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4419 

cccaggaata tacagtactt ctgtagtgtc cagccattac ttagcaaggg 50 

<210> 4420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4420 
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tgctctgtct gctggtttgc attgtttctg tctgagttaa gagactggca 

<210> 4421 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4421 

ttcttttctc cgttagccac gcagctacct actcccgctt ccggttcaaa 



<210> 4422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4422 

aaaactcatc tcagaagagg atctgaatgg ggccgcacat caccatcatc 



<210> 4423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4423 

gatgaacagt ctgagaggcg aggacacggc cttgtttaac tgtgcgagtc 50 



<210> 4424 

<211> 50' 

<212> DNA 

<213> Homo sapiens 

<400> 4424 

tactacttgc caggtccaag aacggggcgg gtcctgttat cattattaca 



<210> 4425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4425 

gctgtgtttt tctgtgggtg aaataaaggt ttcggagccc gttttagata 



<210> 4426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4426 

catttctgtg cgagagtgaa gaggggaccc tagaggattt cgttgtggga 

<210> 4427 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4427 

ggactccagg ctgaggacga ggctgattat tagtgatgct cataaacaag 50 

<210> 4428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4428 

ctcttattgt gcgagagacc tcccggaact gccactgaag gtggaggcta 50 

<210> 4429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4429 

ctccctgact atctcgggcc tctagcctga ggacgaggct gattattatt 50 

<210> 4430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4430 

aagaactcac tgtatctgca aatgaacagc ctgaaaaccg aggacacggc 50 

<210> 4431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4431 

cacggctgtg tttaactctg cgacatgcgg gggactatgg ttcgggggaa 50 

<210> 4432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4432 

tcagggtgat tgaaggacac atattgaagt acctagaatg ccagaaagtg 50 • 

<210> 4433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4433 

aacaaaactg tgatttatat caaataacaa tggcttggag ggggtatgga 50 

<210> 4434 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4434 

ttttccacag gggacctacc cctattgcgg tcctccagct catctttcac 

<210> 4435 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4435 

ttttccacag gggacctacc cctattgcgg tcctccagct catctttcac 

<210> 4436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4436 

ttttccacag gggacctacc cctattgcgg tcctccagct catctttcac 

<210> 4437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4437 

tgtggctgta cttaaccttc tccaacatac atcctgcatt acatgaatgg 

<210> 4438 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4438 

aagcctttga agtgcctctg attctatgta acttgttgca gactggtgtt 

<210> 4439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4439 

gcattgacct ggaaggagag aagatagaga gtggaggctc tgaaggagac 

<210> 4440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4440 

cagtacaggg ctggcaagca gtgatctctc aggtatattt atcaataatt 
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<210> 4441 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4441 

caaaccctcc tttctgcttg cctcaaacct gccaaatata cccacacttt 



<210> 4442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4442 

ggtgctgaat atgtccttgt aggctctgtt ttaagaaaac aatatgtggg 



<210> 4443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4443 

agtgatttga ttaactcagg gcaaggctga atatcagagt gtatcgcact 



<210> 4444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4444 

gcttccactg gaggcttgta ttgaccttgt aactatatgt taatctcgtg 



<210> 4445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4445 

atgcatgttt accaaaatgg ctgtttacag tgcattcagt tctgatattt 

<210> 4446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4446 

acatgacagg tgtaattagt ctgctgagcc agctttaccc aatgaagggc 

<210> 4447 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4447 

aacagcaacc aataacggat tgtaaagtgt aaaggcacag gttactcatg 
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<210> 4448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4448 

ccatgccaag gaatggaatt tccatcctga gccagttcag ttaggtgtca 

<210> 4449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4449 

ctagagttca tctctgagct gtaagggtga ccagggggca gggggacgat 

<210> 4450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4450 

caagtagaca ccagagtcac tgtttggttg gtgggtgata gtggggtcac 

<210> 4451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4451 

tgtcaccctt ccatgacgcc tcctctgtgc atttgagttc actgtttatg 

<210> 4452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4452 

ggtaacatga gctatggcag tcggttgtga aaccacagga agtgtatggg 

<210> 4453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4453 

caaatcgggc accacctcct tcagggcgca tgagaccata ttaaattcta 

<210> 4454 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4454 

cagaactgct ttcctatgtt tacccagggg acctcctttc agatgaactg 

<210> 4455 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4455 

agcaataata tctctgtttt catttcagaa cattgtgctg tctgtcagca 

<210> 4456 

<211> 50 

<212> DNA 

<213> Homo sapiens 



gggaagtggg 



aaagccatgt 



<400> 4456 

ttacaactac atgatgggca tcgagtttaa cccttggatc 

<210> 4457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4457 

aatgtttgag ctgaccaagc ttctgagatt cttaacagaa 

<210> 4458 

<211> so 

<212> DNA 

<213> Homo sapiens 

<400> 4458 

acgtcagctt aaaactggaa agaagtcttc tggtgtatac tgagatttga 

<210> 4459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4459 

gcccaaagga gtagctctct gttgttactg ttgtgctctt catggataaa 

<210> 4460 

<211> so 

<212> DNA 

<213> Homo sapiens 

<400> 446O 

gcaaaaagcc caagagcctg aatttagacc aatctatcat cttcctcctc 

<210> 4461 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 4461 

tggagatgtg ataacaactc cttatctctt tgttggctca tctgaagtgt 50 

<210> 4462 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4462 

cttgcagtaa aatgtagccc ttcctcctgg ttgtgcagga gtggccctcg 5 0 

<210> 4463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4463 

tttctttagc ccaagagtgg aggctaagct acttacttcc aagcctgggt 50 

<210> 4464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4464 

aggcaaaggg aactfcgaaat tagaaaaccc cagaaacagt cacaatggct 50 

<210> 4465 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4465 

agggtccctt ccatagtcct cctgcatcat tttcctccaa cttgaataaa 50 

<210> 4466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4466 

gccaaccagt tcagagtgtt cccaaggaat tgccaccctt actcttcaaa 50 

<210> 4467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4467 

atcccagtct caaatttctt catttggaac tgatatgtag gccctcatcg 50 
<210> 4468 
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<2ll> 50 

<212> DNA 

<213> Homo sapiens 



<400> 4468 

tctctcactg ttatcatttt tgcacaggtg gtttcagcag cttgatgcca 



50 



aagtttatga 



<210> 4469 

<211> so 

<212> DNA 

<213> Homo sapiens 

<400> 4469 

attgtcattt agactttgaa cagctctggg aaatagaaga ctagggttgt 

<210> 4470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4470 

tttccttgtt ccctcccatg cctagctgga ttgcagagtt 

<210> 4471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4471 

ggattcaccg tggccgactc ttttccctgc tttggtttgt ttgaaatcta 

<210> 4472 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4472 

ccctccacac catcctcccc gatttaaata tagtcactgc tacaagtaac 

<210> 4473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4473 

ttcatcattg cttgcttgcc ttcctccctt ctgtccgctc ttactccctc 

<210> 4474 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4474 

gcaaactaac cgtgtcaacg gggtgagatg ttgcatctta taaaattaga 



50 



50 



50 



50 



50 



50 
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<210> 4475 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4475 

gcaaactaac cgtgtcaacg gggtgagatg ttgcatctta taaaattaga 50 



<210> 4476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4476 

gcaaactaac cgtgtcaacg gggtgagatg ttgcatctta taaaattaga 50 

<210> 4477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4477 

agtatctgct ttccaggctg aagtgattca ttcattattc tagtcctgct 50 



<210> 4478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4478 

aagctgtctt ctttgttgga caatcagcca gaatgataag caaacctgca 50 

<210> 4479 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4479 

ctctcgcggt cgcacgagga tgcttggcac gtaccccctg tacatacttc 50 

<210> 4480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4480 

ctctcgcggt cgcacgagga tgcttggcac gtaccccctg tacatacttc 50 

<210> 4481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4481 
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ctctcgcggt cgcacgagga tgcttggcac gtaccccctg tacatacttc 50 



<210> 4482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4482 

ctcctgtgga ttcacatcaa ataccagttc agttttgtca ttgttctagt 50 



<210> 4483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4483 

ggctcctgat tacgatgctt tggatgttgc caacaaaatt gggatcatct 50 

<210> 4484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4484 

aacgccagca ttttgttaga ggagttagac ttggaaaagt taagggaaga 50 

<210> 4485 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4485 

atggggacta agggattaag agtgtgaact aaaaggtaac attttccact 50 



<210> 4486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4486 

actggcgagt atgttctatg ttgggcctcc tgctgcaaaa caataaacag 50 

<210> 4487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4487 

gctgattaac tgtattcccc tttcccctat ggctgctggt gtaaataaac 50 

<210> 4488 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4488 

cccagggttt catgtctgag gccctcacca agtgtgagtg acagtataaa 50 

<210> 4489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4489 

cccagggttt catgtctgag gccctcacca agtgtgagtg acagtataaa 50 

<210> 4490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4490 

acaagaaatg gttgaggcga atattggaaa cacatgggct taatgctgaa 50 

<210> 4491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4491 

acacctctct attttgaagt ccctatgtgc cctgtaatgt ctcgttttaa 50 

<210> 4492 

<211> 50 

* <212> DNA 

<213> Homo sapiens 

<400> 4492 

gggagagctc atgtcagtga atatagatca ttctgttgat acccttcttt 50 

<210> 4493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4493 

ttgaaacttg taactgagat gctgtagttt tttgccatct gtagtgatgt 50- 

<210> 4494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4494 

aaagggtttt atccactgtc atttcaattg gataacattt tgtcaagttt 50 

<210> 4495 
<211> 50 



664/1427 



WO 02/057414 



<212> DNA 

<213> Homo sapiens 

<400> 4495 

tcggaaagaa gaagtgggag gatgtgaatt ttagttctga gtttaccaaa 

<210> 4496 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4496 

gatcgggaac tggctccgtt gtgctgaggt catctttggt catcagcctc 

<210> 4497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4497 

tggtgcttgt gcagcctggc agttcattgt catctttaat aaactaagga 

<210> 4498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4498 

agaagtacaa gatttcgttc ttccttccat taaagtacaa tctccctggg 

<210> 4499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4499 

tacaagtgaa agctaagatg aacacattta agttaaatgg cagccttgtt 

<210> 4500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4500 

aaaaggatgt gacagaagca gagatgacca gaaagcacag gggcagggtt 

<210> 4501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4501 

gggttttcta taaggggttt cctgctgaac aggggcgtgg gattgaatta 
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<210> 4502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4502 

cctgggacca gggcatatta aaggcttttg gcagcaaagt gtcagtgttg 50 

<210> 4503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4503 

tttgtggctt ggggctgcct actataaact attgggggtt cgtccatttt 50 

<210> 4504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4504 

tttacacgcc ctgaagcagt cttctttgct agttgaatta tgtggtgtgt 50 

<210> 4505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4505 

aattcctgaa ccgttggatc accttctgtc agtccatcat ctccaccctg 50 

<210> 4506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4506 

cttacgttgg gacacctaaa ttcgccgcgt ctgtagaagg cagattcgag 50 

<210> 4507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4507 

aaaaccgtgt ctgtcccttc aacagagtca tcgaggaggg gtggctgcta 50 

<210> 4508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4508 

aaactgccgg gtccccatct tcaaaagaga ggaggccctt tctccagctt 50 
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<210> 4509 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4509 

caagaaagca acttgagcct tgggctaatc tggctgagta gtcagttata 50 

<210> 4510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4510 

tgtgttcttt gagttccccc tttacccaaa agtaatttgg ggaccaaagt 50 

<210> 4511 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 4511 

gggaaggcaa tctgatgggg aagttggcaa tttctggttt gggtgattta 50 

<210> 4512 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4512 

ccagccgtcc tcctggggtg gaccctagtt taataaagat tcaccaagtt 50 

<210> 4513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4513 

catgcaaggg caaaaggcag tgccatgcaa gctgtttaaa ataaagatgt 50 

<210> 4514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4514 

aggggtggga ggaagcaaaa gactctgtac ctattttgta tgtgtataat 50 

<210> 4515 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4515 

tcaggatgtg agcactcgtt gtgtctggat gttacaaata tgggtggttt 

<210> 4516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4516 

tgttcacgtt gttcacatcc catgtagaaa aacaaagatg ccacggagga 

<210> 4517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4517 

agccctgcaa aaattcagag tccttgcaaa attgtctaaa atgtcagtgt 



<210> 4518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4518 

tgtcatctca agtcaagtca ctggtctgtt tgcatttgat acatttttgt 

<210> 4519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4519 

gagtgaccac agggatgcca cacagctcgg atttcagcct ctgatgtcag 

<210> 4520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4520 

gcctgttgcc ctttctgtac catttatttg ctcccaatgt ttatgataat 



<210> 4521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4521 

gcctgttgcc ctttctgtac catttatttg ctcccaatgt ttatgataat 

<210> 4522 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 4522 

tcctggatgc ctctgaagag agggacagac cgtcagaaac tggagagttt 

<210> 4523 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4523 

acttaaccat ataaatgtgg aggctatcaa caaagaatgg gcttgaaaca 

<210> 4524 

<211> 50 . 

<212> DNA 

<213> Homo sapiens 

<400> 4524 

gtgcctctgt gctgtgtatg tgaaccaccc atgtgaggga ataaacctag 

<210> 4525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4525 

aaacagacct aatgctcctt gttcctagag tagagtggag ggagggtggc 

<210> 4526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4526 

gagatagcct tgctccggcc cccttgacct tcagcaaatc acttctctcc 

<210> 4527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4527 

ctgctgcgtc tcccttccaa actctggtgc tgaataaacc cttctgatct 

<210> 4528 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4528 

cacttggctg cataaatgtg gtacaaccat tctgtcttga agggcaggtg 
<210> 4529 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4529 

cagccaatgg acacagtagg gcttggtgaa tgctgctgag tgaatgagta 50 

<210> 4530 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4530 

tgcagaggat tgaggcttaa ttctgagctg gccctttcca gccaataaat 50 



<210> 4531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4531 

ttgaccttcc actagaccat gagcacctgg gcggaaagcc atatatctta 50 



<210> 4532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4532 

acaagcagac acctgaaaca atcaacgccc aataaaacaa agtaggatga 50 

<210> 4533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4533 

tgaggaagaa agcattttgc atcagcctgg agtgaaccat gaacttggat 50 



<210> 4534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4534 

ggaataaggt gttgcctgga atttctggtt tgtaaggtgg tcactgttct 50 

<210> 4535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4535 

tgaacagatg gattaccttt tgtcaaagca tcatctcaac actaacttga 50 
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<210> 4536 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4536 

cccagagttt tcagggagta cacaggtaga ttagtttgaa gcattgacct 

<210> 4537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4537 

ttccagaaag aaaagatgag agggatgaga ggcaagatat gaagatgaaa 

<210> 4538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4538 

ggctgcccca gaggacagtg ggtggagtgg tacctactta ttaaatgtct 

<210> 4539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4539 

ccgagcaaag atcaaaataa aaagtgacac agcagcttca ccagagcatt 

<210> 4540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4540 

tttccttcaa gcctagccct tctctcatta tttctctctg accctctccc 

<210> 4541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4541 

gggtcagtgt tcaagaagga aagcagttgt tgaagctaca gaagcccagg 

<210> 4542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4542 
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tgaagacttt ccatatcaag agacatggta ttgactcaac agtttccagt 



<210> 4543 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4543 

ggactgtcat tcagggaggc taaggagaga ggcttgcttg ggatatagaa 

<210> 4544 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 4544 

tcacttaacc ccaggccatt atcatatcca gatggtcttc agagttgtct 

<210> 4545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4545 

ccactggatg gtcatttggc atctccgtat atgtgctctg gctcctcagc 

<210> 4546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4546 

ctgggccaca ctgaccctga tacaggcatg gcagaagaat gggaatattt 

<210> 4547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4547 

ctgggccaca ctgaccctga tacaggcatg gcagaagaat gggaatattt 

<210> 4548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4548 

tgatagcatt ggtcttgaca agcaccatag tgacactgaa atggattggt 

<210> 4549 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4549 

ctgaggatgt agagagaaca ggtgggctgt attcacgcca ttggttggaa 50 

<210> 4550 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4550 

ctggcaaaaa gccgaaggag taaaggtgct gcaatgatgt tagctgtggc 50 

<210> 4551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4551 

tggtccaaag gcaaagttcg ggacaagctc aataacttag tcttgtttga 5 0 

<210> 4552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4552 

caacaggtgt cacactaagg agactttgtt catggctggg gacacagccc 50 

<210> 4553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4553 

gcatggaaat tcccttcatc tggaaccatc agaaacaccc tcacactggg 50 

<210> 4554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4554 

ggcagctatg gtcaaattga gaaaggtagt gtataaatgt gacaaagaca 50 

<210> 4555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4555 

gctatcttgt ctggttttct tgagacctca gatgtgtgtt cagcagggct 50 

<210> 4556 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4556 

ccgccctgta ccctctttca cctttcccta aagaccctaa atctgaggaa 50 

<210> 4557 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4557 

catatgggag aaggccagtg cccaggcata gggttagctc agtttccctc 50 

<210> 4558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4558 

ttaataccag gaacccagcg gctctagcca ctgagcggct aaatgaaata 50 

<210> 4559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4559 

gtggaggggt ttaccacctt cctaggtcgt tcaaccaggt tttgtgagga 50 

<210> 4560 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4560 

gcaacccttc agaaaggctt tgctcctgct ctcagatcag atcaagcatt 50 

<210> 4561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4561 

aacatttgga ggaaggtggg aagcagatga ctgaggaagg gatggactaa % 50 

<210> 4562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4562 

tgcccagaaa gctcagaagg ctaaatgaat attatcccta atacctgcca 50 
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<210> 4563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4563 

agaggactct tcgagacatt gagaccttct acaacacctc cattgaggaa 50 

<210> 4564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4564 

tggggtaagt ggagttggga aatacaagaa gagaaagacc agtggggatt 50 

<210> 4565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4565 

aaactaaaac ttcatcttcc ccaagtgcgg ggagtacaag gcatggcgta 50 

<210> 4566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4566 

aaaaccttcc cataaaatgt aagaaaagct gatgaggctg gtgacgttca 50 

<210> 4567 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4567 

tgacatggta gcagaaatag gcccttttat gtgttgcttc tattttacct 50 

<210> 4568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4568 

gccacaaaafc gttctttgtt ctttggctcc aaaaagactg tcagctttca 50 

<210> 4569 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4569 

ctgaggctct ccctttctct gtgattggac agttgacagc acccaaactc 50 
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<210> 4570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4570 

ccctgtaact cctcactgta ctgatttact ggcgcatgaa attctattaa 



<210> 4571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4571 

cttgagtaaa ataaatattg tctttttgta tgtcaagcgg gccgccaccg 



<210> 4572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4572 

gggagggagg gagggaaagc ttcctcctaa atcaagcatc tttctgttac 

<210> 4573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4573 

tcacagatgc atatagacac acatacataa tggtactccc aaactgacaa 



<210> 4574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4574 

gctgaggact cccgccatgt ggccccaggt gccaccaata aaaatcctac 



<210> 4575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4575 

caagatgagg atttgggttt tctataaggg gtttcctgct ggacaggggc 



<210> 4576 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4576 

aaacatggcc tttgcttgaa agaaaatacc aaggaacagg aaactgatca 50 

<210> 4577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4577 

gtttgagatg gacacactgg tgtggattaa cctgccaggg agacagagct 50 

<210> 4578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4578 

ggaccaaagg ctgattcttg gagatttaac tccccacagg caatgggttt 50 

<210> 4579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4579 

aatatttgtt taatccccag ttcgcctgga gccctccgcc ttcacattcc 50 

<210> 4580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4580 

aaagtaactg gttgtcacct atgagaccct tacgtgattg ttagttaagt 50 

<210> 4581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4581 

ctcagcctcc tcatctgggg gagtggaata gtatcctcca ggtttttcaa 50 

<210> 4582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4582 

ggcaggaggt tctcactgtt gtgaaggttg tagacgttgt gtaatgtgtt 50 

<210> 4583 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 4583 

aagtgggaat tttctggaag atggtcagct atgaagtaat agagtttgct 

<210> 4584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4584 

gcctgtggcc cacctggggt cacttggaaa ggatctgaat aaaggggacc 

<210> 4585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4585 

aaataactgg ctcccagggt ggcggtggtg gcagcagtga tcctctgaac 

<210> 4586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4586 

tgcccacacc cacactctcc agcatctggc acaataaaca ttctctgttt 



<210> 4587 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4587 

tgcccacacc cacactctcc agcatctggc acaataaaca ttctctgttt 

<210> 4588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4588 

gcacccacct ttctgcacat aagttatggt tttccatctt atctgtcttc 

<210> 4589 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4589 

aattgtcaaa cacagcttgc aatatacata gaaacgtctg tgctcaagga 
<210> 4590 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4590 

tccagaaaca tgacaaggag gactttcctg cctcttggag atcagaggag 50. 

<210> 4591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4591 

tcatagttaa atttggtatt cgtgggggaa gaaatgacca tttcccttgt 50 

<210> 4592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4592 

acacacattc ttgctctacc caaagctctg gctggcagca ctaaatgctt 50 

<210> 4593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4593 

acacacattc ttgctctacc caaagctctg gctggcagca ctaaatgctt 50 

<210> 4594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4594 

gcagtctcca cagtcttcag aagacaaatg ctcaggtagt cactgtttcc 50 

<210> 4595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4595 

gcctcccgtg catctgtact caccctgtac gacaaacaca ttacattatt 50 

<210> 4596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4596 

tttcctgttc cagaaaaggg gctgggatgt ctccgtctct gtctcaaatt 50 
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<210> 4597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4597 

cggccttctc cggtgtcctg taccaactct tctatttaag agaacctcag 

<210> 4598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4598 

gggacgttcc atgcccaggt taacaaagaa ctgtgatata tagagtgtct 

<210> 4599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4599 

atgggagatg cctgtgtaat ttcgtccgaa gctgccagga agaagaacag 

<210> 4600 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4600 

cctctccatt gaaggattca ggaagaagaa aactcaactc agtgccattt 

<210> 4601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4601 

cctcaccttg gcaccagaca cccaggactt atttaaactc tgttgcaagt 

<210> 4602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4602 

tgcaaatgtg agtttcctct cctgtccgtg tttgtttagt acttttataa 

<210> 4603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4603 
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agcaggaatt ggtggcagat tttacaaaag atgtatcctt ccaatttgga 50 



<210> 4604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4604 

tggatctgcc aaaaagaact aacacctgtg agaaataaag tgtatcctga 50 

<210> 4605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4605 

ttcctgtact attgtgtttt gagtgtgttt tggaaccttc atagaacaca 50 

<210> 4606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4606 

tgacccactt accttgcatc tcacaggtag acagtatata actaacaacc 50 

<210> 4607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4607 

tttccctgat tatgatgagc ttccattgtt ctgttaagtc ttgaagagga 50 

<210> 4608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4608 

cacgagagtg aagagtgagc cagcccttct ggagcaggag caggacagaa 50 

<210> 4609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4609 

aagaaaggca caaaatgtgc tatttttggt cacttgcttt atgacgttta 50 

<210> 4610 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4610 

gtccctggac acagctcttc attccattga cttagaggca acaggattga 50 



<210> 4611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4611 

gtaccagctc tccaacacgg aggcaatcga ctgcatcacg cagggacgtg 50 

<210> 4612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4612 

gggggctagt tctctcctca cttgtaaact tgtgtagttt cacagaaaaa 50 



<210> 4613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4613 

acagaagaat ttgtgtggaa gcaggatgta acagatacac cgtaaaggca 50 



<210> 4614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4614 

ccctgccaca tgggtccagt gttcatctga gcataactgt actaaatcct 50 



<210> 4615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4615 

cttgaaggaa gagggaccag ggtgggagag ctgattgcag aaaggagaga 50 



<210> 4616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4616 

aaaccattaa agtatacaga gaggatgaca cagccacaga agaaactcat 50 

<210> 4617 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4617 

aacatgcaca aagcagttaa ttaggcagcc tggagaaaac cagagatcca 50 

<210> 4618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4618 

acttccagaa actcatcaaa tgaacagaca atgtcaaaac tactgtgtct 50 

<210> 4619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4619 

gctttatggg tttggcttgt ttttcttgca tggtttggag ctgatcgctt 50 

<210> 4620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4620 

ttctttcttg gcctcaagtt caatatggag aggattgctt ccctgaatcc 50 

<210> 4621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4621 

aactatgtgg actggattaa ggacaccata gctgccaaca gctaaagccc 50 

<210> 4622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4622 

cctgacttct tcacgcgggt agccctctac gtggactgga tccgttctac 50 

<210> 4623 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4623 

agccagcagg acatgaagtt gctattaaat ggacttcgtg atttttgttt 50 
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<210> 4624 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4624 

tttggcctgt tttgatgtat gtgtgaaaca atgttgtcca acaataaaca 



<210> 4625 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4625 

aacttgtgcc acaagagtta caatcaaagt ggtctcctta gactgaattc 



<210> 4626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4626 

aaagccttta aaaacggctg tcaggtttga tctcagtgta acaacatggc 

<210> 4627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4627 

gaaaatgcgc cttaggctga gccaacatga ctgtccccca aactccagtg 

<210> 4628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4628 

ccagcttcgg ttccttccac ctcatccggc tgctctacga cgagtacatg 

<210> 4629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4629 

aagattggtg ctcctgataa agcaaagggc taggaataca atggaaagga 

<210> 4630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4630 

tcattggtac acattctgta tgctgctgtt ttcaagttgg caaattaagc 
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<210> 4631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4631 

tatcagcaac tgtcctcatc agtctccata ccccttcagc tttcctgagc 50 

<210> 4632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4632 

gcagcttgga gaaggcgcaa tactccagct ccaccgttac cgctaatata 50 

<210> 4633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4633 

gcagcttgga gaaggcgcaa tactccagct ccaccgttac cgctaatata 50 

<210> 4634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4634 

cggagcctca aacaagcatt ataccttctg tgattatgat ttcctctcct 50 

<210> 4635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4635 

atgtttcttg gggaatatgt tagagaattc ccttactctt gattgtggga 50 

<210> 4636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4636 

agagtgatag tcttttgctt ttggcaaaac tctacttaat ccaatgggtt 50 

<210> 4637 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4637 

gcctcttgct tggcgtgata accctgtcat cttcccaaag ctcatttatg 



<210> 4638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4638 

ttcaactgac cagtcgtggt tactccctgc tgccaggtcc ttccccttcc 



<210> 4639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4639 

ggctggcacc tctcaacgtc tgtggactga atgaataaac cctcctcatc 



<210> 4640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4640 

tgggaataac gtccaaaaca ctctggatct tatatggaga atgacattga 



<210> 4641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4641 

agtactgaac tcagttccat ccgtaaaata tgtaaaggta agtggcagct 



<210> 4642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4642 

gcccaacttc atttccatac ttcagggaac agcaaattga ggatttactt 



<210> 4643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4643 

ccgttgaatg agtgtgttfct gtacataact tcagatactt gtgaacatgc 



<210> 4644 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 4644 

tttcttggga gagtcactcc agccctgaag tctgtctcta gctcctctgt 50 

<210> 4645 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4645 

tcaggagtgg gttgatttca gcacctacag tgtacagtct tgtattaagt 50 

<210> 4646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4646 

ttaggagtga ttactaatta tcaagggcac agttgtggta ctgtcattga 50 

<210> 4647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4647 

cggacggaag gacggaaaaa gctctatttt tatgttaggc ttatttcatg 50 

<210> 4648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4648 

agtccctgac agcctagaaa taagctgttt gtcttctata aagcattgct 50 

<210> 4649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4649 

gcattttctg cctatgctgg aatagctccc tcttctggtc ctggctcagg 50 

<210> 4650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4650 

agtaagggca cgtagagcat ttagagttgt ctttcagcat tcaatcaggc 50 
<210> 4651 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4651 

tgggtcttca gccttacccg gaaatacttg tggtttctag atcaccatct 

<210> 4652 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4652 

acaaggctga caccaacaga gatcgtattg atattgccaa tgccagagca 

<210> 4653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4653 

agctacttct gccttatggc tagggaactg tcatgtctac catgtattgt 

<210> 4654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4654 

tgacttgttt tgctccatgt ctcctcattc ctacacctat tttctgctgc 

<210> 4655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4655 

ctgtgaaacc gtcagttcgg aaggctggtt agaacatgtg ggagcaacat 

<210> 4656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4656 

gcctagtgtg tgtgctttct taatgtgtgt gccaatggtg gatctttgct 

<210> 4657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4657 

accaaactgg actctcgtgc agaaaatgta gcccattacc acatgtagcc 
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<210> 4658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4658 

gcacctgctc caaaggcatc tggcaagaaa gcataagtgg caatcataaa 

<210> 4659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4659 

ctcctgtgga ttcacatcaa ataccagttc agttttgtca ttgttctagt 

<210> 4660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4660 

gccaacagaa cagaagaaaa tgtttcagac ggttccccaa atgccggttc 

<210> 4661 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4661 

ctctagaaag gcccaagtcc atgagcacag agggtctgat gaagtttgtg 

<210> 4662 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4662 

agaccaagag gatattcctc aaagcagaaa gtgaagaaga aatttttgcg 

<210> 4663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4663 

tggagaagtt ccagtcctgt ctgagccctg aagagccagc tcccgaatcc 

<210> 4664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4664 
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gaagtagact ttctgtcctc acaccgaaga acccgagtga gcaggaggga 



<210> 4665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4665 

gtgggatttc tggggaggct ggtgaaggag ggcagggttc ttttctctac 

<210> 4666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4666 

ctatagcttc atgaccgtaa catgtgacct gtgtgctggc aggacgactc 

<210> 4667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4667 

atgatcccca tgttgcaata tggagtctct gccctgagat cttccccatc 

<210> 4668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4668 

tggtcagtct ttgttctctg agaaattatg ttggaagcag catactttca 

<210> 4669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4669 

ccccaagata cacactggac cctctcttgc tgaatgtggg cattaatttt 

<210> 4670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4670 

ttctaacacg tcgccttcaa ctgtaatcac aacatcctga ctccgtcatt 

<210> 4671 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4671 

tttttcattt tggagctagt tactgggagt aagggagggt ggggtggggg 

<210> 4672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4672 

gggactgtct tttctgtatt cgctgttcaa taaacattga gtgagcacct 

<210> 4673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4673 

gggactgtct tttctgtatt cgctgttcaa taaacattga gtgagcacct 

<210> 4674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4674 

agagaagact catcttcact atcggcacgt ccaacaccac gggcgagtcg 

<210> 4675 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4675 

aaaccgaaat attgaaatgg tgtaatgttg taccatttgc actgtgagca 

<210> 4676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4676 

aggtggggga aaatgaattt tgtatgctga atttctaagc gcctattgtt 

<210> 4677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4677 

gtggatgtgg agcaggagag ctggatcgtg gcatttgttt ctgggttctg 

<210> 4678 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4678 

aaagttgata ctgtgggatt tttgtgaaca gcctgatgtt tgggaccttt 

<210> 4679 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4679 

tgtggttgcc tctatgtgct gtttttcctc atacaagtaa acacagaaag 

<210> 4680 , 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4680 

cccaactgag gaccactgtc tacagagtca ggaaatattg tagggagaaa 

<210> 4681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4681 

tgtttgtttc tttgtgttga ctttgtccct ggcaaaattt tccactctga 

<210> 4682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4682 

aggtgacctg gttacttagc taggattggt gatttgtact gctttatggt 

<210> 4683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4683 

ccctaccctt gccctttaac ttattgggac tgaataaaga atggagaggc 

<210> 4684 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4684 

gggcttttgc tctggtgtat tttattgtca gaaagtccag actcaagagt 
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<210> 4685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4685 

tggtctgact gtgctatggc ctcatcatca agactttcaa tcctatccca 

<210> 4686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4686 

gggcgaggca ggccgactgt actaaagtaa cgcaataaac gcattatcag 

<210> 4687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4687 

gtacgccgct acctggacag cgcgatgcag gagaaagagt tcaaatacac 

<210> 4688 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4688 

tgcagagaga tactaagcag caaaatcttg gtgttgtgat gtacagaaat 

<210> 4689 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4689 

ggataacaag taaatgtctg aaagcatgag gggctttatt tgcctttacc 

<210> 4690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4690 

tgagcttgct cttacgtttt aagaggtgcc aggggtacat ttttgcactg 

<210> 4691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4691 

actggacaac tttgagtact gacatcattg ataaataaac tggcttgtgg 
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<210> 4692 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4692 

cgcagggtct acgaagaata gggtgaaaaa cctcagaagg gaaaactcca 50 

<210> 4693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4693 

aggttttgtc tggttgcata taatctttgc tctttttaag ctctgtgagc 50 

<210> 4694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4694 

ccttgcagac cccaccccct gcctgctctc tttccctaca actaggtcag 50 

<210> 4695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4695 

gcccctaaag gcaagaagaa aaagtaaaag accttggctc atagaaagtc 50 

<210> 4696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4696 

ggagttgcac tctgggtggg aagcactcaa ataaagatgc gtggtgttaa 50 

<210> 4697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4697 

agcttttgaa aagtggaaag gtcattttgt tgcatttccc catttcttgt 50 

<210> 4698 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4698 

acctccttat tgaagggaag agggaccagc acatgaggct gaggctgagg 50 



<210> 4699 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4699 

ggtatctccc acacagcctg gcactccaac cgtacccttt atgagacctg 50 

<210> 4700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4700 

aaggatggtc acacaccagc actttataca cttctggctc acaggaaagt 50 

<210> 4701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4701 

atcatcctgc cagcagcact cctcccgttc ctccagcgta gactacattt 50 

<210> 4702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4702 

agtgctacac tcgtctccac tgtttgtttt acttccccaa aatggacctt 50 

<210> 4703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4703 

acgctactat tacgacaaaa acatcatcca caagacagcg gggaaacgct 50 

<210> 4704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4704 

tttgagaggg taggagggtg ggaaggaaac aaccatgtca tttcagaagt 50 

<210> 4705 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 4705 

catgctcagt atcattgtgg agaaccaaga gggcctctta actgtaacaa 

<210> 4706 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4706 

gaccggcttc ccctgtgagc agcagagcag cacaataaat gaggccactg 

<210> 4707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4707 

gaagatacca acctgtgtgc catccacgct aagagagtca ccatcatgcc 

<210> 4708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4708 

gttatcactc tgcctgtgta tagtcagata gtccatgcga aggctgtata 

<210> 4709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4709 

actgacagag tgaactacag aaatagcttt tcttcctaaa ggggattgtt 

<210> 4710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4710 

taagccagca ctcacaccac taacatgccc tgttcagcta ctcccactcc 

<210> 4711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4711 

ggatgttttc tagttgtgca tgaatgctgg caacttagta agttttgaca 
<210> 4712 
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<211> 50 

<2X2> DNA 

<213> Homo sapiens 

<400> 4712 

cccaaatagt aatgctttag agggaggcag tcatatctct gtgtgcagat 

<210> 4713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4713 

atgtgtagga ggaagagttc aggtggaaaa ggagggagct actctcaggc 

<210> 4714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4714 

ccccttcctc acactgacct gtgttccttc cctgttctct tttctattaa 

<210> 4715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4715 

aaactctacc aaggaggatg cactgggcct gcctgcggaa cagggtatgt 

<210> 4716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4716 

cccttggcac gtaaacagac tactagactt attgtaggtt cgtttgagct 

<210> 4717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4717 

caaaggccag ccagcttggg agcagcagag aaataaacag catttctgat 

<210> 4718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4718 

gtgagatcgg tgcgttctcc tgatgttttg ccgtggcttg gggattgtac 
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<210> 4719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4719 

gaactttcag gaagaagcat gttttattct ggacacaatg aaagaaacca 50 

<210> 4720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4720 

ttgggtgtag atttctgaca tcaaaacttg gacccttgga aaacaaaagt 50 



<210> 4721 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4721 

caacccagct tccctctgct gtgccacggc tgttgcttcg gttatttaaa 50 



<210> 4722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4722 

atagccatcc tctttgcagt cctgttggtt gtgctcatcc tcttcctagt 50 



<210> 4723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4723 

acatgagctt ctacctccag atgtgccagg gtgcatctca ataaacttgg 50 

<210> 4724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4724 

actgaaaaga caactggcta caaagaagga tgtcagaatg taaggaaact 50 



<210> 4725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4725 
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aagttgtggc tgttcttggg aaaggggtca ccgtgtctga caaagtgtaa 50 

<210> 4726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4726 

cccctcgccc cgtcacaccg ttatgcatta ctctgtgtct actattatgt 50 

<210> 4727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4727 

gctgtgagag cttgtttctg attgtttcat tgttcgcttc tgtaattctg 50 

<210> 4728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4728 

accaacactg tcccaaggtg aaatgaagca acagagagga aattgtacat 50 

<210> 4729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4729 

tgctcagttt ttcagctcct ctccactctg ctttcccaaa tggattctgt 50 

<210> 4730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4730 

atattcacta ccaaaagagg caagaaagtc tgtacccatc caaggaaaaa 50 

<210> 4731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4731 

gctgcattac ctctagaaac ctcaaacaag tagaaacttg cctagacaat 50 

<210> 4732 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4732 

tccaagtcga aatcgctgct gaggctgaga tgaagaaaga aaagtccaaa 

<210> 4733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4733 

catctcctcc cagaacgtca cagtgctcag agacaaactg gtcaagtgtg 

<210> 4734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4734 

tttgtctgca cttgagttca cttgagttta catttgaaat gtgcatgttt 



<210> 4735 . 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4735 

agttcccttt atttcacata agcccaaact gatagacagt aacggtgttt 

<210> 4736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4736 

ggagagggtg ggacccagtt ttgcgtggtt ggtttttatt aattatctgg 

<210> 4737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4737 

cctctttccc tctgtctgtg cttgtgttgt tgacctcctg atggcttgtc 

<210> 4738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4738 

ctgattcttc tgtcctcatt gtgaacataa ccgtgtagtt gaaacagtca 

<210> 4739 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4739 

tttccaatgt ctgccacaca aacgtatgta aatgtatata cccacacaca 

<210> 4740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4740 

tcctgagaaa caacacattt ttccccatga acggtgctgt tctgaagtct 

<210> 4741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4741 

tattgccacc atccaactca ttgagtctta tggttcacat cttgtttcct 

<210> 4742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4742 

agtcctatgg ttcacatctt gtttcctata gaaatgtcct gtattctggg 

<210> 4743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4743 

aaaccaggaa gaaaaggtat ttctttaaat ccagaacaat ggagccagct 

<210> 4744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4744 

aagcagttgg actttcacag cagcaaggaa ttatcttcaa gcacagagga 

<210> 4745 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4745 

cttcagtgta gctctctcct cttcaaataa acatgtctgc cctcatggtt 
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<210> 4746 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4746 

ttctctcgtg caaccagttt gcccattctc ttcctattac ttgctccagg 



<210> 4747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4747 

tgctcttcag aagtttcacc ctttttaatc tctcagccac aaacctcagt 



<210> 4748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4748 

acgtttactg gtactgcttt ctaaatactg ttttacccgt tttctcttgt 



<210> 4749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4749 

gacaaccaat tcaaatgatt gtgctaactt atttccccta gttgacctgt 

<210> 4750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4750 

ggccaagccc agcttaatgg ctcatgacct ggaaataaaa tttaggacca 

<210> 4751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4751 

ctcaagacag tgtttgacga agcgatccga gcagtcctct gcccgcctcc 



<210> 4752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4752 

ctttttcacc accgtcttca atgcccatga gcctttccgc cggggtacag 
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<210> 4753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4753 

acatcgtatt tgcggccagc ctctacaccc agtgaatgcc ccatgtaaaa 

<210> 4754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4754 

tattcctttt atatcactgt gtttgaatcg agggggaggg gtggtaaccg 

<210> 4755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4755 

atgggaatag ttgcatatgg gaatttaaac caacatgtgg ctgagccttt 

<210> 4756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4756 

ggcctttgaa tgtaaagctg cataagctgt taggttttgt tttaaaagga 

<210> 4757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4757 

cagtttggcc ttatgcttta tgcagacttg agtgtatgca ggatttcatt 

<210> 4758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4758 

cagaccaaga gcaccacaga ctacaactgc ccagcttcat ctaaatactt 

<210> 4759 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4759 

gtgggtaagg ggctcaagct gtgatgctgc tggttttatc tctagtgaaa 50 

<210> 4760 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4760 

accctcccag gttcctgctg agatatttct cacaatcaga caagagccag 50 

<210> 4761 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4761 

gggcagagaa ggtggagagt aaagacccaa cattactaac aatgatacag 50 

<210> 4762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4762 

ggctcacatc aaaaggctaa taggtgaatt tgaccaacag caagcagagt 50 

<210> 4763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4763 

aacacatttg aggaatagga ggtccgggtt ttccataatg ggtaaaatgg 50 

<210> 4764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4764 

gctgttccac ctcccttcag actatctttc agccttctgc cagcagtaaa 50 

<210> 4765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4765 

actataagtc attttgagtg ttggtgttaa gcatgaaaca aacagcagct 50 

<210> 4766 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 4766 

gctattcaca gttctgggga acaaccaaag gaggaggagg acaaagggaa 

<210> 4767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4767 

aagctactgt gtgtgtgaat gaacactctt gctttattcc agaatgctgt 

<210> 4768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4768 

ctatccacag aagctggcct tcgccgagtg cctgtgcaga ggctgtatcg 

<210> 4769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4769 

gtcatatagt ccatgtctgt gatgtgagcc aagtgatatc ctgtagtaca 

<210> 4770 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4770 

tccactgggt gaatcctccc tctcagaacc aataaaatag aattgacctt 

<210> 4771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4771 

gagtttctct atcgcattgg tcaaccaaaa gagacgcatt ccattgggcg 

<210> 4772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4772 

ttctctgcat ctaggccatc atactgccag gctggttatg actcagaaga 
<210> 4773 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4773 

tgcgaaattg tggactgttg gactgtgatt ctaagtgggg gaaataggct 

<210> 4774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4774 

gaacctttct gaaaccagtg gcagcccaag ttagagccca gcattaagtc 

<210> 4775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4775 

ccagaatctt ctattcccac ttcccatttc tcaaatcatt tgacctgtcg 

<210> 4776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4776 

cctcctggct gtggtggtct ttattcacgg ctactatgcc tgaactctat 



<210> 4777 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4777 

gaaattaagc gatacgaatc ccagcttcgg gatcttgagc ggcagtcaga 

<210> 4778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4778 

tcacagtgac cactacagag tactaagaag agaagatcaa gggcatgaaa 

<210> 4779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4779 

tcttaaagcc agaaataatg gaggagattg tgatggaaac acgccagagg 
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<210> 4780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4780 

cttttctttg tgcagcggtc tggttatcgt ctatccccag gggaatccac 50 

<210> 4781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4781 

ccacgttggg gtcactactg gagtggatgg aggcccttca catttctggg 50 

<210> 4782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4782 

tgaccfcttcg tgattatccg caaatgcaaa cagtttcaga tctaatggtt 50 

<210> 4783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4783 

cagtcatgga gaccatcgct gtgggctgca cctgcatctt ctgaatcacc 50 

<210> 4784 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4784 

aggtttcttc atgagtcatt ccaagttttc tagtccatac cacagtgcct 50 

<210> 4785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4785 

gaggtcgtct taaaccagag agctactgaa tataagaact cttgcagtct 50 

<210> 4786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4786 
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gcagtctccc aaggacccac catgcagaag tgtcaataaa ccacaagttc 



<210> 4787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4787 

ggagggagcc tctgtgcaga tgtgctttct ttacagtggc tgtaaaaagt 

<210> 4788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4788 

gatgctttta aagttgtagc ttcgtgcttt gtacagtttt ctttctggtt 

<210> 4789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4789 

aatatatgca attctccctc ccccagccct tccctgaccc ctaagttatt 

<210> 4790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4790 

aatctgccag gctatgtgac agtaggaagg aatggtttcc cctaacaagc 

<210> 4791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4791 

agcacataca ttgatagatg gggtgtggga ccaacaaacc aaattaaaag 

<210> 4792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4792 

caacggccag gagaagcact ttaaggacga ggacgaggac gaggacgtgg 

<210> 4793 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4793 

ttgtggaaac tgtttcagca aaggttcttg tatagaggga atagggaatt 

<210> 4794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4794 

gggggaagga aggcttcaga cttgggggaa ggggagatta ttgcaaattg 

<210> 4795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4795 

ctatggagga attgagggca agcacccagg actgatgagg tcttaacaaa 

<210> 4796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4796 

acaccaaaca gttaagtcca ttctctggta ctagctacaa attcggtttc 

<210> 4797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4797 

tgcacacagg gagagaacat gagtctctct taatttttat ctggttgcta 

<210> 4798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4798 

ttcaatggaa aatgaggggt ttctccccac tgatatttta catagagtca 

<210> 4799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4799 

gaccacattg ccaataaaag gtccctgaat tccaaattct ggaagcacgt 

<210> 4800 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4800 

aggcccaaat cacagaataa aggactaaga gtggatttgc tgacattcca 

<210> 4801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4801 

gctgtcctca aagtatataa tgtttcatgt accaagaccc ttttcacagt 

<210> 4802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4802 

aagggtattt ggtctggttc atatggtcaa atattactgc cttggtagca 

<210> 4803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4803 

9999 fc 9ccag gaaatgctct ctgacctatc aataaaggaa aagcagtgat 

<210> 4804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4804 

tgggaaggga aatttgggga ttatttatcc tcctggggac agtttgggga 

<210> 4805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4805 

gccacaaaag ttccctctca ctttcagtaa aaataaataa aacagcagca 

<210> 4806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4806 

ataaggtgca taaaaccctt aaattcatct agtagctgtt cccccgaaca 
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<210> 4807 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4807 

gatacccagg aatttcacag gaacagttct ttgctgcctt tatcctccaa 

<210> 4808 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4808 

cccaccctgc cgcccgcatt ataaacacag gagaataatc aatagaataa 

<210> 4809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4809 

aaaccaggcc cttaaacttc agctagacaa ccaatatgct gtgcttgaaa 

<210> 4810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4810 

ccagatccac agcaggcaca tatctctcca agggatgacc agttttatgc 

<210> 4811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4811 

ggacttgaag accaaagact ttgaaatttg cgagctgctc atgtgtgagt 

<210> 4812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4812 

gaaacggcat aaagatgaga aatgagccta tttgttagtg ttcgtgctta 

<210> 4813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4813 

cctgccctcg cctggaatca gtgttactgc atctgattaa atgtctccag 
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<210> 4814 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4814 

aatgagttgt gttgaagcct ccgtctccca tccttgcctg tagcccgtag 

<210> 4815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4815 

cagagttgac ggacactgct cccaaaaggt cattactcag aataaatgta 

<210> 4816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4816 

gaacctcagg cagcagttgt gaaggctttg ggggaactag acattcttct 

<210> 4817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4817 

ggactgagaa gcaagatatc aatgtagcag aattgcactt gtgcctcacg 

<210> 4818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4818 

caatggttgc accttatgac cttgagggaa agccagttca tttaagagga 

<210> 4819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4819 

gggggagggg aggggttcgt acaggagcaa taaaggagaa actgaggtac 

<210> 4820 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4820 

gggggagggg aggggttcgt acaggagcaa taaaggagaa actgaggtac 50 

<210> 4821 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4821 

acttcttgga actttaactc ctgccagccc ttctaagacc cacgagcggg 50 

<210> 4822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4822 

tgttccatca gcatcccctt tttgggcgag gagaaaatcg caactttttc 50 

<210> 4823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4823 

cagactattc cccacctgct tcccagcttc acaataaacg gctgcgtctc 50 

<210> 4824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4824 

cagactattc cccacctgct tcccagcttc acaataaacg gctgcgtctc 50 

<210> 4825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4825 

gtctgtgggc ctcatgggca ttgtggtggg cactgtcttc atcatccaag 50 

<210> 4826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4826 

ctccaaacag agcaacaaca agtacgcggc cagcagctac ctgagcctga 50 

<210> 4827 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 4827 

ccaaagtcct cactcagacc agtgcccctc cagttcagtt gtctatgtat 

<210> 4828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4828 

tgtcttccac cctcaagaaa ctcttgaaca agaccaacaa gaaggcagcg 

<210> 4829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4829 

gcaggaccag accctccagg aaaggcaaga gactcatgac caggggacag 

<210> 4830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4830 

ggtgggacac gccaagctct tcagtgaaga cacgatgtta ttaaaagcct 

<210> 4831 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4831 

agcttggtgt ataccttgca ggcactagtc ctttacagat gacaatgctg 

<210> 4832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4832 

aggaagagcc acctgcaaga tggacacgag ccacaagctg cactgtgaac 

<210> 4833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4833 

gggtgcagca tggctctaac aagagaagag atcacagaaa cgtgaggatc 
<210> 4834 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4834 

tacattctcc ctttagcaac ctgagtaaga gactctctgc cactgggctg 

<210> 4835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4835 

aactcttggc ctcagaggaa ggaaaagcaa ctcaacactc atggtcaagt 

<210> 4836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4836 

agggaacaag ggagcaaggg aacaagggac atctgaacat ctaatgtgag 

<210> 4837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4837 

gtggcccctg gacgggtaca ataacacact gtactgatgt cacaactttg 

<210> 4838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4838 

cccctaccct gccccaattc aatcctgcca ataaatcctg tcttatttgt 

<210> 4839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4839 

acacggaagt gaagattcct gaggatctaa cttgcagttg gacactatgt 

<210> 4840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4840 

cggtcctttt gccatacaca gttacagaga tcagtcaaat ccataccacc 
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<210> 4841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4841 

atacctgtga ggactggttg tctctcttcg gtgcccttga gtctctgaat 

<210> 4842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4842 

tcatctactt caggaatcag aaaggacact ctggacttca gccaacaggt 

<210> 4843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4843 

tgcttcttga aatggattta acaacagcca ggagcttcct gtcagtaacc 

<210> 4844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4844 

ccctccccac tgctgctgag tctgtctgat gttttggttg tgtgaataaa 

<210> 4845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4845 

aggaggaact ggggaaggtg gtcattcagg ggaagaacca ggatgcaggg 

<210> 4846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4846 

tgggaaagtg tgagttaata ttggacacat tttatcctga tccacagtgg 

<210> 4847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4847 
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ttaaaaggag cacattaaaa ttctcagagg acttggcaag ggccgcacag 

<210> 4848 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4848 

gcacacgcca tctgtgtaac ttcaggatct gttctgtttc accatgtaac 

<210> 4849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4849 

tttttcccag ctcgccacag aatggatcat gaagactgac aactgcaaaa 



<210> 4850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4850 

aagagaaata tatgccctag agctgctcca gcacccttgg tttctgattt 

<210> 4851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4851 

acagacagac tcgatgccca cacagcttca ctctttgagc aacatggaat 

<210> 4852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4852 

gcacggtgtg ttgccacgat ttgaccctca acttctagca gtatatcagt 



<210> 4853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4853 

agtgtagtta ctagtctttt gacatggatg attctgagga ggaagctgtt 



<210> 4854 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4854 

tcactgccat acaggttttc caatacacaa gtgctagaaa atacacacaa 

<210> 4855 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4855 

ttgcttgccc tccatgtctt cctaaagagc agaacttgga gtttctcctt 

<210> 4856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4856 

agaatgagcc tgaatgttgg tggtttttga aatcctgact tggaggtaaa 

<210> 4857 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4857 

cctcggccct gacaaacggg gatcttttac ctcactttgc actgattaat 

<210> 4858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4858 

tggcttggcc ttctctttgg tgatcccacc cccagccatt tgcattgctg 

<210> 4859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4859 

aatgtttctc ttcctgtgag acttactaaa gcaacttagt ggcaaaaagt 

<210> 4860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4860 

agtacttgag tagtctcaat aggagtgtat ttgtagacag cagtttccct 

<210> 4861 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4861 

accctagatg agctgtcctg ctccagtaac attctttttc taaaatcatt 50 

<210> 4862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4862 

aactagaaga tgtacttcga cagcatccat tttacttcaa ggcagcaaga 50 

<210> 4863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4863 

atttgagttc ctgtgtgtcc aaaactgagg caccatgttc tttgaaaaca 50 

<210> 4864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4864 

atttgagttc ctgtgtgtcc aaaactgagg caccatgttc tttgaaaaca 50 

<210> 4865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4865 

atttgagttc ctgtgtgtcc aaaactgagg caccatgttc tttgaaaaca 50 

<210> 4866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4866 

gtccacagcg gaccctgctg atgcctccac catctatgca gttgtagttt 50 

<210> 4867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4867 

caggctccca tatgtacccc atcccccata ctcacctctt tccattttga 50 



719/1427 



WO 02/057414 



<2i0> 4868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4868 

gttgtattgg caagagggag gggtgagagc tgttggagaa ctgagaatga 

<210> 4869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4869 

gtaccatcct caccgtagtc atcatcatcg ccgcgcagca ccacgagaac 

<210> 4870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4870 

atttatcgta aacatccacg agtgctgttg cactaccatc tatttgttgt 

<210> 4871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4871 

atcgctgaat atgttgatca gtgatgagtt gggcttaatg caaagatcct 

<210> 4872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4872 

aggctattta cttccatgct tctccttttc ttactctata gtggcaacat 

<210> 4873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4873 

gggaccccca cccagtgagt caacataggc tcatgtcaag tttgaaaata 

<210> 4874 

<211> 50 

<212>' DNA 

<213> Homo sapiens 

<400> 4874 

tggtgtgata tgaaccagtc cattcacatt ggaaaaactg atggttttaa 
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<210> 4875 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4875 

tttttatcag cgcctcaatc tctactcgaa gaagaaagag aagaaacgtt 50 

<210> 4876 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4876 

cgctgtcgcc ttaatccaag cctacgtttt cacacttcta gtaagcctct 50 

<210> 4877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4877 

ctgtcgggct ctgaagcgag ctggtttagt tgtagaagat gctctgtttg 50 

<210> 4878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4878 

agaagcagaa tgcagaagga gaatgaatcc tttggatact ttcaaggaca 50 

<210> 4879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4879 

tctggcacag tccagctcac aacaacatca agagcagaat ttggagactt . 50 

<210> 4880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4880 

gggacttgac tttctttctg gactgtttgt attgaaacaa agtggtgtca 50 

<210> 4881 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4881 

agcctaaaca tgtatactgt gcattttatg ggtgactttg aaagatctgt 

<210> 4882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4882 

agactggtga tttggagtag tttacaagat tcctcattca gagtgccctc 



<210> 4883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4883 

ttgcctcctc caatctgtgt tctcaactgt ggttgccacc tcattaactt 

<210> 4884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4884 

tggaacatac cacatgtaga aaggttgaac tggtttttca gctataatgc 

<210> 4885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4885 

tcacttagcc tttctggttt cccttcctgt gcattgccca ttttctcatg 



<210> 4886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4886 

agccaagagg tatatcgatg atggaaatta gccacatgta cactacattt 

<210> 4887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4887 

cttcaccgcc ctacttccac ctccgcccag cctgtaatgt ttatataagc 

<210> 4888 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 4888 

ctttcagagc cagtttgtcc aaggccagca tcccgtctgg gagatgcacc 50 

<210> 4889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4889 

gccgtatatt actgtgcgag agggccggag tggttactcg gtatggacgt 50 

<210> 4890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4890 

aggcaaaagc gcctcacgca ttcttgttcc ttgtttgctt cttcggtttt 50 

<210> 4891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4891 

ttagaaagaa aagtctttta ttagtactgt gtagggaagg ctaaagaaat 50 

<210> 4892 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4892 

actgtgcgaa acgtactgta ttacgatttt tggagtggcc gaagtagtcc 50 

<210> 4893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4893 

cagaccctgg tgatgctgga aacagttcct cggagtggag aggtttacac 50 

<210> 4894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4894 

gtccagcaac agtgcccagg gctctgatga gtctctcatc gcttgtaaag 50 
<210> 4895 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4895 

gtgtattact gtgcgagagc cttccgccat cccggagtac gtccaatatg 

<210> 4896 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4896 

cccgtccctc aagagtcgag tcaccatatc agtagacaag tccaagaacc 

<210> 4897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4897 

ggctccaggc tcaggatgag gctgattatt actgctgctc atatacaagc 

<210> 4898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4898 

ccctcactgt caccttcccg agaataccct aagaccaata aatacttcag 

<210> 4899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4899 

tgaatgactt ctatctggga atcttgacgg tgacctggaa ggcagatggt 

<210> 4900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4900 

accactgtat gtttacttct caccatttga gttgcccatc ttgtttcaca 

<210> 4901 

<211> 50 

<212> DNA 

<213* Homo sapiens 

<400> 4901 

agaacagaga tgattacacc tacgaagtct gagttatggt gtgagttgga 
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<210> 4902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4902 

ttcatcattg cttgcttgcc ttcctccctc ctgtccgctc tcactcactc 50 

<210> 4903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4903 

tggatgtggc tgctttcaac aagatctaaa atccatcctg gatcatggca 50 

<210> 4904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4904 

tgaagaacga ccaaaattat ttgaagaact agggaaacag atccaacagt 50 

<210> 4905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4905 

gtctacatac ttcccaggca cccagcatgg aaataaagca cccaccactg 50 

<210> 4906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4906 

atacttccca ggcacccagc atggaaataa agcacccacc actgccctgg 50 

<210> 4907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4907 

cccaaggcat caagcccttc tccctgcact caataaaccc tcaataaata 50 

<210> 4908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4908 
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aaggcagaga tcttgacacc taaggagtct agtttagggc tttggttgga 



<210> 4909 

<211>. 50 

<212> DNA 

<213> Homo sapiens 

<400> 4909 

gttgacatta gaagcaggat tctctggtac tccctcagaa aatagaatgc 

<210> 4910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4910 

ttggagcgtt tttgtgtttg agatattagc tcaggtcaat tccaaagagt 

<210> 4911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4911 

ggttgtgtct ctggtttccc cttttccccg tggttttaat ttttaagaac 



<210> 4912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4912 

accatagcag acagggtcag atggaatatt agcggtttag gtgaagaacc 

<210> 4913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4913 

atccacattc ttacctttgg tagtcaggtt tggctacttt gcagctcgcc 



<210> 4914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4914 

tctgttacca cctctaaaat attggggtgg aataaagctg ggttcttgca 

<210> 4915 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4915 

aaggatgaag gactgatgga gggcagagga actggaggca gcaggcacaa 

<210> 4916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4916 

agatgtctgt ataaacaacc tttgggtagc aggtggtcag ttaggcagga 

<210> 4917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4917 

tgcttgtctt ttaaacacct tcacagatat catttgcacc ttgccaaagg 

<210> 4918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4918 

gggtaggcag cttgcaccca gttctccttt atctcaactt attgtcctgg 

<210> 4919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4919 

acttggaaca gaagaacttc ggcaacgaga acactatctc aagcagaaga 

<210> 4920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4920 

gcggtgtccc tgagtgaggg caaagttgta ataacacttg ttctctcctt 

<210> 4921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4921 

acggcgttct gaaatttagc acactgggaa gtccacatgg ttcatctgaa 

<210> 4922 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4922 

aatgagatca cagatggtga cactgagcgg aaggatgcag tacctcggag 

<210> 4923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4923 

ggctagtggt gttcagagaa ataccaaaac gtgtttttat cattgctggt 

<210> 4924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4924 

agctgcctca ggaggttctt aacatatagg aatgtaatta tcagattcaa 

<210> 4925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4925 

aggaaaccaa gccctcacag gaaagaaagc ctgattcaag aaaacaaagt 

<210> 4926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4926 

gctggggctg agagagggtc tgggttatct ccttctgatc ttcaaaacaa 

<210> 4927 

<211> 50 

<212> DNA 

<213> Homo sapiens. 

<400> 4927 

tcatggacac aaactttgga gtataagcga catcccttaa gcaacaggct 

<210> 4928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4928 

gccattttcc ctccagaaac aaaaccaaga taatttatcc tgaacacggt 
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<210> 4929 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4929 

tgtttgtacc actagcattc ttatgtctgt acttgaacgt gtagttagca 50 

<210> 4930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4930 

aggaccatag ggaagagcca gccttgcctt ttcttatatg attttgttta 50 

<210> 4931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4931 

cctgggttgc cttgtaatga aaagggagat cgagccattg taccacctta 50 

<210> 4932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4932 

agctgtttaa ttgaattgga atcgttccac ttggaaccca agtttggaaa 50 

<210> 4933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4933 

tcgttctacg ttatctcatc tccttgtttt cagtgtgctt caataatgca 50 

<210> 4934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4934 

tgtttttgct tcctcagaaa ctttttattg catctgccat ccttcattgg 50 

<210> 4935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4935 

tgcacttact cattagtttt tagtttgaac tctcctgcga ggtctaatgt 50 
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<210> 4936 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4936 

tggttcttct gatgagcaag ggaacaacac tgagaatgag gaggaggagt 50 

<210> 4937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4937 

aagcaagaga ttgtaaaccg ggtacagatc caagagatga gagaggaccc 50 

<210> 4938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4938 

cgtctactgc ggaaaagtca ggggaaactg ccaaacaaag gaaaatgccc 50 

<210> 4939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4939 

gtgtttgact tcactgctgc gaaatgactg tctcctggct agtaggatct 50 

<210> 4940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4940 

atgtgggagg ggcatggcag ctatgaagga cctcctacct ctggtttctg 50 

<210> 4941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4941 

ccagcctttg cctcttcctt caatgtggtt tccatgggaa tttgcttcag 50 

<210> 4942 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4942 

accttgtaag tgcctaagaa atgagactac aagctccatt tcagcaggac 

<210> 4943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4943 

gccgagatct gctcagacta catggcttcc actatagggt tctacagtgt 

<210> 4944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4944 

atgtctataa atggtgtcat aactagagca cgggcgttat gtaagtttct 

<210> 4945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4945 

tgagtcgtat tacaattcac tggccgtcgt tttacaacgt cgtgactggg 

<210> 4946 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4946 

acataggcga agaaaacatg gcattgagtg tgctgagtcc agacaaatgt 

<210> 4947 

<21X> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4947 

gtgcagtcca tcagatccaa gcctgtctct tgaggaacaa ccgcgcagac 

<210> 4948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4948 

tggtggcaaa tctgattttt ggaaacgagt attggaggac tataaaacaa 

<210> 4949 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 4949 

acatttcttg ttggcactac agcaaccaca tacagtacag acaacctcca 

<210> 4950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4950 

cctggcacat gttgtctgga gtctggcaca ctggttatca atagcacatt 

<210> 4951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4951 

ctgtggtctg ttatatgaga gagatccttt aactagagca aagagggagt 

<210> 4952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4952 

tctctcactg ttatcatttt tgcacaggtg gtttcagcag cttgatgcca 

<210> 4953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4953 

aatcacagca gtaactccca gtaggaaaga ttctcaaagg aatagttctt 

<210> 4954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4954 

cctggccttc aagaagtcgt agtggctatt ttctttggac aaaagtaaga 

<210> 4955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4955 

atagacagac ggaggtcctg atatccatgg gccaacggct tggattattc 
<210> 4956 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4956 

gatattggta gtaaaggggt tacctgtgaa cttccaaaat tccttggggc 50 

<210> 4957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4957 

99tggagaat caaaacgacc ccgcaaataa acatggcgat ttggcttggg 50 

<210> 4958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4958 

gatatcagac agcatcgtct ctgcgagcac aaagatctgt ttgctgagca 50 

<210> 4959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4959 

acattttata aggcatttgt gttagccact cagtcatctt tgggtgctgc 50 

<210> 4960 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4960 

atctggagtg ggacccttca aaccatgtct gtgcttatgc gggaaacaat 50 

<210> 4961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4961 

aattaacggc catcacaccc acgactgacg gtgatcaaac aaattcacag 50 

<210> 4962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4962 

gacagtactc ctaagacccc tgtgtgtgtc ccgatgagat catgactggg 50 
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<210> 4963 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4963 

ctgtgatatt ttggtcatgg gctggtctgg tcggtttccc atttgtctgg 50 

<210> 4964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4964 

ctcatagcat agccagcatt cagcacacac aaacctactg cccacatttg 50 

<210> 4965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4965 

cacatttgaa ggccaaaggg aaaacggggg aagcggaagg gttggattgg 50 

<210> 4966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4966 

tacgaccact gagaaacggg ccacccggca cacggatctt ggaacacaaa 50 

<210> 4967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4967 

ctcagtgtag ggcagagagg tctaacacca acataaggta ctagcagtgt 50 

<210> 4968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4968 

aggttgtggg gagtatgttt ggaccaaaaa ttaaaatatt gtgggaggga 50 

<210> 4969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4969 
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tgatagctca cttagttaat tgttttgaag caaattttgg gttggatggg 50 



<210> 4970 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4970 

actactgctt gcgtacctct ccgctttccc tctccttact atcgaccata 50 

<210> 4971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4971 

ggtccgacca attaatgact ccatgatcgg cctcggtttt cacaaacctt 50 

<210> 4972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4972 

agacaaagag agcataaata tagctctact catgggtacc ataccagtgt 50 

<210> 4973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4973 

gcaggttatc gcaagatgtc ttagagtagg gttacggttc tcagtgacac 50 

<210> 4974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4974 

aaatggcttt accaaacatt gtcagtacct ttacgtgtta gaaggcattt 50 

<210> 4975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4975 

ctttccacag caattgtttt gtacgagggg ccttacagcg cggtccactt 50 

<210> 4976 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 4976 

ccctacttga ttaaagattg aggtggaatt ctagatgtgg tcattcgtgt 



<210> 4977 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4977 

acagagagtc acccgcgagt acgaaacagg cacattttta gaaactcaca 



<210> 4978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4978 

agaaatggta cggggaatgt gaataacacg aaatggtatg gggaaatgtg 



<210> 4979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4979 

cacaacgggt cttaatgacg acggaaagat acatccatcg gtatgaacgc 



<210> 4980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4980 

tgttcttgtg ctgctgttat ctatactatt tttgttcgtg ccttctgact 



<210> 4981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4981 

gtctgggtgc caacttgaga caggtggtct aggaaattgc ggtaagagcg 



<210> 4982 

<211> 50* 

<212> DNA 

<213> Homo sapiens 

<400> 4982 

cccctggttt tctcgttctg cctcctttgg acctgtgttt gttttctgct 



<210> 4983 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 4983 

cccttagaat ggttactgcc cttgaattaa cttgacacaa cttgggttgg 

<210> 4984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4984 

aggctgattc ttggagattt aacaccccac aggcaatggg tttatagaca 



<210> 4985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4985 

tctcctttca gttcctttgt aggatttctg ggcttgaagg atagtcttca 



<210> 4986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4986 

atactgtgtg atttgccctt gctgtccaac cctgttcttg ctgccattta 

<210> 4987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4987 

agaatgtccc acttgctgtc tcttagaggc tgagcttcat ttctatgagc 



<210> 4988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4988 

caacctctgg agagtgccta ctgttagaag ctgaagggat gtcaaagtca 

<210> 4989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4989 

ctttaaatct tagattgctc cgcacagata aagagaacca ggattggggc 
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<210> 
<211> 
<212> 
<213> 



4990 

50 

DNA 

Homo sapiens . 



<400> 4990 

gcctcagtac agagggggct ctggaagtgt ttgttgactg aataaacgga 

<210> 4991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4991 

aggacttaac gggaatacgg gaataactcc aattacttca tctctagggc 



<210> 4992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4992 

tgcctaagag caaagcatcc tctgcgacaa aagaaaatta ctgtagtggc 



<210> 4993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4993 

aaacacacag gaaaagggca aagggggcac caggagaacc gggagacaaa 

<210> 4994 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4994 

gacatggagc ccccggaaaa gcgggtctgg acaccaagtc gatgtgtgag 

<210> 4995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4995 

acagaatcag attttgcagg tgtccaacct atagtggcta agaattatgt 



<210> 4996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4996 

aaactgtttg gagaatttaa gcactctctg atgggggaca actctatgga 
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<210> 4997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4997 

aataattggt cttttaaaca aacacggaag tttggtggaa tcggtcatgt 

<210> 4998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4998 

tgtggcgatt aagagaggtg aagcataact gatttgcagg atatggtttg 

<210> 4999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4999 

gcagaactct aattgtacgg ggtcacagag gcgtgatatg gtatcccaaa 

<210> 5000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5000 

tggagatcct tctacttggc tgctgtattc atgcattatg ttggtttgag 

<210> 5001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5001 

atttgtacca aatctttggg attcattggc aaataatttc agtgtggtgt 

<210> 5002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5002 

ggttttagca gttctttagc ccgtggtatt tcagtgttgg gtttcatagc 

<210> 5003 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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i 



<400> 5003 

gggagccata agaacgactc caaaaagagc cccaaaggag gacaaggggg 50 

<210> 5004 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5004 

tcagggtctt ggatactcaa gagaaaggag acttgtggtt aatgtttgga 50 

<210> 5005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5005 

tccttagcac acgaaaaagc cccttcccct ggattcatgt ttcttatttc 50 

<210> 5006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5006 

aagcaagtag acaccttcat aactatgaat gaagctgctg aagtagtgtt 50 

<210> 5007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5007 

tccattaaag atcgcaaatg ttgaggtcct gtagcctgaa aactctctgc 50 

<210> 5008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5008 

ctgattcaaa caggttccaa cgtaaaacgt tcacacttcc accatttcct 50 

<210> 5009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5009 

tgatgttggt atgcttgccc tgttacttat agacagtctt tgtcataggc 5 0 

<210> 5010 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5010 

ggtctttgtc ccagtagagt tcatagtcta tttagtgtgc atgtttttcc 50 



<210> 5011 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5011 

ttgtgtccaa aagtgttaac gaagactact taacccaatg attggcgcga 50 



<210> 5012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5012 

atgcgtggat attgagaact taggtgtcta atggggagga ttattgctgt 5 0 

<210> 5013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5013 

aagcatttcc atttcaacga gtttgtcagc tttattaatg ttgggcaaaa 50 

<210> 5014 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5014 

aaacctacca ctttaagaag acagcgatgg gtaattcttt attggcaggt 50 



<210> 5015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5015 

attcagcatt agtttctcac atcttccccc aggtatcccc aacagaatta 50 

<210> 5016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5016 

acacctctct tagggctcca tcaaacagaa cttttagact gagtaacgct 50 

<210> 5017 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5017 

aagtttgtgc agcacattcc tgagtgtacg atattgacct gtagcccagc 

<210> 5018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5018 

accatgaaca gtgtgttgct tcagactatt acaaagagaa tggggcaggt 

<210> 5019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5019 

tttttgaaaa gtatgtttgg tagaaattag ttgtatgccc tcaggacggt 

5020 
50 
DNA 

Homo sapiens 
<400> 5020 

gaaattagtg tgaacatgtg ggaagcccga tgcatgtggg tcagggatct 

<210> 5021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5021 

tccctgggtg ataccattca atgtcttaat gtacttgtgg ctcagacctg 

<210> 5022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5022 

cagacagcac agcctgaggg tagcagcagc cacccatgtt caggtaagtc 

<210> 5023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5023 

gccatgaggt ggaggacgtg gacctggagc tgttcaacat ctcggtgcag 



<210> 
<211> 
<212> 
<213> 
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<210> 5024 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5024 

tctgcaccca aacaaatacc ttttgagatt tcttataggc attcctctcg 



<210> 5025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5025 

gaagctctgc cgcagcgcca ggcacttcct acaccactac tacgtccacg 

<210> 5026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5026 

cagctcggac caccgccacc tcccttttta tttacagatc acccagtaag 



<210> 5027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5027 

ggtcccctcc tggagactcc ctcacaaaat ctttccccaa gctgttcccc 



<210> 5028 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5028 

tgaatgggcg tttatcttaa tgaccagtta ttgaccaaag tgtactcaga 

<210> 5029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5029 

agcctattcc tattctctag cctattcctt accacctgta atcttgacca 



<210> 5030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5030 
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gcaatgggcg gccaactatg aaccctacgt ggtggtgcca cgagactgtc 



<210> 5031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5031 

gcctggagct tggctttgta tccaagtgta tggttgcttt gtctaagagg 



<210> 5032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5032 

agggagactc tcagccttca gcttcctaaa ttctgtgtct gtgactttcg 



<210> 5033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5033 

agcctacaag ccacctcgcc actgtgaact tgtcgtcact cttggatgtc 



<210> 5034 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5034 

cctgctcaca gaccaggaac tctacaagct ggaccctgac cggcagtacc 

5035 
50 
DNA 

Homo sapiens 
<400> 5035 

agcagttcca cagtgtttca cactacagga tttaaatatt ttgctccaga 



<210> 5036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5036 

cctttatcca cctggatttt agggacaaac actgaaaacg aataagtcca 



<210> 5037 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 
<211> 
<212> 
<213> 
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<400> 5037 

cctttatcca cctggatttt agggacaaac actgaaaacg aataagtcca 50 

<210> 5038 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5038 

cagagaacga aagtcaagtg cagcgagttg ggtggaagct gatagagcaa 50 

<210> 5039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5039 

ccacaaacca ttcagatcag gcacttgctg accctggttc ttaaggacac 50 

<210> 5040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5040 

aagaaactat gtagcatagt gtcttaacac ctcagtaaag taagctggcc 50 

<210> 5041 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5041 

agcaggagac agcttcctga tctagatgta caattagagt ttaggttgga 50 

<210> 5042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5042 

tggaactagt cacaattgaa gttcttcatc cagtaggtgt taaacagtgt 50 

<210> 5043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5043 

cccacacaag tgcgccacat aaatctgcga gactccacga caacacaggg 50 

<210> 5044 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5044 

gcaaacaagt tctaaagttg tggagaaaaa gtgatgtggt caagagttga 



<210> 5045 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5045 

gcaagaaaga gaaacgtaaa aacagataga gattctgcct gtgctttggt 



<210> 5046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5046 

gagagttgct ggtgtaaaat acgtttgaaa tagttgatct acaaaggcca 

<210> 5047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5047 

ggttaacgct tctgtgagga ccttctggct cttgagatac cctaaatatt 



<210> 5048 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5048 

actttcattg gtaaataagc ctgtcttcct atctggattt ttggtgtgca 



<210> 5049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5049 

cagttattta aaggctgaca actgccttcc agacccgcgc tgtattaata 

<210> 5050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5050 

t99tgggtac agaaacattg tcacagggat cctggaacag aggaagagtt 
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<210> 5051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5051 

ttctgaccta ataattacgg gaaatggaaa gtctgggcca gcatcaataa 50 

<210> 5052 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5052 

tgggtcggca aagctattat aactttgaat gctaacggca tgtttgacct 5 0 

<210> 5053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5053 

gctgtgtcct ttctggcaca atcggggatt ccattcttta gacactggaa 50 

<210> 5054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5054 

ttgacaaaga tgacatcgcc ccaagagcca aaaataaatg ggaattgaaa SO 

<210> 5055 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5055 

gtaaagatca gaataccaag gccagctaag gcaacgactc cctccccaaa 50 

<210> 5056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5056 

atacgggaca ataaaatctg ccttttgctc tggagggaga tactacctct 50 

<210> 5057 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5057 

atgctggtgt catgtgacat ttgttgagtc tcgggcatgt tcacggtggg 50 
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<210> 5058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5058 

ggaaattgtg ccaaaaccat ggaaaatatt actgtgtgtg gggtgtctgt 50 

<210> 5059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5059 

tttgtgtgtg aaatataaca ttgattgaat tgcagttaca tttggttagt 50 

<210> 5060 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5060 

aacattctac atagcacagg agcttaagag tggcattatc ttctcgcctt 50 

<210> 5061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5061 

taaggttagg caataactta ggggtatatt ctcttcctgc atcccagtgc 50 

<210> 5062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5062 

taaggtgttt gctgggggat gttgtgtgta ttaggggagt gtttcccttg 50 



<210> 5063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5063 

aaaacattgc cagaccattt agtcctcttg gaagggcctc tccggtgggg 50 

<210> 5064 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5064 

cgggggaata ggaggaaaaa catggcatgg aacaaaccaa cataaaaggt 50 

<210> 5065 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5065 

actggtgttg gtgcttttgt ctgtcatacc atagtatttt caaaacttca 50 

<210> 5066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5066 

ccttgagaaa cacccatctc cacttcctag acaaaccaat gaacattagt 50 

i 

<210> 5067 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5067 

aactgtgagg caaataaaat gcttctcaaa ctgtgtggct cttatggggt 50 

<210> 5068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5068 

ctaagtcatt gcaggaacgg ggctgtgttc tctgctggga caaaacagga 50 

<210> 5069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5069 

gccgttcttt atagaacaat tcctttctct tctcttgaat gtggcagtca 50 

<210> 5070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5070 

agcctacctc cctaccccaa gctgtctgtt gagagcagtg ctgaccccag 50 

<210> 5071 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5071 

tttcataaac ccactccttc ctcttcaccc acttgcaatc cgcatgcttc 

<210> 5072 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5072 

caagttggtt tagttatgta acaacctgac atgatggagg aaaacaacct 

<210> 5073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5073 

gactcgttac gccgtagttt gtcctatctt gtttatcaaa tgaatttcgt 

<210> 5074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5074 

agccgcccag ctacttaatc cctcagtaac atctatctaa atctcccatg 

<210> 5075 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5075 

tggcctgtgc ttttaccaca ccgtcaaacc cttgatcatt tctgtaaaca 

<210> 5076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5076 

acattctcat agtccagggg ctcaacaact ttggcctttt ccagcaccac 

<210> 5077 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5077 

tcagcagttg tgccttttct cacagatcca gccgtccttc tcgctgtcac 
<210> 5078 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5078 

tgcaagcaat aaaatcttgc tttaatcagt aaccactgtc tgacaggaca 50 



<210> 5079 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5079 

ggtcgtagag aagacagcaa gggaggggat aaaacccagg aaggacttaa 50 

<210> 5080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5080 

ggctcacgat gacaaccgcc tacggaaaaa ctctaattcc taaacatcta 50 



<210> 5081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5081 

gacaagccag gtcagcccag attgccaaag cagcacttgc ctacaccagc 50 

<210> 5082 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5082 

ggttcccttg aagcagtgcc aacctaaatc tacctcaggt aagtagttag 50 

<210> 5083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5083 

gctgacagta tggaggctaa aggtgtggag gaaccaggag gagatgagta 50 

<210> 5084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5084 

caagtgtgcc gggcaagttt gggaaggtga agcaatctgt gacttaaata 50 
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<210> 5085 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5085 

gagctactca aggggaaaaa agggcatata gtatgctctg gtagtaaaag t 



<210> 5086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5086 

gctcaagatc acctctttgt catcttgaac aatgtttttc tcttctaggt 



<210> 5087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5087 

tggtgataat agagattgtt tctgccctgg gggtagttca aggataacac 

<210> 5088 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5088 

cttcaggttt ggcccagccc ctccttgaag actccttcca tccagtcaag 



<210> 5089 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5089 

cccaagtgaa gtcaaagtta ctgtgtggtt gatagggaac atggctggat 

<210> 5090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5090 

acccgcagac cagatggttg aaaggaaaaa ttaaagcctt cttggggatt 



<210> 5091 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5091 
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ggagttagat caaccttatg gggaagggaa aggcagggct tgtgacaatt 

<210> 5092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5092 

gatggctgct tggttgctaa acccagacag ggtccttcca gtgcatctgc 



<210> 5093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5093 

catttgtggg tggagggttt tgaatgtcct ctttccatgt caggcaaagg so 



<210> 5094 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5094 

ttctatgaag gtttccctgg acaagaaact gccagagagc ccttagctca 



<210> 5095 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5095 

tgctgaatgt acctgagtgt atgtatttaa aaggactcac atgggcatca 



<210> 5096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5096 

tctcaaccct aatattcatt gttccatgag cattgtcagg ttttggatgg 



<210> 5097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5097 

acaagtggaa gaggaagaca gaagaatggg tcagggagat gcaaggatgg 

<210> 5098 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5098 

tccttaggga aaagaagatt ttcaaaccct tcgttagttt cggtagggcc 



<210> 5099 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5099 

acgcaatttg ttcacataca tacacatgca aatcccaaaa gaaggtttta 



<210> 5100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5100 

cccagccctc tatgtacccg tgtcccagcc agcaataaat gccatcttgg 

<210> 5101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5101 

agcctggaat tctaagcagc agtttcacaa tctgtaattg cacgtttctg 



<210> 5102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5102 

tggttactca tgtcctcaaa gacgactcat gatgctggat atgaagaact 

<210> 5103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5103 

aggcaaaagt catttcttcc ctatattttg tcatgcttat ctcctgtctc 



<210> 5104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5104 

gtatgaaggc aagaaaattt caggggaaaa caagtggtta ttttctggcc 

<210> 5105 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5105 

gataccctct tcctaagact catcgcgtct cttccagcct cctcgcccca 50 

<210> 5106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5106 

tctgtatgct gtggtctcat caggaacctt tctctgcact gcatttttcc 50 

<210> 5107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5107 

agagctggtt ccagaaggtt cggatgagtc ctgaatgttt atgtagggca 50 

<210> 5108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5108 

tccttagtct ccttcaattt ccacacactg aacatgacat tttacccttt 50 

<210> 5109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5109 

ttttctgttt tctgttttaa gaaaatctgg aaccgcaagg ccgtcccttt 50 

<210> 5110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5110 

ccaaagcctt tgttgtttgg tggcgaggcc cctttttgaa tggggttttt 50 

<210> 5111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5111 

tgccgccccc aggattcttt taagaataaa aagaaatgag tgtggacatg 50 
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<210> 5112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5112 

cctacgatat ccttttcaaa taggggtggg tccagccccc ttgtgccctg 

<210> 5113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5113 

ctgggagaaa ggtactttgg gttagtggta gggataggga tgaacgggaa 

<210> 5114 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5114 

agcataatcc taatgaggaa ctttgtctga agtctgaggc tgagttactt 

<210> 5115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5115 

ttttggaacc cttagccctg tgcaaatcaa aggatgtgag gggaaaaagg 

<210> 5116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5116 

atttccccta cggatgggac caagaaactg atgagaacgg ccaagtgttt 

<210> 5117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5117 

aacacccgaa accgtcttct gtggcatttg tcagttgaaa aagaacacct 

<210> 5118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5118 

ccagtggctg ggatggtgac agtgacatcc acagtaaaca gatgaaatgt 
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<210> 5119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5119 

ggatttcaga aacagttgca gatattattg attagctagt tggcagtggg 50 

<210> 5120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5120 

cttgttccca ggccagcccc acacagtagg cagtcattaa agtttggtga 50 

<210> 5121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5121 

ttttccttca actcttgcga ctttcttggt ctgcctgtgt ggttttaata 50 

<210> 5122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5122 

ttctgttaat agcaaacatt gcctttgagt gctactacta aacctgaggc 50 

<210> 5123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5123 

tctagggatc tgcccggctc aaaatcccag gccgttaggc taagttgttc 50 

<210> 5124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5124 

cggacaaggg ctggcaggta aatgccttca gtttgttgtt aaatagaggc 50 

<210> 5125 

<211> 50 

<212> DNA 

<213> Homo sapiens 



757/1427 



WO 02/057414 



PCT/US01/47856 



<400> 5125 

agccttagcc cctttaaagc acttaaagtt actacttcca aatgtgattt 50 

<210> 5126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5126 

accttgtcat taacagctca ctttgattga acatctactc tgtggcggtt 50 

<210> 5127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5127 

tggaacggct atttgccggt ttaaaaacca aaaaccccgg tttttccaaa 50 

<210> 5128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5128 

gtaaggcaga cgagagaggc ggaggtctca cagtgaacca caggatctgg 50 

<210> 5129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5129 

ttgcctgcca tgcccttata agtgcccttt aatgtcatag catgtaaagg 50 

<210> 5130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5130 

gggtttgtgt ccccatttag aatctgatga aacggtgggc tttccttctt 50 

<210> 5131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5131 

cagagcctcc agaattatgt gaacttgtct caaaacattc tctaaatggc 50 

<210> 5132 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5132 

gaaaggaccc gagggtttgt atttaaaaag cctcccctgg gcctcaaaaa 

<210> 5133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5133 

gccaactgct tagaagccca acacaaccca tctggtctct tgaataaagg 

<210> 5134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5134 

tgtctagaac agactgagag tgacacgcat atttgattgt gaggacagtt 

<210> 5135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5135 

gtttggcccc caaagtgttt aggagagctt tctccctaga tcgccctgtg 

<210> 5136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5136 

ccaggagggc cagaatttga aaattccttg gggttgttct ttttccaaaa 

<210> 5137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5137 

cagtttgagc aaaagccttt gaaatccaag acttttcccc ttggggtgct 

<210> 5138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5138 

ccagttggtt tttggactcc aaagcccagg acccttccaa atcctgcttg 
<210> 5139 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5139 

aggccttttt caaagaaaaa cccctttggg gaaaaaggga aagggcaaaa 50 



<210> 5140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5140 

ttttgcttgc tgtcgggaga ataaagcagg gaacctttat gtagtgaaaa 50 



<210> 5141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5141 

gggtttggcc cgattatatt aggttgggtg ggggaaaaat tttatggggg 50- 

<210> 5142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5142 

gtgaactgga tcttgaggcc gtgctggaaa ccggaaggta cactgcttgg 50 



<210> 5143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5143 

caaaacttga gataaggtta aaactgtgcc cagaggaaaa ctggtagtct 50 



<210> 5144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5144 

tgcagccaga ttgttccaag gttgccaatt acctagtggg taaatttccc 50 

<210> 5145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5145 

agtgcttatc atgaaatgtg cttcactggt tcagctctgt tgtttcctta 50 
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<210> 5146 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5146 

gttatttggg agacaaatgg acgggcagga agattgatgc tccgctgttc 50 

<210> 5147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5147 

agctgaaggg cttcaacttt gcttggattt ttaaatattt tccttgcata 50 

<210> 5148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5148 

tgcaggctca ttgtgctcct tcttctgggt ttcaattgga tttcagtcct 50 

<210> 5149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5149 

atctctaatg aagcctagga tcagatttgt ggcataccaa cagcacatgt 50 

<210> 5150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5150 

ccacaagggt tagtttgggc cttaaaactg ccaaggagtt tccaaggatt 50 

<210> 5151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5151 

cgctttattc ccacgaaacc taggacagtg gccatcaaac cgagcgcttt 50 

<210> 5152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5152 
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cctgttgtgg ctggctgcat aataatttcc aggaggcttt cggaaatgtt 



<210> 5153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5153 

cggtccagtc ggctgcttcc attccctgaa gaagaggccc taaagttaaa 



<210> 5154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5154 

ttagcctcaa aggggtgggg aaaagcccat acctcctggg ccagtcctag 

<210> 5155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5155 

ccttagaatt aagttgaatt ttcctgcctt gctaagcaag acttcctgca 



<210> 5156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5156 

cagccacggc ccctcgcgtc ttcgcggcac gttaattaaa tgcggaaaac 



<210> 5157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5157' 

ttttacccaa attttaaagg ccggataaaa gggtttttgt ttggaaggga 



<210> 5158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5158 

ggaggttagg gcctgaagct caaagctccc cctttttaat agtttttccc 



<210> 5159 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5159 

cccctttggg ccccccgggt tttccctttt tggtttcggg ttgttttttg 50 

<210> 5160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5160 

acgtgggcct ttggacccct tataagatgg tcataagacc ccaaaactga 50 

<210> 5161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5161 

atggctataa ggccaaaaaa gtttggcggc atgggggatt ttttgctctt 50 

<210> 5162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5162 

agagacggcc acctgagacc aattagaata tccacaccag tggaagagag 50 

<210> 5163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5163 

gcctccccaa cccctggcct caatttccct ttctataaaa tggaagatgt 50 

<210> 5164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5164 

acacccagcc aaagaaaagc atacctgaat ccaagagagt atttacactg 50 

<210> 5165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5165 

ctcagagaag aacagtgtag aaacccgcgc tgtgtgaagc gaggttgggc 50 

<210> 5166 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5166 

actttccatt gttgagctgg ggagttggat tttgtccatt tgtttttatg 

<210> 5167 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5167 

tcccagtgat gattcgctcc ctttgttaat tactcagtgt ttcttgtttt 

<210> 5168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5168 

tgcgtgctgc taatacttag gtacccataa taggtcttta cactcagttt 

<210> 5169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5169 

cctgaccttg aggcattttt gattgtgcag ttacctaggg tatgcttgtg 

<210> 5170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5170 

gaggactggg accgtgattc cactaaccgg aaaccgtcgc ctttcgggcc 

<210> 5171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5171 

ggggaagtca aggagacaca cacgctcttt caacagaatc agctcttaat 

<210> 5172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5172 

aactagatcc tgccttagaa aaccttttgc catgaatgac aaattcatgt 
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<210> 5173 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5173 

tgtcagcatc tggaatagtg taagtatgca gtggaggaaa tctcatcctt 50 



<210> 5174 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5174 

ttaacaggac ctctgggcca ccaaggagaa agggctgggg aagccaagag 50 

<210> 5175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5175 

gttctgtgat agtttgtttc ccctcatctc cctcacctct gcctgggttg 50 

<210> 5176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5176 

ggcccctcct tttgctggag agttttttat aaactggagc ccgatttcat 50 



<210> 5177 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5177 

gggctttttc ttcccctaat cagggtgacc tgggcctttt gggcaggatc 50 

<210> 5178 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5178 

aaggagggga gtgaatgata ttgctgtcat ttctcagcaa atcatagtga 50 

<210> 5179 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5179 

taaaattctc tgtgggaaaa agcctgccaa taaaatgggg gtttttgggc 50 
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<210> 5180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5180 

acagactaag ctggtttggt ggattcatct ttcacttatg aagaaagcag 

<210> 5181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5181 

cccaaagcct ggggggtttg gcccaaacct tccccctggt ttttataaaa 

<210> 5182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5182 

actgctttca agaaagtggg accagtggca ttgtagccac cataatcact 

<210> 5183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5183 

gcccttggca aatgatttga gacccctttt gaaaaccatg taggatgaat 

<210> 5184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5184 

cacacagcag tggcttgggg atgaggaagg aagggagaat ctcaacggag 

<210> 5185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5185 

tttttctgtg agttaggggc atggaggcgg cagtgttggg agctggagcc 

<210> 5186 

<211> 51 

<212> DNA 

<213> Homo sapiens 



766/1427 



WO 02/057414 



<400> 5186 

agttggctct agtttaaaga tataaatacg tacctcactt aaaccccatg t 



<210> 5187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5187 

cttcaggccc aagttcaacg ggttaaagag gtccgctccc aaattattct 



<210> 5188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5188 

gtcccagtag ccccatttca gggcttgcta gttacatggg tttgtgttta 



<210> 5189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5189 

ggatgtgtga tgtttatatg ggagaacaaa aagctgatgt atagccctgt 

<210> 5190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5190 

caatttccac ctctaagggg gtcgggaaag gcacgctgag ggtgaatatg 

<210> 5191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5191 

gctttcaaat gaatttcagg gctttctttg aagcagtctt gtaaagttgt 



<210> 5192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5192 

tcctttctgg ataccaggaa tcacttaaaa atctgtgtat aatgccccca 



<210> 5193 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5193 

aaacagggaa cgacaggaaa aagatgaccg tgatacactc tgctaaaagc 50 

<210> 5194 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5194 

cccccccggc ttcccccttt tttccccgcc cgtttttttg ggggaatggg 50 



<210> 5195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5195 

ggccatgccg ggccagcccc acctgaagct cagtgaaagc tgattaaaaa 50 

<210> 5196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5196 

cgcaggactc taaagatcca agctcacaaa acactccaaa tccacctcga 50 

<210> 5197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5197 

aactttactt ctgttcttgg caggacatgg agagagggag ggattccaaa 50 



<210> 5198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5198 

gggtgataat tgagggtgcc gctgggaagg tccgagaatg ggttttcatg 50 

<210> 5199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5199 

gttcattgct gttcagagtg ttgctgctgt ggtgctataa atgctcccag 50 

<210> 5200 



768/1427 



WO 02/057414 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5200 

tattccacca gtgagctaca ctcccggccc ctttagtgtt gtttgtaaac 

<210> 5201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5201 

ccgtgttgtg gcaaaatggt ccctggagtt tttgaccctg tgtttaaaga 

<210> 5202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5202 

ttttttgggg ccgaaaaccc ccaatgaggg ggattaaagc tgttttcccc 

<210> 5203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5203 

ggggttgtcc ttttcccacc ctgatgggga atttatggat gggtttcctt 

<210> 5204 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5204 

aaatgagtga ccaaaacact tctgtaccac ttctgtgagc tgaggtccag 

<210> 5205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5205 

aggaacctaa agaaactgcc aagtgtagat aagcattgag tatgttaccc 

<210> 5206 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5206 

ggttgtccag ttttcggttt ttaacgcccc ccatagggga tttggccccc 
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<210> 5207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5207 

gttttggaat gaggaatgat ttttctaagc ctgacatcag atgtctgaca 50 



<210> 5208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5208 

gaaattctcc ccttttcccc tctccttccc ttctgctgac ctgttctcag 50 



<210> 5209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5209 

cacagaggga gtgtgcaggg ccagatttca tcctggggcc acgctgaaat 50 



<210> 5210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5210 

tgataggaca tagtagtacg ggtggtcaga catgaaaatg gtggggagcc 50 



<210> 5211 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5211 

caatacctac ccccagtggc agccgcctgc tcctcatgac ccaagtaagt 50 



<210> 5212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5212 

tgttttaaca actcttctca acattttgtc caggttattc cctgtaacca 50 



<210> 5213 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5213 
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taagtgtcag gtttgtgggg aaggttattc ttgccttgtg tattttgtcc 50 



<210> 5214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5214 

caaaccccta tcccccattc tcctcctatc cctcaacccc gacatcatta 50 

<210> 5215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5215 

cctgcaacag ctaaggccaa gccaaactta ccgtggactc aaacactttg 50 

<210> 5216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5216 

tgaatttgga gtccctggca cataaatcta ccttcaaatc agaggtcctt 50 

<210> 5217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5217 

tcccacccct tttctactga atttgtgggg atcctataat aaaagtgaat 50 

<210> 5218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5218 

actaccagag ccctaggact tctgagcaca tttagaaaat accagaggca 50 

<210> 5219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5219 

catgtcagag ttcttaacag aaagcaaagg tttccaacag cacttgcatt 50 

<210> 5220 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5220 

atgaaatctc atggggccaa actgcacatc agctactgct accttcttgc 



<210> 5221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5221 

ccctgtggca acttgtgggt acggtttaac tggaccacgc tgagcttctg 



<210> 5222. 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5222 

agaaatagtg tttctcggaa gctcagtttg gagctgactg cacacgttgc 



<210> 5223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5223 

gttgctggct gccctcccct gcactctccc tgaaataaag aacagcttgg 



<210> 5224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5224 

gttgctggct gccctcccct gcactctccc tgaaataaag aacagcttgg 



<210> 5225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5225 

acgtgtcaga cacaatcctg agccttctac aagtgttccc tcttactcct 



<210> 5226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5226 

aagccctgtt tacccaggtt tttcttaagg cgagaaggtt tagggtggtg 



<210> 5227 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5227 

gagaaagctc ccagtctgtc tttcccaaca tcccttcagt ttcaataagc 50 

<210> 5228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5228 

ttcaggtgag tgtgcctgga ggtggagaac tatggttttg ataacttggc 50 

<210> 5229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5229 

aaggtgccat gtattgaaag tgtgcgtcaa agaacataaa tatcagtgga 50 

<210> 5230 

<211> 52 

<212> DNA 

<213> Homo sapiens 

<400> 5230 

tgtaattatt ttctgtatgt tcaagaaggt aaaggaaagg acagctatgg ga 52 

<210> 5231 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5231 

atttatttgg ggttggtccc ccctttgggc cccccgggtt ttcccttttt t 51 

<210> 5232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5232 

aaccataaaa ggcccgtttg gttagttttc cctgtttcct ggtttgggct 50 

<210> 5233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5233 

ttatggggta actcactttg ggcggcacga agaactccag gcggaagcgt 50 



773/1427 



WO 02/057414 



<210> 5234 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5234 

tctctcccca tcccaagtca tccagccctt tttcctaccc tcaataaacc 

<210> 5235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5235 

ccccctgatg gacttcaaat atgtctcatc aactacagta ttaaatgcca 

<210> 5236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5236 

cgagaatgcc tagggaaacc agctacgctt acaagccagc tacgcagccc 

<210> 5237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5237 

ggaaacattg gcctgggggt gtcccccaaa agggggccgt ttttaaaggg 

<210> 5238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5238 

tgggttgaca ttgttcgcac ggggtgtttc ttatattaaa aagactcact 

<210> 5239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5239 

ctttccacaa aataatcgat aaccttgggg gattgtttta tggcttgaca 

<210> 5240 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5240 

ccgccttggg gagacaggtc ttgattgtct ttttcccagt gaacattgtt 
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<210> 5241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5241 

tcccagactt tcaggaaagt aactgtagca ctgttaatat cacaacaaca 5 0 

<210> 5242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5242 

ttttagctgg gagtgggggg actatgggga ataactttcc ttcatttaat 50 

<210> 5243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5243 

acatgtgtgt gttttccatg aggcactgct ttttatgcat ttccctcccc 50 

<210> 5244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5244 

ctgtatttga agtcagcagg gctcagcagg atttgaccga cagttacctc 50 

<210> 5245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5245 

tggtttatag atgcacttcc tttcataggc agtccctggc actttcttgc so 

<210> 5246 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5246 

aggagctggt attattggag ggtattatag atccagtgta ttgtgactgt 50 

<210> 5247 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5247 

gcagtagtgc taaggcgtct tttgtaggct ttagattttg tcgttatggc 

<210> 5248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5248 

gcttgtcaga acagaagata tttccaccct gcctagtaga tgtgtttcag 

<210> 5249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5249 

cccccgtttt aggttagggc cttgggcagg ggtttgcccc ctgttacccc 

<210> 5250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5250 

ttggttttat ttatccaaaa ctgagccttc tcataggctt tacacccgga 

<210> 5251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5251 

ggcaggctct agccaccctg tcggttccca ataagccatt tattgaataa 

<210> 5252 

<211> 50 

<212> DNA 

<213> . Homo sapiens 

<400> 5252 

tttttgacca gtctacattt cgtatctgtg ggatctgcat ttgtgaattc 

<210> 5253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5253 

tctggacaat gttgatgcta accttgatga tatccatccc tattactggg 

<210> 5254 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5254 

aggacatgaa ggtctgaaaa agaaacagga aaatacagac atccccgctt 50 

<210> 5255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5255 

aagtcaagga accctctcgg gtctctgaga tccaggccaa cagtaaacag 50 

<210> 5256 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5256 

agggggcttt aaaatttaaa aattgccttt tgttttaaaa aaggcccatg t 51 

<210> 5257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5257 • 

ccccctccca cccaaagaaa aagaaatggt aactacctgg acaaaacatt 50 

<210> 5258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5258 

cccttggctc ttattgttct tgctggtgtg gtatgttccc ggctgaaaaa 50 

<210> 5259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5259 

ttcccctttt ttcccccttt tttaaaaagc ccctttttta aatggggcgc 5 0 

<210> 5260 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5260 

aaggacagct tgcttgctga tgaacacttc cacagtcttt tgagctaagt 50 
<210> 5261 
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<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5261 

acatgagaat taaccatgtc cagtagttaa gttcattttc ctacagtgtg c 51 

<210> 5262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5262 

gccagaatgg tacagagtgg agggtgttct gctaatgact tcagagaagt 50 

<210> 5263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5263 

gcacaacttc tgggaatcta gtggctgtat gttaaagcat cggtaaaaga 50 



<210> 5264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5264 

aaaaaggccc cttgtttgtt ggtttttggc ccgttgggga aaatgcctgt 50 

<210> 5265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5265 

tttaggagct gaccatacat gatgagtgat acagcctgta ctttgctcat 50 

<210> 5266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5266 

ggtttcccac gaacgggagg ctgctgaaga gtcaaagcct gggcagactc 50 

<210> 5267 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5267 

caggtcatga gtattccaag ctcaggtggt gagtcctcct caccgggatg 50 
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<210> 5268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5268 

aaagggaaac tggctctggc accacctact ggagaccaaa cttcaccaaa 50 

<210> 5269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5269 

gacaaaatag ttacctatgc tttccttctg gcaccccgaa tgtacgcagg 50 

<210> 5270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5270 

atctgacctg agggagatca caaatgcctt ctgtattggg tggtaatgat 50 

<210> 5271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5271 

tccgttgtaa cacatctaat gtgaacgcat tataaacatg gacctgtact 50 

<210> 5272 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5272 

acataactat tccgttgatg aatagcatca ggacttaaat ggtgaccttg t 51 

<210> 5273 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5273 

aacgggtttg ggtttggggg ggtttgttct ttttattgaa tccatttaag t 51 

<210> 5274 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5274 
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tataggagat gggatactca ttcccgctgc tattgataag gtcggaggcg 



<210> 5275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5275 

cagaacgtcc tcaaggacac actcctccct cgggcctcac tctggagcac 

<210> 5276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5276 

ctggacatgt tgtttccatg ttcagtccct tcccggtttt tgggtgtttt 

<210> 5277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5277 

aaagtagcca tcctgagtct ccagggtgat gagcggactt gggtgtggat 

<210> 5278 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5278 

ccttccatct catcggtggc ctctcactgt ggctcactgt ttaacacatg 

<210> 5279 

<211> 50 

<212> DNA 

. <213> Homo sapiens 

<400> 5279 

tgttcaaggt cacatagttt aggtaagaag ctcaaacctg agttttaggt 

<210> 5280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5280 

cacctgattc cccctcttgc ccacaggact ctgctgttgt tttcattctg 

<210> 5281 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5281 

tctcgtgagg tgatgtggtg ctgcagactt aagctatctg ccttgaagat 

<210> 5282 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5282 

aacaagcctg gaataatgcc cccaaagatt gagtggaaat cgcccctttt 

<210> 5283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5283 

caggaccaga tggcccagga ggaagtggat gctttcttgg tagggaatgg 

<210> 5284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5284 

cctcctgcta gaagacagat ttcttccttg gctgacaggc tgaattaagc 

<210> 5285 

<211> 5.0 

<212> DNA 

<213> Homo sapiens 

<400> 5285 

aatttccaaa aacaaaacaa aacaagcagg tttcatggag cccgagtcca 

<210> 5286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5286 

cctttatgca agttgtaagg ggttgaccag taaagaggaa gttttgcccc 

<210> 5287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5287 

agtattagct acaaacaagc cttgtttcct cttggctgtc aggcactgct 

<210> 5288 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5288 

aagccccagt aaggtgttca ggactggtaa acgactgtcc tcaagtaagg 



<210> 5289 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5289 

tggttcaggt .agtaaatgct tttggtcaca tcagaactct agatctgggg 



<210> 5290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5290 

gcctgggctg tttttgctat atgtaaataa agcccttggg tctttatttt 



<210> 5291 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5291 

ggaggttagg aagccctttt aaagtacaaa cccccggcat ggggaatttt 



<210> 5292 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5292 

aacgggagtg atcgggaagt gaacagtttc atcatctgct gctgctattc 



<210> 5293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5293 

ctggtatgtt gctttgtagg ggaaaaacta attttgttgg gtcagggaca 



<210> 5294 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5294 

ccggacaagc catttgatgt tctagtttgc aattactcca cgcaaagtgg 
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<210> 5295 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5295 

tttgggcatc aacttcaaca actactacca ggacgcctga gggtgctttt 50 

<210> 5296 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5296 

tcgaagaaag tacctgtaaa tgtagagtaa ttgcgaagct gtcaggaata 50 

<210> 5297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5297 

tcctagaccc tgcattgtga aatggggctt gaattttagt tctgaatttt 50 

<210> 5298 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5298 

ctaaagcagt gtctgacctg gatttgctgc caatttgtaa gctttcatga 50 

<210> 5299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5299 

ggagctgagc agggatgcaa aaccatccag tctgtaagat tcacagagac 50 

<210> 5300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5300 

aaacggtgtt tgagctgctt tgggaaaacc catgttgcag attttcaggt 50 

<210> 5301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5301 

cagagctgtg tttcctcaac aagtgtgcga gcggtcgtgt gcgccatgag 50 
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<210> 5302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5302 

aaatcgcttc tgtattgtta atagcaatat atgacctctg ctgtcctcct 50 

<210> 5303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5303 

gaaaggataa tttcgaaccc ttgcatagtt tcggtatggg ccgtgccaac 50 

<210> 5304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5304 

ccctcttgaa ctgcactgcc taagaaatgt tggttgcatg gagacatatt 50 

<210> 5305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5305 

tctgccttat ttggcttgga agagaaaccg ataaacactc ccgtgctagt 50 

<210> 5306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5306 

aaacagcaga aaagtaattt ctggtgaact gatgagaatt ccctattgca 50 

<210> 5307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5307 

aggttgtttt ggaaaaatta tttgttttgt cctaaggggt cctgcccacc 50 

<210> 5308 

<211> 52 

<212> DNA 

<213> Homo sapiens 
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<400> 5308 

cctccggaac gtttttaaaa aggaaaaagc ccgggttttc ccttgggaaa aa 52 

<210> 5309 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5309 

cagacctgtg ggctgattcc agactgagag ttgaagtttt gtgtgcatca 50 

<210> 5310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5310 

accaagtttg aatttgtcaa atcccaagtc aatccaggat gttcatttct 50 

<210> 5311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5311 

agtgatctgc ctttcagcaa ctgtcttatt ttggttcttt gaaactgtga 50 

<210> 5312 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5312 

tttgaatggc tgaagctaag gcaacgttag tttctcctta ctctgctttt 50 

<210> 5313 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5313 

acctttgtga ttctgtctag tgaaaatggg acatttttaa tagtgccaga 50 

<210> 5314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5314 

gaacttgccc ctaaactggg ttaaatggac cctgttgagt tttctggaca 50 

<210> 5315 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5315 

taaattgggc aaagtttttt atggaatttc cggggcaagg ttttgggggc 5 0 



<210> 5316 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5316 

aaatctcatt tgcaagttct cccattaagc aagggagtag tttactagga 50 



<210> 5317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5317 

aagaaaggcc cataacagat ggcaaaatag aggattggtg agggatatgc 50 



<210> 5318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5318 

aaaaccattc cagcttaatg cctttaattt taatgccaac aaaattgggg 50 



<210> 5319 

<2U> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5319 

tgcaaccttc ttaaaatgtg ggctactgga gatcatgcca ctgcactcca 50 

<210> 5320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5320 

agctcagatg ggtccccaaa agaggcatag gaaagcgcga cctcactgcc 50 

<210> 5321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5321 

caaataaaaa ggctggggcc aaaggtgggc accaaaagtc ctcctatgtg 50 
<210> 5322 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5322 

tgcagctccc atttcctgag cgtctaccag gtactaggag aactcttaca 50 

<210> 5323 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5323 

attatccttt tccccaggaa gccctcggcc cccaaaaagg gaaacagttt 50 

<210> 5324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5324 

catgagccca ggggtttcat gacaaacatt actagcatgt tcaactgccc 50 

<210> 5325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5325 

gcccggttta tggaaaaacc aggaccagtt tatgtttggg gttttgggaa 50 

<210> 5326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5326 

gcttggtact gtcatagtga ttacaaattt catggaatgc gaagagcaac 50 

<210> 5327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5327 

ttttctcccc tctcttcccc ttccacgaac tgcaatacca gtaaccttgg 50 

<210> 5328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5328 

aagcccagat acacaaaatt ccaccccatg atcaagaatc ctgctccact 50 
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<210> 5329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5329 

catgtgttga ctctgtaatg gatttatgta gcccacttca gtctgcaaat 50 



<210> 5330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5330 

aggggtgtcc cttttcccct tcatgtaaaa ttctaactgg ggctaccagt 50 

<210> 5331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5331 

tctactgact atcctagaaa tcgctgtcgc cttaatccaa gcctacgttt 50 



<210> 5332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5332 

tgaagaaact gccctttctg tgatgttttt gaatactacc caacagccaa 50 

<210> 5333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5333 

cttcctagcc ctaagtttgg cctttgggtg gctccaaaaa ggattaggtt 50 

<210> 5334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5334 

tccccctcgt tttgtagggt ttgtacataa taaaacaatg gggtggggcc 50 

<210> 5335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5335 
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tgttaagtgt gaggttttct gaacccttag cagaaggact tttaatgttt 50 



<210> 5336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5336 

agttccactg ctgttcctct taccttgatt aaatgcctat gcatgtactt 50 



<210> 5337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5337 

agttctgttg tgtaatctgg tgctggttcc ctgggcatat gtattctgtg 50 



<210> 5338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5338 

cccccttgct tggttttaag taggtatgga atgttattat aggccatagt 50 



<210> 5339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5339 

tcagtgtaaa cataattagg ccgtgagttt ttgctcttac tcccaggttt 50 



<210> 5340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5340 

tgtaaacttg ttttaacaac tcttttcaac attttggccg gggtattccc 50 



<210> 5341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5341 

tgctgaaagt ggtcccaaag gggtactagt ttttaagctc ccaactcccc 50 



<210> 5342 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5342 

ttcccagttg ccacagaccg tttatatgaa gaaatgctaa agaagttccc 50 



<210> 5343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5343 

tctactgact atcctagaaa tcgctgtcgc cttaatccaa gcctacgttt 50 



<210> 5344 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5344 

agttctaaag ccgggaattc ctaaggatat actaaatgag attatgtgtg g 51 



<210> 5345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5345 

gcctggggga ggagaagtcc cttcccattc cagctcgatc aatcttgctg 50 



<210> 5346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5346 

ggagtagaga gagtcttgct acatgcggga actagaatta catcactgcg 50 



<210> 5347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5347 

aagaagtttc attgatatcc actggtcaca tcatacctgt ctatagggca 50 



<210> 5348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5348 

tgcttcaagc acaggattta tggaatagtt ggcaaattaa acaacatgct 50 



<210> 5349 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400-> 5349 

cggcagcctt atggaatgag tttcttgtca tgaatgttgt ccccaaagct 50 

<210> 5350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5350 

acagttactt tggagctgct agactggttt tctgtgttgg taaattgcct 50 

<210> 5351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5351 

tgtgaagaat ccctaccatt aataccctgg gtgggataaa taaaaatggg 50 

<210> 5352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5352 

cccaaaattt gtttaaagtt ccgacttcca aaaggggcca ataaaaaggg 50 

<210> 5353 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5353 

caccgcctct gcctccgcct cttccactgg agagcccgag gtcaaaaggt c 51 

<210> 5354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5354 

ccctcaccta gcagtactac cacaataatg ctatcatggt gccagggaat 50 

<210> 5355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5355 

tctccttccc cattgggccg cctttatcaa ttgcctgttt tgttttgttt 50 
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<210> 5356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5356 

tttttatctt tcttggtggg ggtgtggtgg tggtgaagag gacctaaaaa 50 

<210> 5357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5357 

cgccagaggt cagaacatgt ctattttgaa ttggatcgtt acaaatgagc 50 



<210> 5358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5358 

gcaggcactg acatttttga gcaaagacgt gatgttatga gataaatatc 50 

<210> 5359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5359 

ttctgacacg attacacaac gaggctttaa tgccatttgg gtaggtgagc 50 

<210> 5360 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5360 

ttttaaaggg gaggggccgg ggtttggtcc ccggtcccaa aggtaaaagt t 51 

<210> 5361 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5361 

gagtgagaag aggcttttaa ggaccatgtg aagaggcttt taaacacttt . 50 

<210> 5362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5362 

gggttgggat aaactgctta gatgtttgcc tacttgtcca gtgaaattac 50 
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<210> 5363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5363 

actgaaaagt tgaaagactt ttgcagtgaa catttatata actccccgct 

<210> 5364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5364 

attcataggt agtgcccaga gagagtacaa gctctgactc atatggcagt 

<210> 5365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5365 

acatgttacc tggagtagct gtgtcaacag attaatatgg aatgctacta 

<210> 5366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5366 

tggttcctgt gctcaccata gggctggtgt acattgggcc attaataaac 

<210> 5367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5367 

acagatccct attgccagac acatcattct ctccatccag aaagcaaaca 

<210> 5368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5368 

tctgggaaag acatttttaa gctgctgact tcacctgcaa aatctaacag 

<210> 5369 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5369 

agtcacgata aacctggtca cctgaaaatt gaaattgagc cacttccttg 



<210> 5370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5370 

aaactggcgg cccaacaaaa cagtgggtta aatgggtccc tgggtgacat 

<210> 5371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5371 

agtgtttcct ccacatctaa agaaagccca ttttgaaact ggatactgca 



<210> 5372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5372 

cccaggtggc ccctctccat cagatgttat tgctcttccc catttattta 



<210> 5373 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5373 

aagatgccta agcgttaacc aggtgaaaca ggggtgggag agagaaagaa 



<210> 5374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5374 

gtcatacacc tatcccccat tttcctccta tccctcaacc cggacatcat 



<210> 5375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5375 

gcaggtggca gaatggggtg catgaaggtt tctgaaaatt aacactgctt 



<210> 5376 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5376 

acagagaggc agcatttgtt ttccagttaa aatttgacct cactgtgatt 50 



<210> 5377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5377 

cccccttttg ttgtggtttt atattggaac cccctttttc tttggaacta 50 



<210> 5378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5378 

ctgacccctt cctcacccct gccaacagtg gtggcatata tcacaaatgg 50 



<210> 5379 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5379 

tgttttacct cactgttgga catacattcc aagcttttca actctaggag 50 

<210> 5380 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5380 

cagaacatgc ccaaagaagc ctatatcttg ctgctgggaa atgtaaagca 50 

<210> 5381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5381 

caaacaccgg cagttgaaag gaaaaggacg gggaatgtga tggaaaagag 50 

<210> 5382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5382 

ccccctccct gccccggtga gctttgggga acccaaaaat tagattttgc 50 
<210> 5383 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5383 

cccaaatcca aggaccaatg ctgttgtaaa caaggggtaa agggcctaaa 

<210> 5384 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5384 

actccaccaa gactgtgaac tccaccgggg taggaagcat attttactca 

<210> 5385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5385 

gagaactcgt ttcaaggaac tcgatgtttc cggggaccaa gcccgcccag 

<210> 5386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5386 

ccagcgaatt tccagctttt gaaactcaga tttccttttg cgacccaggt 



<210> 5387 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5387 

gatgcgcggc aagaatgtac ctgtagatgt gtacatacca cagtgctgta 

<210> 5388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5388 

tttatctcag aatcttgatg aactctgaaa tgacccctga tgggggcatg 

<210> 5389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5389 

ggccccctgt ccttacctgt tttcggcccc cttaattttt taaccccggg 
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<210> 5390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5390 

gtcacagtgt agacacatgg tgcttccata gtgagtagaa tatccattgt 50 

<210> 5391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5391 

gtggcctggc ctggctctca cagacccaag gcttccgtgt agaatatgtc 50 

<210> 5392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5392 

ggattgtggc aggaactgtt tcccctccca gccttaaatt tttctgtgtt 50 

<210> 5393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5393 

aaacccacac ctcagtgaat ttaaaagagt agatgtttta aaagaccgga 50 

<210> 5394 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5394 

tgccatttgg tattttttcc tgaaacatta cataataaga atgcagcatg c 51 

<210> 5395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5395 

gcctgaaacc atcctgcctt ctaggaagac agcaattctg gaagagcaag 50 

<210> 5396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5396 
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ggtggttccc cagccctttt ccctggccct gggttggaaa atttgttttc 



<210> 5397 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5397 

aaaacctttc gcccggctta aaatttaccg gggtttggtt ttatttggtt t 



<210> 5398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5398 

ctccttggtg tcatgcaact gaggaaccta attggctggg tgggttgttc 



<210> 5399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5399 

gtttgtaaaa gaacctgcca catttgttga aaagttagag ccatcacagc 

<210> 5400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5400 

ctcttggctg ctggcctttt gttcttgtca tggctcatta gctccctaaa 



<210> 5401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5401 

ccaggggttt ttaaattttc tgaagttttt ggggccattt tggttgttgg 



<210> 5402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5402 

ccccgcttgc cttttatttc agaaccccaa gtattaccca atatgttaca 

<210> 5403 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5403 

gccgaagctc acagaggcta agttacacgc ttaggtgttc ttattcctac 

<210> 5404 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5404 

aaccaggttt atgatgctgt aataaaccat ggcattaaag agggcaagag 

<210> 5405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5405 

gggttaagga gggccgctcc aaaattttcc tttttcccag gaagcccttg 

<210> 5406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5406 

atgctgtgag tggtacacat ggctgaggtt atgatctgtt aaaatatgta 

<210> 5407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5407 

ttcattaatt cctcaaccca atactgtctg gcttccacca acaggagcgg 

<210> 5408 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5408 

tggtttctat tttaaaaacc tgggttaggc caaggtttgg ggttcgccct 

<210> 5409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5409 

caacattgcc taccagttgc agttcattag ccccgtccgc cccagcattg 

<210> 5410 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5410 

cctttggggt gggggctttt tcctttttgg ccggttcaat taaggttttt 

<210> 5411 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5411 

cccactccgg ctgttttaga agttttcccg aatccgtgat ccctttacaa 

<210> 5412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5412 

aatgggcaaa ttttacccaa aacttaagct tgcctattcc gtttgaggca 

<210> 5413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5413 

gaaggagagg cacacacaaa tacacacact cacacaaaac tcaacaacca 

<210> 5414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5414 

ggataccccc tttatcccga gggaattttt accctttgga tgcctttaaa 

<210> 5415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5415 

caaattacaa acctaaaaat acagaacatc agcggagaag acaggagagc 

<210> 5416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5416 

ctcctccctt gggtgggacc tgggttgggg gtttgataga aaaattaacc 
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<210> 5417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5417 

ggttaaacta gatccctgca aggccatcac ctccattcca agttgttact 50 



<210> 5418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5418 

agtgggttat tttagatctt ttcctggggt tcaggtcaca tagcttaact 50 

<210> 5419 

<211> 50 

<212> DNA 

' <213> Homo sapiens 

<400> 5419 

tgtttgggta tattgtttgg gttttgggca ctaggatggg tgactcaggg 50 

<210> 5420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5420 

gccagtgaat ctagttttgg ctattctgta ttttgtccag tttttcccat 50 

<210> 5421 

' <211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5421 

aaccattttc ccccgggaac ccgttttgcc tggtttcgga ttttttaccc 50 

<210> 5422 

. <211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5422 

ccgggaagcg gggtactggc tgtgtttaat cattaaaggt accgtgtccg 50 

<210> 5423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5423 

tttttccccc tcccaaattc actgcattac agtttttgaa acagaacggg 50 
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<210> 5424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5424 

tacgagaagt caggaagttt tgaaatggca gtgacaggag acgggggaag 50 

<210> 5425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5425 

aagggcaggc aaatcaatta aaattagccg taacaacaac ctcgggggtg 50 

<210> 5426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5426 

agtacacggc cctcaaaagt tatatgtgct gaatgtaacc tacttagcga 50 

<210> 5427 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5427 

ttgttttaac aactcttctc aacattttgt ccaggttatt cactgtaacc a 51 

<210> 5428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5428 

cttctccacc tcggccaggt atagggccag cttctcgtct ctgggatccg so 

<210> 5429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5429 

gccaggtcat tgtataggga gtaagatgaa ggtgaatttg cagctagttg 50 

<210> 5430 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5430 

tgtgttttgt ttttctggtc ccagggcacc gtttgttttg tgaactcctc 50 



<210> 5431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5431 

catggctcta aaatttggaa ttaacttctc ttgccttaag agctgcttgt 50 



<210> 5432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5432 

gctggtggga agttgagcca tgtttatctc tagtggaatc cttaccttgt 50 

<210> 5433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5433 

catgtttaca caaattcctt caaagcccct taaacatggg gccgggcccc 50 

<210> 5434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5434 

accctaatag ctaggctggg tatattttca aagtgtagcg aaaccccacg 50 

<210> 5435 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5435 

cagttggcct cctacaattg ggaattctac caagctccaa gttgacctgg 50 

<210> 5436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5436 

ggattcccga caaaggcttg atgtgtactt gaagtgagca aagggttttg 50 

<210> . 5437 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5437 

9ggtgggaga caggctaatc ctttcccctt gttttccacg tctttatgac 50 



<210> 5438 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5438 

acaaccttct taatatatta gagacccgca ggaaacattt agtggtgaaa c 51 



<210> 5439 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5439 

gtacatgttt gtgtgctaaa ttgctcattt ggcagtgata gattgaaaaa c 51 



<210> 5440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5440 

gggggtcaaa gagggtacaa atgtatgggg gtatattgaa tgctaaacat 50 



<210> 5441 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5441 

gggagcccgt tttagaagga agggcaaaag tagggttttt aacccaaacg 50 



<210> 5442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5442 

tccgtcccat tcccccggaa aacaaggttt tgaattggcc cgtaaaaggg 50 



<210> 5443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5443 

acgtccttat acaatgcact gtttgatttt taaacaatac ctgaagggct 50 



<210> 5444 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5444 

actcaatact cgggaaaggc ttcacatttc tgggactcag cattatccaa 

<210> 5445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5445 

ttgagaggca acacttaaac actagggcta ctgtggcatc tatgtagaca 

<210> 5446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5446 

agccctttct tgttgctgta tgtttagatg ctttccaatc ttttgttact 



<210> 5447 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5447 

ggggtatggt ttagtaatat ccaccagacc ttccgatcca gcagtttggt 

<210> 5448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5448 

aacaacaaca gcaaaatccc cttagtgcgt aacttgaaat tcccttcggc 

<210> 5449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5449 

ttgtaagtgg gtgcataaga agatctcttc aattaaatgc ccccgctggt 

<210> 5450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5450 

ataattaaga aatcagccgt gtgcttctca cgtttgggct ccgagacgtg 
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<210> 5451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5451 

gtcagtctcc tcacctgcct ctgctcctcg cttagcccat tgattgcatc 



<210> 5452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5452 

gggaagaagc ccgtgccccc acccaataaa tgttggtttt ggccctgatg 

<210> 5453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5453 

cagaacttct ggcgaaggcc atgtaagaac tactccaagg aggaagaggc 

<210> 5454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5454 

ctctaccata aggcactatc agagactgct actggagtgt atatttggtt 

<210> 5455 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5455 

actgctacag cttaaccatt gttccaagct aattaaatta cctttgggga 



<210> 5456 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5456 

caattgtgat ttggaaggtt taactgggtc tgcccagatg tttacgaata 



<210> 5457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5457 
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tccaagcaaa agttatgcaa taagacagaa tataaagtct ccgagagcct 



<210> 5458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5458 

gggtggggtg gggtgagagt gtgtggagta aggaccttca gaattaatat 



<210> 5459 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5459 

tgcagttctt attttctttt gcctgtgata attgcaaatc cgtcaataga 

<210> 5460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5460 

tgcaagtttc tgagactgtg aaaagtgttt tgcttctttt gttacccaat 



<210> 5461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5461 

tcccagcgaa tgtgaatcat ttagtgtgct actcaaaatt aggtgtccac 



<210> 5462 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5462 

taagatgtag gggccaccgg ccagcagtac ccagcaatga ccactatcag 

<210> 5463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5463 

ataaatgaaa gcataccaag tgctgtccat tccataggta caactatgga 

<210> 5464 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5464 

ctggtattct gaggtcagat gtaggctgtt gctcgctccg gctgggtctc 

<210> 5465 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5465 

ccatcggggg tattggggtt ttgggctgaa tttacttgat tattggaaaa 

<210> 5466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5466 

gccagattgt ggcaggtaaa gagacaatgt aatttgcact ccctatgata 

<210> 5467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5467 

tttaaaaagg agggaggatt tctgggttaa aacttttatt tggcccccat 

<210> 5468 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5468 

taaaacccaa gacttcagat tcagccgaat tgtggtgttt cacaaggccg 

<210> 5469 

<211> 50 

<212> DNA ' 

<213> Homo sapiens 

<400> 5469 

ctaagcatgg ggaagggggc agagtgagga ctgtgccatt gattaaagtg 

<210> 5470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5470 

gtacagaaac atattccatg ctttgaaata aagggaagtg ctctcctgtt 

<210> 5471 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5471 

gaagcctttt cttttctgtt caccctcacc aagagcacaa cttaaatagg 



<210> 5472 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5472 

accgatcgtt tttaggataa tatgcatgtt tcaagtggta ttgaaacccc c 



<210> 5473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5473 

tgagggacag gctgcctaaa gtctaattgg agagttaacc taatgtctgt 



<210> 5474 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5474 

caccatcgtg gctctgagaa ctgacgccgt gaatgttgac ctgagtgccg 



<210> 5475 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5475 

ggggagagac caccctagac atttgcattt ttgtaagtta gccagccaat 



<210> 5476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5476 

tggataaatc tgagcaactt tcttctttgt gctccaggaa cctacgcact 



<210> 5477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5477 

tgtgggtttt gattgacata ctgttgttca tgctgaagtt tgagtgtcgt 
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<210> 5478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5478 

ggtgtgcagt ccgcctgaaa gccttccctt tagctattag gaattgagtc 5 0 

<210> 5479 

<211> 53 

<212> DNA 

<213> Homo sapiens 

<400> 5479 

acattggaaa gaaaccctac aactgtaatg aatatgaaaa gaattgtcta aaa 53 

<210> 5480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5480 

aaaaccgttt tccccataca taaagaacag gggtactccc gccctgatgg 50 

<210> 5481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5481 

tttggtgaag tgaaagagag aagttgctct aaaaggttgg aaaccagccc 50 

<210> 5482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5482 

tggactgttg taatgttttg cgttatcaaa atgaaaactg ccaaatgaga 50 

<210> 5483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5483 

gctttgagtt ttgggatggt cacatgacac aatccagcac ttgaacctga 50 

<210> 5484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5484 

agagccattc ccacaaagta aatgtgcagt gcccatgttt cttgtgttta 50 
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<210> 5485 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5485 

gactctgaga gagagcgacg gccatcatag aacagcgaag gcagtcgatc 50 

<210> 5486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5486 

atcgatgaga agagtctgca aaacacttca tcctcaggac gtgctgtcct 50 

<210> 5487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5487 

atatattaaa ccacaggtat tagagacatg aattgcaccc aacacaagct 50 

<210> 5488 

<21X> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5488 

attcattcgg gtcttccttt cttccgcccc cttccttcca ttggcacctc 50 

<210> 5489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5489 

tcagttttgt ggaatctggt gtttgcacta taggttaaga gttgccattt 50 

<210> 5490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5490 

tgtgtggtgg gggtgctttt gaggttggag gaaagtagag acagcgaaac 50 

<210> 5491 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5491 

tgtgcttttt gcccaagtgg taattcatct tggtttgcta tgttaaaact 

<210> 5492 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5492 

ctttggggac ctaaacccca ggtggtctct tggtgttaat aatgctggaa 

<210> 5493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5493 

aaatcgcggt cgccttaatc caagcctagg ttttcacact tttagtaagc 

<210> 5494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5494 

tggggcactt tgaaaacttc acaggcccac tgctgcttgc tgaaataaaa 

<210> 5495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5495 

gacattcatc tgtttccact gagtctgagt cttcaagttt tcactccagc 

<210> 5496 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5496 

tggcgaggat aaatagaggc attgtttttg ctactttgca tatcattggc 

<210> 5497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5497 

tggctctcct ctttgtaata tacagggtga actctttact gatacacaca 

<210> 5498 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5498 

ccagtgtcct gcatgggtgc taggctgaat tatttgtaat tgtgcttagg 50 

<210> 5499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5499 

accgtctttt gtgattccct ggaaaccctt aattcaatag tcctgactga 50 

<210> 5500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5500 

agccctgggt agccaagtga ttttcccatt cccaaagtta gtaaaccttt 50 

<210> 5501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5501 

gcaggaaaga tggggtggtg gactgttttt gcctactttt tgtttttgaa 50 

<210> 5502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5502 

ccccctgaaa ctggcatttt gtaaatgtgg tttgactatt tttgtatgtt 50 

<210> 5503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5503 

acctggagaa ttccctaagg ccaaagcaag gtaacaggga cttcagtttt 50 

<210> 5504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5504 

gcctcagtac aaagggggct ttggaagtgt ttgttggctg aataaaggaa 50 
<210> 5505 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5505 

acccatgcca attgaagaac gtgttaaaga tgaggaggag agatgtacca 50 

<210> 5506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5506 

gcacattcct tccttatatc ctggaagcac ccagatattc ttcatgtccc 50 

<210> 5507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5507 

ttaagtcatc tgctgagcag tgtgctgtgt caacctcctc ctaggtaacc 50 

<210> 5508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5508 

cagggtatca gatattgtgc cttttggtgc caggttcaaa gtcaagtgcc 50 



<210> 5509 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5509 

tggtaatagt gtttgactcc agggaagaac agatgggtgc cagagtgaaa 50 

<210> 5510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5510 

tcaagtatac catttaaaat atttcatcag gcagagccct gaccaggaaa 50 



<210> 5511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5511 

cttttccggt tgcccgagga tgcttgggaa ggaacccgtc tcccttcttc 50 
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<210> 5512 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5512 

tccccaaacc cccttaaagg tttttaaatt gtttcaaatc tgggcaagtt 50 

<210> 5513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5513 

gactcggaga gccaggagga gaacacgcag ctctgaactg gctgagcgag 50 

<210> 5514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5514 

ctgttgtgaa tcatttgtgt ccttttcaac tgtctttcag aggaaaggta 50 

<210> 5515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5515 

aagaagcaac cacagctaat tttagaacat gcactctgac agaaaagaca ■ 50 

<210> 5516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5516 

gcttttgagg acctttctgg aggaaaggaa aagcctgttt tggggagtct 50 

<210> 5517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5517 

aggctgcata tggattgcca agtcagcata tgaggaatta aagacattgt 50 

<210> 5518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5518 
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aagactagag ctacactagg ccactatctt attacacgac agcacaacat 



<210> 5519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5519 

ttaagaaccc caaagattaa aggaaacaat gttaagggct tttgtgagga 

<210> 5520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5520 

cggaagtcga aatcaaatct atgcttttaa ttgaaaccgt gcctgaaacg 

<210> 5521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5521 

tcttcaccag gttcaagctc cgtgggccac actgctgctg tgccaagaag 

<210> 5522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5522 

gatacactgt ccagcccagg tccaggccct aggttcttta ctctagctac 

<210> 5523 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5523 

tggaatttac taaattgtga aattaacgta accgaagcaa caaccggcaa 



<210> 5524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5524 

gcgggaggct gggactttcc attacaaata gagacttcat tcctgttgag 

<210> 5525 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5525 

actcaggtgg tgctggtgtt agtgatgctg gagaagagaa tattactggt 50 



<210> 5526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5526 

caggttgctt tcgtgtccct cttctggttg ctttagaagt gacgtgtaat 50 

<210> 5527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5527 

aaacacagcc caccccattt cagaccgcct tcctgaggag aaaatgacag 50 

<210> 5528 

<211> 50 

<212> DNA. 

<213> Homo sapiens 

<400> 5528 

gctaactgga taaagtttgt gcagacattc ctgagtgtac gatattgacc 50 

<210> 5529 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5529 

gctaactgga taaagtttgt gcagacattc ctgagtgtac gatattgacc 50 

<210> 5530 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5530 

agctggcttc actgctcagg tgattatcct gaaccaccag gccaaataag 50 

<210> 5531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5531 

agtcaggact gtctaggtca gggaagccaa gatgtctgaa gagagaggaa 50 

<210> 5532 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5532 

attcaaccag taatggtacc tgaggaattg aaatgggtat ttgtttctgt 50 

<210> 5533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5533 

agtggagagg ccctgttagt ttacttttca tattgagtga tgcatgaggt 50 

<210> 5534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5534 

gcattctatt taaaaaggga gtggggagca aatgaaaatt aaatgtgggg 50 

<210> 5535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5535 

tcaccaggaa aacatgcttg tgaattgtgc agtaaaaggt ggtaatgact 50 

<210> 5536 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5536 

ccttttctct cccatgaccc tttaacagca tctgcttcat tcccctcacc 50 

<210> 5537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5537 

ctgagagccc aaactgctgt cccaaacatg cacttccttg cttaaggtat 50 

<210> 5538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5538 

tgagtgaaca aagctgtgaa acattctgcg tttatgcaac ttccttgcct 50 
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<210> 5539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5539 

caagaagaca agcatctgtg gtgcggaggc aagcaggcta actaggagtt 50 

<210> 5540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5540 

ttggcccagt gtgattgatt gctttatctt tggtactttt acttgaatgg 50 

<210> 5541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5541 

catccagcac taattttcat gcatttatga aaggatgcct gaggaccctt 50 

<210> 5542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5542 

agcctgaggc aaataaaatt ccagtaattt cgaagaatgg gtgttggcaa 50 

<210> 5543 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5543 

aggaccttga caagccgttt gagatggaat gtaggccctg atgttatgct 50 

<210> 5544 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5544 

aggaccttga caagccgttt gagatggaat gtaggccctg atgttatgct ' 50 

<210> 5545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5545 

agtggagtgt ttacaccttg ctgtaacatt tgaactttca caagagatgt 50 
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<210> 5546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5546 

atatcatatt atttgatgcc attaggcggc ctggatcacc aattctaagt 

<210> 5547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5547 

gccaccagac agaaggacca gagtttctga ttataaacaa tgatgctggg 

<210> 5548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5548 

tgttggtgag caatgtgcag aggcagagcc gctgaagtat ggttcctgag 

<210> 5549 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5549 

ggctgctgtt gactgaaatt cctatcctca aattactcta gactgaagct 

<210> 5550 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5550 

ctttttagta ggcaaaggtt cttcttcctc ctcttttggt gcagggacgc 

<210> 5551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5551 

gcgtgtatgt gggatgccat aggtgtgact gtagagtcat tcttccttcc 

<210> 5552 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5552 

tgtaagttga ctttcaaaag tctctggaaa cactggactt tagctggtcc 50 



<210> 5553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5553 

gaagcgtggc agagaactat ggatcaggca gcccctctca tctttaccat 50 



<210> 5554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5554 

ttggtccaaa ctctggagcc ttgtgggaga acatagggca taacgtgttt 50 



<210> 5555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5555 

cccttcttag taaagagaca tcttctacag taaccacaga gaagaagtgg 50 



<210> 5556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5556 

tggacataac ctgggtcaga agagaaactt ttgaagctac acgaacaagc 50 



<210> 5557 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5557 

cggctcaaat aaacctttac cggatttttg gggttatgcc cacacccttg 50 



<210> 5558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5558 

ggaccactag tactccagaa ccataatata actagacatg cctggaatgc 50 



<210> 5559 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5559 

aacaagccat gtttgcccta gtccaggatt gcctcacttg agacttgcta 50 



<210> 5560 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5560 

tctactgact atcctagaaa tcgctgtcgc cttaatccaa gcctacgttt 50 

<210> 5561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5561 

gagaaacttc cgtgcatgaa ggtttcctcc ttgactcggc agcagcggcc 50 

<210> 5562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5562 

ccaagtaggt tttaactctg gtatggtctc gtgttttcat ttgttgtgca 50 

<210> 5563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5563 

gttcccacgg agctgacttc tccggggtgc ctgtgcccta cattaaaccc 50 



<210> 5564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5564 

ccgtaactcc gacaaacgca gaacttcttg aggctttctt cttctaagga 50 



<210> 5565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5565 

tctggaccct gcttgggttc acagcattgg tggaggtaag tagtattctc 50 

<210> 5566 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5566 

gaagaggaag ctcatccgaa gtcttccgac agagtgagcc gtcatgcccg 50 

<210> 5567 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5567 

agtgtgtatt cttgatgttt attggctcat gtggacagaa atgtacaggg 50 

<210> 5568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5568 

agatgaggct gctctgaaga ttcagtaatt aggatggaca gtcagctact 50 

<210> 5569 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5569 

tgggctttgg ggttcagttt gttacctttg gagacttatt taatgaaacc 50 

<210> 5570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5570 

cagtggttcc tgagagaatc ttagttcaaa ggactgcccc cgccaacccc 50 

<210> 5571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5571 

accgccaaag ccaatcatcc actttcagta cttacctaac caatctccca 50 

<210> 5572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5572 

caggatgtta ttgacagggt ggcctttgtg attcctccgg tggtggcagc 50 
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<210> 5573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5573 

gccatttcat ttgctgtgtg gttagacttc caggaggctg tttagctcta 

<210> 5574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5574 

cctttgtgaa aagtcacctg tgactgtcag gggtatgcta tgggcctttt 

<210> 5575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5575 

gatccacttt ggggttcggc ggcagattat tccgctggta gagccggatg 

<210> 5576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 557-6 

aataagggac tcattcatta tgcagcaaat gttgtttgtt attggcttgc 

<210> 5577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5577 

cttcatggtc tccagccagg actccatcag cgccacggct tcatccgaac 

<210> 5578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5578 

ttgatgctca tcatctgctc gaggtgattg atgccaggtt gacgcaccat 

<210> 5579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5579 
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tcctttggat aaggtccaaa acctgtaaca catgaccctc agagcccttt 50 



<210> 5580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5580 

cccggcgact tcaccacccg ctatctgggc accaaagact atatctagat 50 

<210> 5581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5581 

cgcaatagtc ctcgacaagt cgccaaccct cccacttcgg tcgatcagct 50 

<210> 5582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5582 

cgtcgggtac ctcgccgata aaatcgctga tggcctggtc gatcctgaag 50 

<210> 5583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5583 

atcttatccc tctgttactc aatgtgagtg catactttac attgcctact so 

<210> 5584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5584 

ggtccttgaa gatgacgcgg atgatcgagg tctctgcgcc gtaggcgatg 50 

<210> 5585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5585 

atgatgaagc tgctgtccaa cgccttcgtc tgccagtttc tgctggtgtg 50 

<210> 5586 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5586 

tccttgccag agccttcggg ttctacgatt tgatcgacga cgctggtgtc 

<210> 5587 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5587 

tcgaacatgg gcagctccgt ttcaagatgg ctcaagacta gcggattggg 

<210> 5588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5588 

agtgatagag accaaagact gctttttaat tttgtggggg agggggtgga 

<210> 5589 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5589 

cgggtcactc atgttggcta ctaacccttt tcgtgcgccg ggcattctag 

<210> 5590 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5590 

cttgtccttg atcgcttcct tctctgcaag ggagagcttc tggaccttca 

<210> 5591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5591 

cttgtttgac atcagcgcca tctcgacagc gtattccgct atgactgttt 

<210> 5592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5592 

cacgaagcct tcgatcagtt gcagcacgcg gccagagcgg tcgatagaac 

<210> 5593 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5593 

cattttgcca tctgcgagca tctgggtatt gacatgatcc ccagtggagc 50 

<210> 5594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5594 

caccaagctg gtcaacatcc aggcgaatgg ctattacgtg gatgagatca 50 

<210> 5595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5595 

ttgctgatac ggcctttgat catgttttca acgatgtttt ccggcttgcc 50 

<210> 5596 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5596 

cctcgacaaa ctaaatgttg atttgaattg gcctgttatc atcttgatca c 51 

<210> 5597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5597 

gtttcagatc gggccgctcc cgccgggtac ctatagcgga atcgaatttc 50 

<210> 5598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5598 

gaaaacagaa atgatgctcg gcacattctc gtccagcacc tcggcaacgg 50 

<210> 5599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5599 

aactgtattc gatcaccgtg gcgctgatgg tgtcagcagt cgccttgttc 50 
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<210> 5600 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5600 

agttgacata taacccactt tacatacatt ccaaaattgc gagtagtgag t 

<210> 5601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5601 

atatcgtacc gagaaactag tgcggatatc tgaccaggta tggcggttgg 

<210> 5602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5602 

gtggatgacc tgatccaggt cggcctgatc ggcctgactg atgagctgtc 

<210> 5603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5603 

atgatgacca gatgctctgg caccgtgtcg agttcgagga tgccgacatt 

<210> 5604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5604 

gatctgggac gcatggccga agctgaaaag ctggctgtag aagacctcga 

<210> 5605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5605 

aacatggcaa tatttattgg tcctaatact gtcactggca aggttggtgt 

<210> 5606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5606 

gaggcagagg tgtagcgagt ccaggctctc . ttcgaacgtt gcacccgacg 
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<210> 5607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5607 

gtcccacacg ttcggccctg actctgctgt gttcgacgag gacaatctcg 50 

<210> 5608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5608 

catgacgttg tgctcgacac cccaacagat cacgtaatca gcctggtgga 50 

<210> 5609 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5609 

taggctatag agatgtgagg gattattatt agtcacacct ctagtcatgc c 51 

<210> 5610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5610 

ggctgccgga tgtgtaggtc ttcccatgtt gtgaagtaac ggtgctccac 50 

<210> 5611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5611 

tgccctgtat agtgttgtaa aaattagaat gtttcaccca aaccatctgg 50 

<210> 5612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5612 

gtctttcgaa tcgctcttta gctcgtgcgg gctgttgtcc cacttgttgg 50 

<210> 5613 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5613 

ctatgcgctg cgctacaagc tggacctgta ttcggacttc agctactacc 50 

<210> 5614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5614 

ttcgaagcga cgctgcgtgc gctgctcgtc caattgcagc atggataagg 50 

<210> 5615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5615 

ccttccgctg tcccttcagt agctgtttct gttccctgac gcccacttct 50 

<210> 5616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5616 

caatgcagcg gctgatgcag atcacccacg agatgcagga cgaaggcgag 50 

<210> 5617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5617 

tcattcagtc tgagtaggag gaaagaggac aggttgttgg agagttggtt 50 

<210> 5618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5618 

taattgccgc tgaagcacga atcctcgaaa tgcgtcacct tcggattgac 50 

<210> 5619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5619 

aaatgtggtg acaaagtacc agcaagaact ggactgtgtt tctggagcct 50 

<210> 5620 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5620 

gttcatcgtc tcgcgtcgca agaagtaagg gctaggccat gactcgttcg 50 

<210> 5621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5621 

ctcttggcag ccctgctctc gtgggtcagc atcgtcgcgt gctccggtgg 50 

<210> 5622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5622 

gtgctcgctg agctggtcca gaaatccgtc gactgaggcg atggcggctg 50 

<210> 5623 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5623 

catgaacaag ggccggatca tcctgatgcc caacacactg gacttcggtg 50 

<210> 5624 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5624 

cacccgttgt aggcgacgag cgtgaacgaa aacgtgtcgg acggcttgta 50 

<210> 5625 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5625 

catatgcggc tgtgccatag ccggatgttc ttcgtgcgtg cctacccccg 50 

<210> 5626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5626 

ttctttccgt cgcgcatcgg aatgcgaaac tcgtacttcg tgtagaactc 50 
<210> 5627 
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<211> 
<212> 
<213> 



50 
DNA 

Homo sapiens 



<400> 5627 

gccaggggct ttatcacttc catggccgca gcgatgacca ggtcaagctg 



50 



<210> 5628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5628 

cgccgaccaa gcttaccgac ttctcgccga tctactgcga cgaagaaggc 50 

<210> 5629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5629 

ggtagtgacg tgctgaatga cggtgccgtc catcatcggg tcggagtaag 50 

<210> 5630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5630 

ttcaggactc gtttcacgta ggcaacgctg tctaaagttc ccaagggatt 50 

<210> 5631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5631 

ctctttaccc ggaaacaggt tggggagatg acacgcagaa aatcatacgc 50 

<210> 5632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5632 

ctttggatat atcgagaaag gccagggcct gaacaaggaa agcttccagg 50 

<210> 5633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5633 

aaggctggtc aagaatcttg agacggaatt gcacagtctc ggcgtgatcc 50 
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<210> 5634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5634 

gatcgattcg ggggtgacat cggcgctgag caccatcacc ggaacataag 

<210> 5635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5635 

ctgagatcac cctgaacacc gacaaggacg agatcgcagt ctgcaacctg 

<210> 5636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5636 

ctgaaggctt tggcgacaac caggtctatc cgtttgaaat tggcgagaac 

<210> 5637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5637 

tcttgtgcca gcacgtcttg ctgatagccg atgaatcgcg tccctttgtc 

<210> 5638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5638 

gaactcctca aggaaatagt ccaccgcctg ctgcttggac gctgccagtt 

<210> 5639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5639 

gtgacctcgg ggtccccctt ggtgagggtg ccggtcttgt cgaagacgac 

<210> 5640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5640. 
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gtgttcgggc ttcatgtcgc caacaccatc ggcactggca tcatcgatcc 



<210> 5641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5641 

aggttgattt ccacttcctc gggaggtttc gccacctctt cgcctttgag 

<210> 5642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5642 

gttagcttcc acgctttatc tcctgctctg agtgtgtacc cgcgctgctc 

<210> 5643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5643 

ttaaagtggt aagggaggtt tctactcctg gggaaacatt aaagtacctt 

<210> 5644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5644 

ctttctccga cttcgagatc tgcccgtggt cgagatcgtg gtagatgatg 

<210> 5645 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5645 

aactggatag agcacgagcc ttctaagctt ggagttgcag gttcgaatcc 

<210> ■ 5646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5646 

gaagatcggc gcaacgaaga ccgcttccac ttcatcaact ggaccaagaa 

<210> 5647 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5647 

tgcttctgtg acagattagc ttacatctta ccacctcacc gagaagagct 50 

<210> 5648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5648 

agctcaagag cttccgcgac gtacccagca aagtaacgct cgacgaatgc 50 

<210> 5649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5649 

atcgaagacg tgatgctgaa cctttgggcg aaggccgaga aggaaggcaa 50 

<210> 5650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5650 

cgataccctc actagacctc ggatcgaaat aaatcagagc gatcacatcg 50 

<210> 5651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5651 

ggggatacac accccacaag ccttcctgcg gcttcatcac ggttaccacc 50 

<210> 5652 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5652 

gatcttggtg agaagctcgg tcatgtagaa gacctcgccc tgggacacta 50 

<210> 5653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5653 

attttatcgc cagctacgtc ggcattggtc aggacgacct gaaggggaat • 50 

<210> 5654 
<211> 50 



835/1427 



WO 02/057414 



PCT/US01/47856 



<212> DNA 

<213> Homo sapiens 

<400> 5654 

tgatgcggag agcgaggtag atcccggcgg agttttcgtc gatgggaaag 50 

<210> 5655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5655 

gtacacttcc tggatctgat ccacgaggta acgagcgaga gtggtgatac 50 

<210> 5656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

/ 

<400> 5656 

gtgacttcat gctcggggtt gagcttggcg tccaccacct tttcccactc 50 

<210> 5657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5657 

ccggtgtcct tgatcagctt cagcagtggc ttgacgtaga tgcgggtcgg 50 

<210> 5658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5658 

catcagtgtt tctcctgctg ggactgttgc atgtggtgca tcacggtttg 50 

<210> 5659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5659 

gcgaggcgaa acatagcttc cattgtgtct tttctcctta tgcgtcttgc 50 

<210> 5660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5660 

aatgagaccc gccgtccctg gagatgaaga tgtcgtccga ctccgtccac 5 0 
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<210> 5661 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5661 

cggatgttgt cgttccagaa cgaaggatcg gcctcttggg cctggatttc 

<210> 5662 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5662 

ggcaccgact tgggcctgag agaggcgcag gtcatcaata tagaatcggg 



<210> 5663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5663 

ccatgctgaa cttggccagg tccttgacgg cggtgttttc cgacagcacc 

<210> 5664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5664 

cgcgatgatc tcgtccttcg gcatggcgat gcgctattcc ttcgacatgg 



<210> 5665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5665 

gcccattgac cgtatcgcgt catcttgctg gcatttctaa gaaaataccg 



<210> 5666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5666 

tgaaacaggg aaaagccagg aagatctccg gttccacgtc caatttgtac 



<210> 5667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5667 

caagaatgac ggaaaaatcc gtgagcacaa ggcaaaggct tgccgtgtgg 
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<210> 5668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5668 

gacttgatca caacccgatc cgtaacgacg tattggagcc actcgaacaa 

<210> 5669 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 5669 

cttctcgccg taacttttcc gccgagcacg ctacgcacgt aggtgttgtg 

<210> 5670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5670 

tcgactacga cttcaacttc cccaaacggt gggagaagcg agcttgaggc 

<210> 5671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5671 

aagttgatca gatcacgggc cacgcctgca accagaggct tgtcatcgtc 

<210> 5672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5672 

tgatctgatt gtgaggagag tggagaaggt ggtatagaag ctgaaagggt 

<210> 5673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5673 

cttcatgctc gagaagaaaa tgctccgtgc ctccgacgac gccaccatcg 

<210> 5674 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5674 

cagatggtca cgagacgctt gtccgtgatg tcttccgtca gcgtgcagag 

<210> 5675 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5675 

tgatggattt ggaaagtgtt attctgtttg acttctccct gctctgctca 

<210> 5676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5676 

ttgaacgggt atagccacca aggcattggc tgcaaagtcg ggcaaaactt 

<210> 5677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5677 

actgtgtatt gatgagtatc tgatgcctat aacatctgta ggaggctaca 

<210> 5678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5678 

gtacgaaggt ggcgatgatg cgttcgatca cctcggggat ttcctcggcg 

<210> 5679 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5679 

cgaccttcgg cgtttccgct tcggaacccg tgaaggcgtt cttcactttg 

<210> 5680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5680 

attcgctggc aacataatta ccagactcac atcgaacgaa gctcggttcc 

<210> 5681 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5681 

tgttcgttgc catccttgtc gaggaacatc tcgctttcca gttccgcctg 

<210> 5682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5682 

tttgggggat ccttttgtaa tgacttacac tggaaatgcg aacatttgca 

<210> 5683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5683 

ggacaagggg cacccggatt atatttccca ccaatcctaa tcctaaaccc 

<210> 5684 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5684 

tggagcttat tttggagaac tgtcaccatt ttatcccagt tggcaatttt 

<210> 5685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5685 

attatgggta aggcttgggc ttgttcccac atgttaacca aatggcctca 

<210> 5686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5686 

gggagggcca aagaaatctt tttcccgttt caaattatgt tccccaaaaa 

<210> 5687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5687 

ttaccccaat gcttttgccc cggtggccca gtttgtaaat tggtttgatt 
<210> 5688 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5688 

ccccccttgg caggttaatt ggtgtttaag gaaccctcca gggtgggggg 

<210> 5689 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5689 

ccccccagtt ttaatgttag ggggaaggga tttaacccct tatttaaaaa 

<210> 5690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5690 

ctatcaccct tgatatgaaa ttccagaatt ttctgtgata ccacatggcc 

<210> 5691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5691 

actccgggcc ttaatggatt tggcctgtcc tcaagaatgg taattatgaa 

<210> 5692. 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5692 

acgtggtttc agtccttagc accgtggtat tgacatgaca tcagttgcaa 

<210> 5693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5693 

cacaacttgc tgttcacgtc tttggggtgt tttccattcc taatagatgg 

<210> 5694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5694 

aaacccgtcc tccattataa ttacctttca aagggcaagt caaaagttgt 



841/1427 



WO 02/057414 



PCT/US01 747856 



<210> 5695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5695 

aaacagcaca acatgagtgt ttcctaccac atcaatttta atgaagacac 50 



<210> 5696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5696 

cggaatcggg tttccattgg accccaaaaa tttccctttg ggcttcatga 50 



<210> 5697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5697 

tgaggataga agcagccttt tatatttttg tgtggtaaag caaattggca 50 



<210> 5698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5698 

ggggcaaatt tcaagggacc tccccaaagg gggtgttttc cctggatggg 50 



<210> 5699 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5699 

aaacaggaag ggggtttggg ccctttgatc aactggaacc tttggatcaa g 51 



<210> 5700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5700 

actctttgtc tttttaagac ccctaatagc cctttgtaac ttgatggctt 50 



<210> 5701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5701 



842/1427 



WO 02/057414 



PCT7US01/47856 



ccggctgcct ccatcccaga agagtgcgca gagaattaaa tctagatatt 50 

<210> 5702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5702 

gggatgtaat acatattttt ccaaataaaa tgcctcatgg gctttggggc 50 

<210> 5703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5703 

agaacccgta ttcataaaat ttagaccaaa aaggaaggaa tcgaaccccc 50 

<210> 5704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5704 

agttagtata cagccagaac agccaagcct caattcttgt accttgtgtc 50 

<210> 5705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5705 

ccctgatcct ctgtagggaa cttccttttc tctaatccta gatcttttca 50 

<210> 5706 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5706 

gaggcatcag aggttcagga gagttacagg cagcaggtgc ggtataatat 50 

<210> 5707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5707 

tttgtttctt tgggcctgat ttgtatctct ggaaggcatt aattcttgaa 50 

<210> 5708 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5708 

gctttgcctc tcggaggagt caaaggggca gtaactgtat ggggtgagag 



<210> 5709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5709 

gctcccgaat attgtaattt gttgccccct atgtacccaa ccccctgaaa 

<210> 5710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5710 

aggaagtatg agagttctga aacccttgat agaaactgga agcctgccat 



<210> 5711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5711 

gacatagggt tgcagtagtg agtgggcatc tgttctcaga aggcagtgcc 

<210> 5712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5712 

ttctggcctt gttcacctag aaacgctatt tcctgtgtta tggttctggc 



<210> 5713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5713 

gctctgggaa agagacaggg aagtctggaa tggaaaagaa cacgatgaga 

<210> 5714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5714 

gggttacatt tgagtctctg tacctgcttg gaagaaataa aaatacgtgt 

<210> 5715 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5715 

ctgggaatat gaagcgaacg ccacacacta gaacgcgccc tgggagctgg 

<210> 5716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5716 

gctgcttttg cccatccagg tttccacatc ctaatctttg cttttcttgt 



<210> 5717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5717 

tgtaaatgtg gtttgactat ttctgtatgt ccccatctat tgatgagggt 50 

<210> 5718 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5718 

ttgttttaac aactcttctc aacattttgt ccaggttatt cactgtaacc a 51 

<210> 5719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5719 

acataaactg tccctttagg aagaagccca atgcccgatt ttgcccttta 50 

<210> 5720 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 5720 

ggacaagtgg catcggtact atatttccca ccaatcctaa tcctaatccc 

<210> 5721 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5721 

tatgtccctt tttctcctcc cttccccatt ccctggcatc atattgggac 50 
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<210> 5722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5722 

cgctgtcgcc ttaatccaag cctacgtttt cacacttcta gtaagcctct 

<210> 5723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5723 

tgtgggcttg gtataaaccc tactttgtga tttgctaaag cacaggatgt 

<210> 5724 

<211> 50 

<212> DNA 

<213-^ Homo sapiens 

<400> 5724 

ccgcctgaaa cgggcatttt gtaaatgggg tttgactatt tttgtatgtc 

<210> 5725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5725 

actggcaaat gaagcatact ggcttgcagg gaccttctga ttcaagtaca 

<210> 5726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5726 

gaattcgatt tgagatctga gggcagaccc gaaccaggaa agcaactcag 

<210> 5727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5727 

aatgcaccag gctgccacct gcaccagtgg ttgctacatg ggataagaaa 

<210> 5728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5728 

tatgatagga ttctccacag tggcttccga ctcaggctcc aatggaccaa 
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<210> 5729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5729 

tgctgtatgg gcaggttgtc ttattatgtg atcaacagat gtccaggaac 

<210> 5730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5730 

acctccaaga acatctgcct ttgttgaacg tgtttattac ctgtccactc 

<210> 5731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5731 

ccttttgccc cttagccctt ggataatccg gctgggaatg ggggtgaggg 

<210> 5732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

*400> 5732 

cccaaataag ctctgtactt cggttaccta tgtacctgtt accactttca 

<210> 5733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5733 

gccacatgtc ctattctcac acaggtgctt taatttcagc ccagtctcta 

<210> 5734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5734 

cttgaagggg ctttgttggg tttttggggt tttgggtggg actcccaaag 

<210> 5735 

<211> 52 

<212> DNA 

<213> Homo sapiens 
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<400> 5735 

ggggttttaa aaattttccc gatttcaaaa ttaattttcc gttgcccccc gg 

<210> 5736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5736 

ccccctgggg tttttgggaa tgaggtaagg ctttgaattt ggtttgatat 

<210> 5737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5737 

acatgcttag agctggaggc ttgaaaccat aatcccaatt aagtgctgtc 

<210> 5738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5738 

tgtttgtcca ggaaaaggaa gagggggaaa ttaaaacctt tccggttagt 

<210> ' 5739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5739 

gcactgctcc gtctagctgt atgacctttg ttatgtttct tttcttccgt 

♦ 

<210> 5740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5740 

cttcaatctg ggctgggcac tccacgcaca taatcgtcac tctcggagga 

<210> 5741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5741 

gcgggaagtg aaagcggagg ctgggacaag gggaacttac tgctcaaaaa 

<210> 5742 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5742 

agtggtgtgg tggcaatagg aaaagaaaag atcaggatga gaaattgctt 50 

<210> 5743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5743 

ccaagggcct tttggggttg tttcctataa cttcagtatt gtaaattagt 50 

<2X0> 5744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5744 

cataaagggg cattgcccta gccggtccgg cctttttcca gtccatcctg 50 

<210> 5745 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5745 

aggtttaaga aatttcccct aaatcttgtt tggttggttg ggatgaaaag t 51 

<210> 5746 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5746 

aattgatccc attcttgctg aagtagacag tgccctcaag tggaattaaa 50 

<210> 5747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5747 

ctccaatgct gttatcccgg ctgggtcctc acactccccc aacaatccca 50 

<210> 5748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5748 

agaatgcgct atttccctca aagccctggc tgtaataaag aagccgattt 50 
<210> 5749 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5749 

ctgaggtcag tgtggtttgg tggaaggatt atgatattta caagctgagt 50 

<210> 5750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5750 

ggtcaatgtt ttgaaatttg tggagcaaac cccagtttta tgcccttggt 50 

<210> 5751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5751 

agttggaaaa tttagaaatg tccactgtag gacgtggaat atggcgtcga 50 

<210> 5752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5752 

ttcacgtcct aaagtgtggt agacgcgccc gcgaatttag tagtagtagg 50 

<210> 5753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5753 

ggacaagtgg catccgtatt atatttccca ccattcctat tcttaatccc 5 0 

<210> 5754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5754 

ggtctgcctc agtcttctac tcatcagcac cacactgtca aaatgttgga 50 

<210> 5755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5755 

agatgaattg aagcaaaaag ttttcagtac cagcagcaag gcagaccccc 50 
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<210> 5756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5756 

tcacctccac ctctgaggga gcaacgaata caaaggtaga cccccaaaag 

<210> 5757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5757 

ccccagccag cacttccctt ttctgcgagg gttttctgtt tctttgatta 

<210> 5758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5758 

agaaaatttg aaccctacgc ttctcccatc ccacttctta ctccatcccg 

<210> 5759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5759 

ctgtggcatc attcacacca ccagcagagt cccttccaag aggggtctgg 

<210> 5760 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5760 

ccgtgttaaa accaaagttt gggatttttc gggtattcat tggaagtcac 

<210> 5761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5761 

cgagagcctg gaagctttgc acactactgc ctggaagatc tgattctttg 

<210> " 5762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5762 
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tgttttaaaa gtgggtttat ttcaacccct tcactcccgg ttggtgaccg 50 



<210> 5763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5763 

tcttctctca gtcttcagca agtagcttct ttcagaactg cctcctcccg 50 



<210> 5764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5764 

gttttctgca tcccaaatgt cctggggcat gtgtcccttc cttgctgacc 50 

<210> 5765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5765 

tgttatgatt ctctcaattt cataaagctc ttctggcaga ggagacagat 50 

<210> 5766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5766 

aaatggatta caatttccct gacatttggg cataaaacat ctgccatcct 50 

<210> 5767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5767 

tcctccttcc agagaccttt gctttactgc cattttttct gtgggctttt .50 

<210> 5768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5768 

aggcatagca gtagaatctg tcaaaaagga ggcatggaat gaaatgaacc 50 

<210> 5769 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5769 

ctgaccctct cgcccctcca cctgtgcttc tgccctagga taacgctggg 

<210> 5770 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5770 

gacccaaaga aaagatcaag accgcatgta gcaaatgtag caaggaggca 

<210> 5771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5771 

ctaatttccc actaaaaggt ccagaaaaat tgatgccacc tgtagtttgg 

<210> 5772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5772 

gtaaagttcc aagcgagtgg aaggtaaatc acgactgtgg caccggagcc 

<210> 5773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5773 

gaaactgaat gaccatggaa tgctgaaatt ccaaaagaaa aacgtcgcgc 

<210> 5774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5774 

tctctcaggt cgtcttcaga gtccattccc tttgtcttga tcttttctct 

<210> 5775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5775 

ctcccatcat tccctcccga aagccatttt gttcagttgc tcatccacgc 

<210> 5776 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5776 

gccctgcccc ctacccttgc cctttaaatt tttgggactg aataaagaat 

<210> 5777 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5777 

tgcaggataa cttgctcatg aaaggaaatg ccagattaaa ccccttgcca 

<210> 5778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400>" 577B 

gccttccctt cgttcctttc caggcaataa tgacatcatt agtgatgcaa 

<210> 5779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5779 

cgccacggct ccaatcccta tatgagtgag cagtagaatc acataggaat 

<210> 5780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5780 

cctagaatca gactttaagc acaagcaggg agggaaagca cttgagcagt 

<210> 5781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5781 

gcacatgcaa aaactcagat gtg.caaataa ctgttcccta ttaactacaa 

<210> 5782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5782 

ggtgctcaaa ctgtattttc tccctccctc cctccttctt tctttccaga 
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<210> 5783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5783 

ttcttccacg ggatttctaa ttcattaaat aggacctcca caccagacct 50 

<210> 5784 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 5784 

tatccagcct gacttcttca tgctgtacta gccttccaat ccttaactaa 

<210> 5785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5785 

tggacattgg gggtcaaacc cttttgttta aattttccct ttcccagggc . 50 

<210> 5786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5786 

gctgtgccac ggtcaggtgg cttccaatct gtactcaatt gttactgtac 50 

<210> 5787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5787 

tcagagatgc tgatgtcata taagtagttt ccctgtctgg ccttggatgt 50 

<210> 5788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5788 

gtatgactga tgatagctgc gaatgaggag gagggaaggg aaggctggag 50 

<210> 5789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5789 

ccattgcccc ggtgttttgg tttaattttc ccaggcttat tttaaaggcc 50 



855/1427 



WO 02/057414 



<210> 5790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5790 

aggaaattaa acatgagcat gacatgaccc caactctcaa gaaatcccca 

<210> 5791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5791 

atcaggtccc ctacaaaatt agctactttg gcctttccta caaaattagc 

<210> 5792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5792 

tcattcgttt gctttctctg actgacaggc agtaatgact tcaataagct 

<210> 5793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5793 

agggcctgct tcagagtttg tttcctaaat aaaacaatgg ctctccccgt 

<210> 5794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5794 

cccccaactt acatggaaaa gggatggttg catttctgtg tcatatgcat 

<210> 5795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5795 

9fcagagggaa gaggaaatgc tttgaagcct tgctagttat ttaattagtt 

<210> 5796 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5796 

gacatagttg caaaacacaa tacttaatac tttttctgga ggagggggcc 

<210> 5797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5797 

accccttttc ttaatttctc aggaaaatgg cagctccttc ttttgtcgtc 



<210> 5798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5798 

cctccggtgt cttcggaagc actgaaggga catctgggga ccctcacctg 

<210> 5799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5799 

actctttgac caataaatca ctggaataga ggttccagca tattctgaga 

<210> 5800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5800 

atgcttacac cctggatgaa taaagtcttt atttacacct ccacctcccc 



<210> 5801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5801 

ctcttcacag gtcataagcc cctctgagcg gcgacagtcc tcgcatccag 

<210> 5802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5802 

cagctcgacc tcagtcccct tcagaaataa gatggcggct gcgctgacag 



<210> 5803 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5803 

tttcaacgtg tacctttcct gggaaaccat ctcaataaac acattttggt 50 

<210> 5804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5804 

gctggacaca tgggttaaga ggaggaaaag taggaaagga ggaggggaaa 50 

<210> 5805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5805 

ggctgggacc agggtttttc aagccacctt ttcctgtctc agttcagaga 50 

<210> 5806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5806 

cccactttca cacatgactc acacgactga aggaaagaaa gggcatcctt 50 

<210> 5807 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5807 

aagaaattaa ggaaggcaag agggtaggtg ttggcccatg gaagtttccc 50 

<210> 5808 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5808 

ctggcaaata ttgcggaaga tgtactgaaa tgtaattgaa atgtagctgc 50 

<210> 5809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5809 

agcataagag atacgaagct gatggtaatt aacttgtacc ccttgaagtg 50 
<210> 5810 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5810 

agtgtcagac aattagatac tctttcctgt cttcaggagc ccatctggaa 

<210> 5811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5811 

gaagtgtaaa catgccaaca gggtttatat ttaggttcca agagttgcca 



<210> 5812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5812 

cttcccaaac tccattgtct cattctcact gcttatgtta ttgctcttat 



<210> 5813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5813 

cccacacagc agagaagtat cagaaaacat agaaacatgt gaaaatgcgc 

<210> 5814 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5814 

aggttcaatt cattttcctg agatgtttgg tttataagat ttgaggatgg t 



<210> 5815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5815 

atacttagat gtgcttggat cctgggtggg aggcttggtt agaagtcacg 



<210> 5816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5816 

tgggtcagcg tgttcaattt taaataggaa tacactagcc ttacaacgga 
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<210> 5817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5817 

tgttcatctt gatgtaatag agaaggaaag agagagcatc ccttttcagt 

<210> 5818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5818 

accagtaaca caatgacggc aagcacagag aaggaaaaag tcagatcccc 

<210> 5819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5819 

acttggagct agagagccac ccatcatatg gaggagaagt ggtcactcta 

<210> 5820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5820 

tgcatgtgtg ttgtgtactt gtctgttctg taagattgtc ggtgttacac 

<210> 5821 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5821 

ttcctggcag taaagaaaag aaagaagatg tgagttatga agcattgact 

<210> 5822 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5822 

aaataggaat ataatctgtc cacatcaaag aatgggaagt cgaagtgtac 

<210> 5823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5823 
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gttccaaatg ttttccgcta atagtttgtc ctaaagcctt tgccattcct 50 

<210> 5824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5824 

acagagaagg cttatttacg ttgggaatta cattaaggaa aagtggtgac 50 

<210> 5825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5825 

ccttcctcct atatcctgcc ttgaataggg atgtgatacc ttgagccatg 50 

<210> 5826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5826 

atatttgggt ctctgtttaa gatttcattg ccgtggtagg gagagttcca 50 

<210> 5827 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 5827 

tggatgccat gatgacacca ataagcaacc cacagattag gggaaatact 

<210> 5828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5828 

ggggctggga gccaccaaaa gggcctgctc ttcggagaaa tgctgaattc 50 

<210> 5829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5829 

aggcatcttg aaagttccat aaagacagaa gtaagggtca ttcagtcatt 50 

<210> 5830 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5830 

agctaaagcc acggaactca atgagattta tgcatggaag gaaacaggtt 

<210> 5831 

<211> 50 

<212> DNA' 

<213> Homo sapiens 

<400> 5831 

tgttctctct cgaactctgg agcacatcag ctctctctgc ataaactgtt 

<210> 5832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5832 

atctggagga tggcagtttg agaattagga ctaagcccgt ctcccctttg 

<210> 5833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5833 

cattagctct ctaaacattt ggcctaaggg attcataggt gaagccttta 

<210> 5834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5834 

ggtaggattt atccttttct tcatgtgcaa ctgtataaac tggcaaagca 

<210> 5835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5835 

agtcttatgg gacagagcag ctctccagtc taggatggta gaagattctt 

<210> 5836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5836 

gagtctgtac ccctttctaa taaactgctc tggacacaat gaaccctgaa 

<210> 5837 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5837 

ccatcggcaa gccttggtgg gttcatattc agtggcatta gggattaagg 

<210> 5838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5838 

ccatttcttc tggatcctct cctagttgtc tttgtgtgga cgcacaagcg 

<210> 5839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5839 

gatcctttgc tgacactggt ttctctctta ttttgccccg ccaataaaaa 



<210> 5840 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5840 

tctgtctgaa acttcttttc tctctgagaa ttaaattttc caatggaccg t 



<210> 5841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5841 

gatctgtgtt ttcctcccaa aagaagatca tctttccaga aaaagaggat 



<210> 5842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5842 

ttccatatgt cactgtatct gcctggcatt accccttctt aaaacacaca 



<210> 5843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5843 

gctcactacc acttcttcaa atccagctaa aagcatcacg gcctcaatga 
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<210> 5844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5844 

gtctggttgt tagctttccc gatcctccac acattggaaa cctaagcata 

<210> 5845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5845 . 

gggcaatgga gccacagact ctctaacttc aagaggtgtt tcataggtgt 

<210> 5846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5846 

agctgaggtc agacaaacca caacatatat gcagatttat cagcaataaa 

<210> 5847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5847 

cctgccaggg ttgttcggaa gtcgcaggtc cgaaaatctc ctccgcatac 

<210> 5848 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5848 

cttctctgaa atggtacgcc tatacttgca tttctgagaa gccaaacaaa 

<210> 5849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5849 

agttttctgg ctaagtcacc tcttaaggag atccctgtaa aattcaccct 

<210> 5850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5850 

cagattaaaa accccatccc ggccctcacc gaggtgttac aactctgtcc 
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<210> 5851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5851 

agcaaattac tctgcctgga aataaaattc tgtcacttca agcatctcct 

<210> 5852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5852 

tccaggcact gtataggtgg cgaggacaca atgataggca aagtagtaca 

<210> 5853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5853 

acagacccaa acctcacaga gtgaaagggg actttcctca cagagtgaaa 



<210> 5854 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5854 

ttgcttcaga cttttaacaa caatcctaga agccagaaaa caatgaagaa a 

<210> 5855 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5855 

ttctgtcagg gcttcaaaag agacttccat agttttggga actggagtca 

<210> 5856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5856 

gatatattga aggtcagagg cagagctaaa caggtgatgc cactgggtct 

<210> 5857 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5857 

aggctcttgt tgagtattcc tttgattcct gcttctgtct ttttaaatca 50 



<210> 5858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5858 

acacaccaaa agaaatagaa gagtcttttt ctgcccttgg ggaatctgca 50 

<210> 5859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5859 

acacccagca cccacaggga agaaataatt ccacagagct aagtattcca 50 

<210> 5860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5860 

tgtgcctgtg tgctccagcc tcttcctatg tgtgtaactt caataaaacc 50 

<210> 5861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5861 

accgagtgtt accgcaagag gtgtaaaaat ccaggttcat gtttgcacac 50 

<210> 5862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5862 

tcctgattct caaagtaccc ccttccctac aactctaaca tgctttgtct 50 

<210> 5863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5863 

ccatgatttt tccaatggac aagcactatt aacatgggac tgtatttcct 50 

<210> 5864 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 5864 

aatagaactg atagcccatg atgattggct ggcagggtta aggaagtggg 



<210> 5865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5865 

tcccaggaga gtcacatttc tttttcacta aataaggagg ggaagaaaaa 



<210> 5866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5866 

gggttacctc actttctagg ttcccaagat tcccaagtta aggaagcttt 



<210> 5867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5867 

aaagcgtcca gtccccctaa ctcaaacaca gaaacataac aattttacaa 



<210> 5868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5868 

cccagggctc ctccacctga aagaattgtc agggtttcag atcagctaaa 

<210> 5869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5869 

tggcctccac ccattaaact gtctttgcct aagacaaata attcccagga 



<210> 5870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5870 

tgtactcctg atgcctgaaa atcgttaagt gaagacttat cacattaccg 

<210> 5871 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5871 

atccttcaga ttgagctggg tgtcagcatt caattccaca aggctacctg 50 

<210> 5872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5872 

tggataagca atatgttgga ctagtatgaa aatggcattc ccagcagtga 50 

<210> 5873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5873 

tcactagcag aatatagtgg gcatgaccag tatcctagta gagctgaccc 50 

<210> 5874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5874 ' 

agtttctttc ttacaatggg ggtctgaaat ccagggtttc cacaccaggg 50 

<210> 5875 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5875 

ccaaatactt agtgtagttg acttgtcttg ggttgcactg taaggcagag 50 



<210> 5876 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5876 

caagagtttc catgcgtcca gtgatgaccg gaattaatca tgtatggtgt 50 



<210> 5877 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5877 

gtttctaacc cataagtgcc tcatacatac attgctagtc taaagagctt t 51 
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<210> 5878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5878 

accggctaat tttgtaactg gcttgtttgt aaaataaatc cttcctgtgt 

<210> 5879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5879 

tggtgggact atgtgttatt cttgtatact tgcagtgggt agatgtcact 



<210> 5880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5880 

acttccctac ctcacaggtt aggattcaaa gtgtgtattc ccccattgtg 

<210> 5881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5881 

gggtgcttta caggattctt ggaaatgtgt agtggatgct ggctctaggg 

<210> 5882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5882 

acagaagcag ggggtcagaa agtttcataa aggaggtgtc ttggaacaaa 



<210> 5883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5883 

ctattgtgtg ggttgccttg tcctactcaa cttcaaatat tcaccacccc 



<210> 5884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5884 
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caggtgtgct tactggcagg aaccgaggga ataaataaag atcactggaa 



<210> 5885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5885 

accagcctta tgtgtgtggg tattcaatac tctgcacatt atatactgta 

<210> 5886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5886 

gggcatttgt taccccctcc tcaccaccat ccccattaaa ggcttcgggg 

•<210> 5887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5887 

ctgtatctac aactcctgac ttcagatttt tgctttcttc aaaacagcct 

<210> 5888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5888 

agcaagactt aaccactaat tactattatc tgacccagga aaactccgcc 

<210> 5889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5889 

tggatagttg ctcaatgtag cagtgatgtt cttggaattg ccagcagagc 

<210> 5890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5890 

ccaacagatt cgtgcttacc ctgaggtgaa gcctcgtttg agaaccaaat 

<210> 5891 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5891 

caaccttctt gttgaattga tttactactc atcagggtca tgcacaagca 

<210> 5892 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5892 

acattcaaac tgccagaata tgactgtaaa acagcgaagt gttctcttgc 



<210> 5893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5893 

tcttcctggg aatgtgatgt gtttttcact ggttctaatt ctgtcttcct 50 

<210> 5894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5894 

acttattaat. tctcacctca gcctcaggga tgtatgtagg gaaggagcat 50 

<210> 5895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5895 

acattcctgt cattagtgaa taagaagctg aggtgtgact aagaagacaa 50 

<210> 5896 

<211> 52 

<212> DNA 

<213> Homo sapiens 

<400> 5896 

cctccttgat aaaatcaaga acaggttaga ttaaagcagt aaatcctaga ct 52 

<210> 5897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5897 

tcctggcctt tgtgggtttt taattccctt taccttttcc ctttttggat 50 

<210> 5898 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 5898 

actgctgcaa ctacaattct cagatagtcc catttgttta aatcacgcat 

<210> 5899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5899 

ccttccctct tgcctgtagg ttctgtggct ataaacaaat cataactttt 

<210> 5900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5900 

ttaaatgctt ccctggctct ccctgggttt cagtttctat ccatgccctg 

<210> 5901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5901 

ttgttctcct cccaagtctc tggttctatt tggctttttc agctctgtgc 

<210> 5902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5902 

gcatttcagg gacacaaatg gtccatggca gagaccagta atgccagata 

<210> 5903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5903 

ttttatcccc gctttaactt tgtttgcttg gtacttttct tgtggttaca 

<210> 5904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5904 

cacgcaccca actccccact gctcctctcc atccagatgt tcgtccagag 
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<210> 5905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5905 

tttgagggca atttaatggt taagtgtagg aaaatccact cttacagtgt 

<210> 5906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5906 

ggccttttga ttttccattg gggtcccccg ctttcccatt tttggttttt 

<210> 5907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5907 

gacagtttgg ggaagggatt gaaggtctgc gtcaaagaga acagaaaacc 

<210> 5908 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5908 

aggggccttt taccggtttg ttttccctta aatttttaaa ggaattgaat t 

<210> 5909 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5909 

tcctctttct tgtcactgtg aagcgatgaa taaacctggg tgtagatcca 



<210> 5910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5910 

cctagaaatt attatacagg gataaatgag gcactgaagg tgggagaacc 

<210> 5911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5911 

acgacaaact gcacagtaaa tatcacaaac acggaaatac cacagtgtct 
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<210> 5912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5912 

accatgactt ggcaaagagt ttcaagagag ggcataatca aaagtaacca 

<210> 5913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5913 

gattaatcaa gggaagagct tcaagcagag ctccttaggt ttttcaaaaa 



<210> 5914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5914 

gctcagggga cagctattct ttttcaaagc gtttaccgac tggatcacct 

<210> 5915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5915 

tgagagcttt ccttcctcct acgatccaac catgtcaaac atttcctaca 



<210> 5916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5916 

tgtgccaacg catgatttct ttgagtaaat ttctaaacgt cacagaagtt 



<210> 5917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5917 

agtcaacatg gagcaagtga gctaaggaag taatggaaac tgtttggaga 



<210> 5918 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5918 

agctcaggtc ttccctcatc tgttagtttc ctggagtctg ttctcatact 



<210> 5919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5919 

aaacatactc ctcttcacca gcactcagac atttgtatcc agagaaagct 

<210> 5920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5920 

agtctgtcaa ttgtttaagc ctgtgatctt tcttttccca gttaagagtt 

<210> 5921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5921 

tgtcctctca accctacttg tggttttaca ctgttaatta cactatttgc 

<210> 5922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5922 

gtgtgtgtat ggttgttggg cgtaggacag gtttcgggga tgcgcggtac 

<210> 5923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5923 

ctgtgcttga ctattgaaaa cttagaattg ggatgccaaa gttacttcct 

<210> 5924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5924 

ggttgtatca aaagaactcc acatccatat tgaataaact cccactagcc 

<210> 5925 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5925 

ggctgcccag atctcgtggg aagaagacca caggaggact cggctcaatg 

<210> 5926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5926 

tggaaaaatg atagcagcca acttgacaga agaacccagc atacacattc 

<210> 5927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5927 

ttggttttgg ggattgggaa gtcttaagcc aaattgtccc cggtctcccc 

<210> 5928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5928 

gccctatatc tagtgagcag gttgtggcaa tcaggaaggg attgatattt 

<210> 5929 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5929 

tgcacgcaat gcttgaagtg ttcccaggta tttagtttca ggtaaatttt 



<210> 5930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5930 

ctgtaggtat gagctgccag gatccaggtg tgactcgggt atttctaggg 

<210> 5931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5931 

tcccatttgg ggggtgggct gtttaaattt tgactccctg ttttaaaccc 

<210> 5932 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5932 

ccacttgcat ctcttctggg ggttctttcc tttctttcct gttctaaggc 

<210> 5933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5933 

tgggtaatca acactcaacc atcaacaaac actctctatt ccaggcactg 

<210> 5934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5934 

aggagaaata attagagtgg cacactagca tgatggtaaa cattctgtca 



<210> 5935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5935 

aggagttcaa gaagcagaga tttccaggtc catgcaccaa agctcatgtg 

<210> 5936 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5936 

cttgtcctct cctgatccag ggctccagtg cccatgtcca gtgccttggt 

<210> 5937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5937 

gcatctcccc gctgtcagcc tcagccctct cctaccaaaa tctctttcga 

<210> 5938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5938 

ggcgtttccc attgaccagt ttgaccctgg tttgaataaa gagaagtgcg 
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<210> 5939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5939 

agcccattga aaaccttggc aaaatgtcag accttaagac tttccactat 50 

<210> 5940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5940 

tcagagacaa cggaagctga aaaataagag ctgagaaagg aagaactttt 50 

<210> 5941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5941 

atatacatac aaatctaagc tccaagaagc ctaagaaaac cccttagggg 50 

<210> 5942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5942 

gggcaattta catcgggact cgtttcatct ctagaccttc acttacctga 50 

<210> 5943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5943 

agctctggag tgcccctccc tccaaataaa gtattttaag cgaacactga 50 

<210> 5944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5944 

gccagtctct atgtgtctta atcccttgtc cttcattaaa agcaaaacta 50 

<210> 5945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5945 
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ccctcaggca tagaaattga atctgaaatg gctgatgaat aagcaaaggc 

<210> 5946 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5946 

cagccctgcc tgagtttttg acacctgcat ccctccctgc ctcacctcac 



<210> 5947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5947 

agagcaggag aaatcctact gcattattaa tctgaaagca caaggacagc 

<210> 5948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5948 

ctgtcttggt ttgtatggga aaatctgcgg gttgtggaat attaggttct 



<210> 5949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5949 

tgggattata gggggagaca ggagttgtgg aattacagga gaggttcact 



<210> 5950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5950 

tgggattata gggggagaca ggagttgtgg aattacagga gaggttcact 

<210> 5951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5951 

ctgagaaaag gagtgtctct cttctgctcc caaacttcca gtagcttcca 

<210> 5952 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 5952 

tcgaggttct tcccaagaaa agcccaatct tataaactgt tacttcccct 

<210> 5953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5953 

tgcaatgagg cagtggggta aggttaaatc ctctaaccgt ctttgaatca 

<210> 5954 

<211> 50 

<212> DNA 

<213> Horao sapiens 

<400> 5954 

tggcaacttc aactccttga tggcgataat ctctggtatg aatatgagcc 

<210> 5955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5955 

ttgtgctcct gatacgacgt tgccacagtt aatccgttct gatctctgct 

<210> 5956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5956 

caagcctaac tttccaacac tcccgcgacg caaccccttc ccctttcctc 

<210> 5957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5957 

cacggttaga gtcaccaaac ctgtatttca ggggacatct ttccagctcc 

<210> 5958 

<211> . 50 

<212> DNA 

<213> Homo sapiens 

<400> 5958 

ccaaaggctc actacccctg tgcgttgtcc agcacacaga cactatgtgc 

<210> 5959 
<211> 50 



880/1427 



WO 02/057414 



PCT/US01/47856 



<212> DNA 

<213> Homo sapiens 

<400> 5959 

tgcttgggaa atttggtttg taaacctaaa atagccctta tttctgggga 



<210> 5960 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5960 

catctgctga gcagtgtgct gtgtcaacct cctcctaggt ctcctctatg 

<210> 5961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5961 

ctttctgcct gaagctgccc ccatgactcc cttctttgtg caaaagcatg 

<210> 5962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5962 

gaaatgagtt ggtgtcttca cagaatgagg atccccagag ccatcttgcc 

<210> 5963 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5963 

gtctccctcc cactctctgc cttacctggt atctatgact cgactgaaat 

<210> 5964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5964 

tgcgagagga agcagagacc accttgaaac tcgggtgcat taagtccttg 

<210> 5965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5965 

ttagccactg ctattctagg ttccttgatg gagccccact cccacgccta 
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<210> 5966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5966 

accacccaga ggttgctggc ttccttaata aagctaactt tcctttcacc 

<210> 5967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5967 

aggggagcca gtggtttttg gtcatgggaa gtgttctcat aaaattcatt 

<210> 5968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5968 

gcaccagact tctgaacagg ctgggagagt gaggcataaa cacatgaaat 

<210> 5969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5969 

acacagtact ttgttgagat gttggcttct tggtttatgg catgaattct 

<210> 5970 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5970 

acttatcttt tgccacccat gttcctggat gccttgcctt cctctttcat 

<210> 5971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5971 

aaacaggaag cctctcatga atttgaccaa ggagctacat tcgttctcta 

<210> 5972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5972 

tgaggaagag gagatttatt aagccccttc ttttaggcta ggaggtttcc 
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50 



50 



<210> 5973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5973 

ggacactggc ttttgtgcag ctcttcatca cagagtctgt tgagctacaa 

<210> 5974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5974 

acagtgattt tcaaccaagg ggctttttca aactacattc cttagctccc 

<210> 5975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5975 

ggtggtggct acaagggtga ttgccttatg ataattgacc gtgtcataat 

<210> 5976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5976 

agctgggagg ccattacttt ttgtctgagt cttctggagt tctagcaaaa 50 

<210> 5977 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 5977 

agttgcatta aactgagctt agatgtgtaa gtttgctaac ggatgggttt 

<210> 5978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5978 

cctctaaggc atttatttac tgacaacata aaatcttgaa ccccaggtca 

<210> 5979 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 
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<400> 5979 

tcacctccat caacttacta gcacataaag ggtgggattt catgtgttga 

<210> 5980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5980 

ctggcaaagg catgggtaca acctgctctg tgatctacct tctgaaccac 

<210> 5981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5981 

acacctgtgg tatatttgta tcattcagtc tggtttctca cccttcctaa 

<210> 5982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5982 

aaccctcgta aggtttcatc ttccttgatt gcaaaatgag tttgtgtgaa 

<210> 5983 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5983 

cccgcttcac cttccctaaa taactcgttt gcaggctaat tccatcaaat 

<210> 5984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5984 

attttgctca ttacctgtca ggagaaaacc ctccttcccc agtctccact 

<210> 5985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5985 

acctactgaa tctccagatt gccaagtgaa acacaatggt tgcctcttca 

<210> 5986 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 5986 

tgcgaaagct aattccctag tatgaataaa cttcagacct tgctctcctt 50 

<210> 5987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5987 

agcctgaggt gggtgaagaa aatacctgct ttatactgtt ctggaaactc 50 

<210> 5988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5988 

cttttcccct tcatggtagt tgctgcttaa gtttctctaa catgcctgca 50 

<210> 5989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5989 

tgaatgtgca gatgcagaac ccattgatat ggagggctga gtgtctgaaa 50 

<210> 5990 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5990 

tgtactactt atttatgtgt aaaccataca cagggctaga aaggaaggga t 51 

<210> 5991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5991 

tgtagaattg cggagtagaa agacccttga aagatcattt gtcctgtggt 50 

<210> 5992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5992 

gctcaagttc ccagcacctg gggaattcta agcctgagga agacaaggtg 50 
<210> 5993 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5993 

tgtttttatg tcctgagcaa gcaaattgct gcaattaaaa tcaccaattt 50 



<210> 5994 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5994 

aggcctgata ttgaaagctt ttgatactga gatcctatta atctcagatg a 51 

<210> 5995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5995 

tgttagtttg cttttgaaat tctttggagg gtactcttca gggcttcaca 50 

<210> 5996 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 5996 

tagtgattat ctccaggaat caagtacaaa ctttgaaaaa agactggagg t 51 

<210> 5997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5997 

tttgtcccaa gggctcagac tgaaagaatg caatgtgaga ggtatgccac 50 

<210> 5998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5998 

tctgtgaaaa tctttctgca aatgtctttg cttgcttgta ctcacgtttt 50 

<210> 5999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5999 

tgtctttaac gcacagatgt tacttcagca ccacaaggac tgttgatgga 50 
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<210> 6000 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6000 

cagtcagatg ttggaattgg gggtagaggg attatagagt tgtgtgtgct 

<210> 6001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6001 

aaaggaggga ctatggcatc aaacagcctc ttcagcacag tgacaccatg 



<210> 6002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6002 

acccagtttg tgcatagttc atgatcctct ataaaaccag cttttgtgga 

<210> 6003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6003 

ctgtcgggct ctgaagcgag ctggtttagt tgtagaagat gctctgtttg 

<210> 6004 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6004 

tggaatggac tcttaaaaca atgaaagagc atttatcgtt tgtcccttga 

<210> 6005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6005 

tcactacctt caattgttta caaggtggat atgggcaggc aacagatact 

<210> 6006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6006 
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ctaggccgga tgggccagag aaggagaacc atggcaggag ccggaagcag 



<210> 6007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6007 

aaatgttgag caactgttca ataacagcac taattgtgtg ttcattggct 

<210> 6008 

<21X> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6008 

ctggcacatc caggttttag agcaggcagc ctgagatttc aaaaatgagg 

<210> 6009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6009 

ggagcggaat acagtaaaag cactggactg acctaagagt ttgtttctgc 



<210> 6010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6010 

acaccatttc agcgttggat cacagacagc tcttccttta tatcccagca 

<210> 6011 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6011 

ccaccttgct gccttttgaa acactcagga aatatagttg gctaaaactg 

<210> 6012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6012 

cacttcgcaa cggagtgttt gaaattgtgg tggtcctgat ttataggatt 

<210> 6013 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6013 

gctttggcag atggattaac cttgttcttt tggagccaga tcaatatcta 



<210> 6014 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6014 

agaatgcctg gttttcgttt gcaatttgct tgtgtaaatc aggttgtaaa 

<210> 6015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6015 

ttctgaacat tttagtcaag ctacaacagg tttggaaaac ctctgtgggg 

<210> 6016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6016 

tgcaagtgga tggtttggta tcactgtaaa taaaaagagg gcctgggaaa 

<210> 6017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6017 

gtggcttttc tgttgacgcc aaaggttact ccctctgcct caccataaaa 

<210> 6018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6018 

acctcctacg tctgttttct ggctgtggtg acttgggatt tttaacctta 

<210> 6019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6019 

atcgttggat tatctttgaa cccccttgtg tggatcattt tgagccgcct 

<210> 6020 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6020 

agctccaaag tggtttgatg accacaggct aaaattcata gtcttaaaat 

<210> 6021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6021 

tcagaaagga gaaaacacag accaaagaga agtatctaag accaaaggga 

<210> 6022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6022 

gcatcacgat ttgtctacat aagtccagtt catctcgcgt ttgttttggc 

<210> 6023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6023 

atacagggtt ccatccagaa agcattcagt cagagcaagt taaagtcagt 

<210> 6024 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6024 

aagtgccaga ttttgataat caccagcctc tcattcaact cctatgttgc 

<210> 6025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6025 

acccttggtc actggtgttt caaacattct ggcaagtcac atcaatcaag 

<210> 6026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6026 

agctctggag cctttgcttc ctcaaatacg agcgggaact gcgttgagcg 
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<210> 6027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6027 

aagttgtcct gtgctaaagc aagcgtggga tgatcctacc tacctctagg 

<210> 6028 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6028 

atttggacag atgcagaagg aactgttagt gagtcaagac aaacacatct 

<210> 6029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6029 

cccctacccc tggaaagtaa tatactgaag tctcatcata ctgttttggg 



<210> 6030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6030 

tgtttcgtaa attaaatagg tctggcccag aagacccact caattgcctt 

<210> 6031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6031 

agctagtgat gttttgtcca aaggaagatt ctgacaacag cttcagcaga 

<210> 6032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6032 

acacagacat attgaccgca cacaacactg aaatggactg acttgagaaa 

<210> 6033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6033 

tggttctctg atttgtaatg agcacctgga tatgtcaatt aaaatgccca 
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<210> 6034 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6034 

ggtccatgtc accgtgagta cacccctatg attggtttgt tgtcaagaag 50 

<210> 6035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6035 

tgctagttca ggtcctccag gcattgattt gtacagttaa actccgagtg 50 

<210> 6036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6036 

acaagcattt agatcataac atggtaaagc ctattaccag ccaatgttgt 50 

<210> 6037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6037 

ggcctactga ccaaattgtt gtgttgagat gatatttaac tttttgccaa 50 

<210> 6038 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6038 

aagtttgtgc agcacattcc tgagtgtacg atattgacct gtagcccagc 5 0 

<210> 6039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6039 

cgatagaatt gaagcagt cc acggggaggg gatgatacaa ggagtaaacc 50 

<210> 6040 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6040 

atagactcca aagaggcgtt aagcacctgg ttttcctttg gctcagaaaa 

<210> 6041 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6041 

ctcaaacgaa attgggcagg ccatttgcgt ggtttctctg gataagttcc 

<210> 6042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6042 

gcacatgaca gtaagcgagg ttttgggtaa atatagatga ggatgcctat 

<210> 6043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6043 

tcccagagta actgacagta tcaaatagca agagagttag gatgaggact 

<210> 6044 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6044 

acacaggaac cgcttaccca ccagctctgc ccgcgtctct accgccatag 

<210> 6045 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6045 

ttcttccaag agaataaccc tattaaaggc taaaaatgga agctcccagt 

<210> 6046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6046 

actgacctag cagatgtgtg gaaaaggaat cagatcttga ttcttctggg 

<210> 6047 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6047 

acaactcaag tgaaaagatg tctccagttt ctgaagataa cgcacgctga 50 

<210> 6048 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6048 

cgccgactcg ttgaaagttt tgttgtgtag ttggttttcg ttgagttctt 50 

<210> 6049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6049 

cacccacctg gtaggaaggt caatcttatg ctcagaagtc ccacccacca 50 

<210> 6050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6050 

caactcctta aagggttgaa ggttgtgaca ataactgagg gaactgatgt 50 

<210> 6051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6051 

aaaacactcc acctaaaagc aggaaagatg gcaattctaa atagcagcta 50 

<210> 6052 

<211> 53 

<212> DNA 

<213> Homo sapiens 

<400> 6052 

ggaggttttg atcgtgactt tattttgaga tattgtatct ttgttagtat tgc 53 

<210> 6053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6053 

ttgtaaggtt ccggggaact gactcaacat ggttctccaa ctcgaggttg 50 
<210> 6054 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6054 

tgtgagtgtt ataggttaca gtggattcca aactagccac aagtgaagca 

<210> 6055 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6055 

tcagccagga ggaaaagcac tctgattatg aattgagcag aaggaaacaa 

<210> 6056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6056 

gttcccactc gttcttgccg gagaaacctg ccttttcaag cataattcaa 

<210> 6057 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6057 

gggtccaaga ttattgatta atttgggcac cgcgagagct cgagtccccc 

<210> 6058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6058 

gaccacctgt aaagcaagtc ctttcaagtt tcactgcaca tcccaaacca 

<210> 6059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6059 

tggtccactg tcactgtttc tctgctgttg caaatacatg gataacacat 

<210> 6060 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6060 

agactctgga aaaggagggt cggagtatta aactggctgg gaatgagagg 
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<210> 6061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6061 

tgagagcaca ccataaattc acagcaggaa taaacgaaga cacacgagca so 



<210> 6062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6062 

acattctctc attttgctga agctgatttg attgggtgtc tgtttctcgc 50 

<210> 6063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6063 

tgagaaggta aagtagaaag ggaagatgat gagtgaacaa taagccttgt 50 



<210> 6064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6064 

acattattcc atgggaataa gtcatcagtg caaaggactg taaggagtgc 50 

<210> 6065 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6065 

cgccgctcct ggagacctga taacttaggc ttgaaataat tgacttgtct 50 

<210> 6066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6066 

tgtatgtgca atatgcttat gggtaattat gggcaagaga aatggaaaca 50 

<210> 6067 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6067 
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accccttggt aaagcagttg taagaattaa acaagaggaa ttgctctttc 50 



<210> 6068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6068 

aaatcaggcc ccttgcgcca ttcacaaaaa tccttgtgag atgactcaag 

<210> 6069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6069 

a gggcagagg tcctttggga gggtaagctc acaaaaactc agggaggcag 



<210> 6070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6070 

tcatctccgc caaggttccc actaggcagg aaaggatttt tatctaaagt 



<210> 6071 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6071 

ccacccaagt cggaatccga gtgaaataaa tagcatcgcc cgccaactac 



<210> 6072 

<211> 50 

<212> DNA 

_<213> Homo sapiens 

<400> 6072 

aggcacacga ttgtcaccat ttctcccttt acaagctgta taatcagtaa 



<210> 6073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6073 

gcaacgtctg aatgtagtaa tgtgactcag agcttcaaag taagcattcg 

<210> 6074 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6074 

gccaccccat ctgggaggcc cagcatccaa ttcagtcgcc ttcaatgatt 50 



<210> 6075 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6075 

tgatagactg gatgctgcta tggtaatctg cctcaggaaa atgccggact 50 

<210> 6076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6076 

tggagccaag aagccactga ctcaagagga tttcaagcga gagctgcttg 50 

<210> 6077 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6077 

caacttttgt aacaggggac ttagccgggg gcaggagggg ttcttgagac 50 

<210> 6078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6078 

acttgaaggc acatcttcct tttggttgtt ttccatcttc aaattaaact 50 

<210> 6079 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 6079 

taaaaactga catgacatga gatggtttaa gtgtcaaaca taagggtctt t 51 

<210> 6080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6080 

actgacataa gcccacttca ggtgtttgga agacactaaa gagaatcaga 50 

<210> 6081 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6081 

gcagcttttt gctggcgggg gtctaaataa agtagcttcc ccaaaagaaa 

<210> 6082 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6082 

acctggttat ctcgcaatga cctagctaac acaaatgcaa catcagccgg 

<210> 6083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6083 

tgatcaaaat gaagatgctc caaccgtata aatggcagat gaaatagact 

<210> 6084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6084 

gcaggagaga aataccttct aatgggtgtg gacactggag gaactgttac 

<210> 6085 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6085 

agggcactgt ttgttccttt aatatggaga aatatcgcaa ataactggga 

<210> 6086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6086 

ttggcctatg ttaatttcta ttctcagttc ttctgtgccc ttcctcctct 

<210> 6087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6087 

gaacgtaagc ccgacgctag gcagtgctgt tagaaagtga tttggaagag 
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<210> 6088 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6088 

atcccattct ccctctcaag gcaggggtca tagatcctaa gccataaaat 

<210> 6089 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6089 

tgctgtaaaa tggcagctcc ataggaacct attttccata ggaacctgca 

<210> 6090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6090 

actggagaaa ggtgtcttcc tgtcctttca ggggctcctg cggggaattc 

<210> 6091 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6091 

attatatttg tccctatcag aatcctcgaa tccctagcag ccagtccctg 

<210> 6092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6092 

tgctcactgt cttctggaag agacaagcac tttcttgaaa ttcctaagca 

<210> 6093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6093 

caatcggatc attcttctca acttgggcgg ctctttcctc ccttccttcc 

<210> 6094 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6094 

tgctttgggc agtagctgaa gccgaagtat gaacagtcca ttttgtttct 
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<210> 6095 

<211> 50 

<212>. DNA 

<213> Homo sapiens 

<400> 6095 

cacagttgag taggaggtca tgaagaagaa gagatgatac ctgccttacc 

<210> 6096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6096 

tttgtgtagc aaatgttcat taattgccta ctttgtgcca aattcaggcc 

<210> 6097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6097 

tccagcattg tattgtctat tgacacacaa agtttgaaaa taaaggggca 

<210> 6098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6098 

cacccaccag accgaggatt ccaaaagggg gcgaaggcgg agagcaaagg 

<210> 6099 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6099 

tggactctgt tttcaagagg aagaaacaac tgacaaataa gttgatgtca 

<210> 6100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6100 

atgttgaaac tggttttaac ttgtaatggt gtggctgatg ttacccgacc 

<210> 6101 

<211> 50 

<212> DNA 

<213> Homo sapiens 



901/1427 



WO 02/057414 



<400> 6101 

acacagattt gaagtctact gttctaaatg gcctctactt cctgctgtca 

<210> 6102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6102 

ggaacttctg cttccactta cgatgaagga acttgtactc aatccatcca 

<210> 6103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6103 

gaagccttcc tgtggtcata acaagtctca cacaccccaa ggactgatct 

<210> 6104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6104 

gagtccagcc tttgaacctg gcgctgaatc ctgactttac tgcttattca 

<210> 6105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6105 

aaactcatac atgcagaaaa ttgtctttgc tcgaaatggt aatgccaaaa 

<210> 6106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6106 

aaactcatac atgcagaaaa ttgtctttgc tcgaaatggt aatgccaaaa 

<210> 6107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6107 

acaaaagtca tggctgtgag gctatcatta cccttttacc aaagttggaa 

<210> 6108 
<211> 53 
<212> DNA 
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<213> Homo sapiens 
<400> 6108 

agttctattt ctatcccaaa ctaagctatg tgaaataaga gaagctactt tgt 53 

<210> 6109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6109 

atcccgatgg tgcccaccgc tattaaaggt tcgtttgttc cacgattaaa 50 

<210> 6110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6110 

atgtctccat acccattaca atctccagca ttccccctca aacctaaaaa 50 

<210> 6111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6111 

gcccgtattt accctatagc accccctcta ccccctttag agcccaaaaa 50 

<210> 6112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6112 

acattttcct ccgcataagc ctgcgtcaga ttaaaacact gaactgacaa 50 

<210> 6113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6113 

ccaagctggt ttcaagccaa ccccatggcc tccatgactt tttccaaaac 50 

<210> 6114 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6114 

tgatcaggtg aaccggaagt ctccaatttc tgaatggatt atgtttctaa 50 
<210> 6115 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6115 

tgagtacgtg acacttgttg tagaatagtg gtgttgagct atattcttgt 

<210> 6116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6116 

gtgacccttg gcacccgcta gaagtttatg gccgagcttt accaattaaa 

<210> 6117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6117 

tgaactccaa ctttgaccaa cccatgagac ccctgttatc caaactttct 

<210> 6118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6118 

ccctctacta tttggctcca taacttagga cctgcctttc ccggttccag 

<210> 6119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6119 

cccgtattta ccctatagca ccccctctac cccctttaga gccccaaaaa 

<210> 6120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6120 

ccaactttca gaacagaagg gtgggaaacc agaaccgcct gccatgcccc 

<210> 6121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6121 

gcgccagaaa tccaatccag cccaaggata tagttaggat taattactta 
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<210> 6122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6122 

ctgagatttt gggttttcca cacgggccaa gatacccggc ctctgctgag 

<210> 6123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6123 

atatcatttc cacttagtat tatacccaca cccacccaag aacagggttt 

<210> 6124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6124 

acagcatgag aaactgttag tacgcatacc tcagttcaaa cctttaggga 

<210> 6125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6125 

gcttgcccta gcagagtcat acggaataat ggaaaactca acttctgttc 

<210> 6126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6126 

cacaatgctg cctcctctgt ggatgactga tggcaagagt ctgaattgaa 

<210> 6127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6127 

cctctcactc tcagactcca agggccaaga aaaactacgg acaggaagcc 

<210> 6128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6128 
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gagaggaggg gtctcagacg ttgggggaca cactgctggg tgggtgattt 



<210> 6129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6129 

taagaaatcc caattttcag gagtggtggt gtcaataaac gctctgtggc 

<210> 6130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6130 

cggcagggtg gcctgtaaca atttcagttt tcgcagaaca ttcaggtatt 

<210> 6131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400>- 6131 

ggggctccct tcccggcttt gttttctctg ggagatttta ttttacctaa 

<210> 6132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6132 

gaaagtggag ggagtggacg gggaggagac tagccagaga ggctcattag 

<210> 6133 . 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6133 

cttctcccct cttgccctct gtggtctgat ttaaaacgaa aaggtcggat 

<210> 6134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6134 

ggacttctga aatagagctg gctccctggg gtgacaatgt atatatgcaa 

<210> 6135 

<211> 50 

<212> DNA 

<213> Homo, sapiens 
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<400> 6135 

ctgggtgtcg tggaagatga cgaagatgct gggctggcag atgcagtcca 50 

<210> 6136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6136 

accagggctt aaaacctcaa tttatgttca tgacagtggg gatttttctt so 

<210> 6137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6137 

attctccaac cacaaacagc acttctaaaa ctaactttac tttctgccca 50 

<210> 6138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6138 

gatatagtct ccatacccca ttaccatctc ccagccattc cccctccaac 50 

<210> 6139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6139 

tgatactttg gttctctttc ctgctcaggt cccttcattt gtactttgga 50 

<210> 6140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6140 

taatactgga ggggcttgaa gaaggctgtc gtgttttgtc acctgctttg 50 

<210> 6141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6141 

gtctttcccg tctttcttcc tcacctatgt aatttcagta gtctctcagc . 50 

<210> 6142 
<211> 50 
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<212> DNA 

<213> . Homo sapiens 

<400> 6142 

aggaagagcc tgcacctgtg gtggaacaat cagggaaaag gaagtcaaaa 

<210> 6143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6143 

tttggagctt ctataggagt ggagaggggc agctcattgt tgagagttgc 

<210> 6144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6144 

tgatctgact ggaaaacaat cctgtatccc ctcccaaaga atcatgggct 

<210> 6145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6145 

tcatccctta aacactctgt gatgggatct tcaggatcat cttttgaagt 



<210> 6146 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6146 

tgcgtttggt ttaggaatgt gcttttgtac ttccacttga ataaaggtgt 



<210> 6147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6147 

tgctcagggc acatgcacac agacatttat ctctgcactc acattttgtg 

<210> 6148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6148 

ggttattgct gacacgctgt cctctggcga cctgtcgctg gagaggttgg 
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<210> 6149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6149 

cgttttctga gcatccgttg tgccttaaca ttttctgctt gtcctttggg 50 

<210> 6150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6150 

cttctgaatg cccgagtctt ctcttttgtg ctcacaaatg ccacccaatc 50 

<210> 6151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6151 

tgcttacaag ggtgattgac cttgccttac tctttatgta aattatggca 50 

<210> 6152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6152 

ctggcgtatt accattttga tagcctctct tcaggctaga taagctgggg 50 

<210> 6153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6153 

ccctgtatta ttgaaatgtc agcataatga ctggaaggtg aaattggtcc 50 

<210> 6154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6154 

actgctgttg catgaataga tgatacaaag caagtgatga ggttggtatg 50 

<210> 6155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6155 

tggaagaaca aattcagaca tcatcagtaa gtctttaggg acacagggaa 50 
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<210> 6156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6156 

agtgaaaact ggtacagtgt tctgcttgat ttacaacatg taacttgtga 50 

<210> 6157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6157 

gccagaaagt gtgggctgaa gatggttggt ttcatgtttt tgtattatgt 50 

<210> 6158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6158 

tgtcctctga acctgagtga agaaatatac tctgtccttt gtacctgcgt 50 

<210> 6159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6159 

ccatttccac tacatgcctt tcctaccttc ccttcacaac caatcaagtg 50 

<210> 6160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6160 

acacttccct gaatgttgaa gaagatatgc tatccatgca atccttgtcg 50 

<210> 6161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6161 

acttgtgttt gaaccacttc tgcttcctct ttaacctgag atgcacacgt 50 

<210> 6162 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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acattctctc attttgctga agctgatttg attgggtgtc tgtttctcgc 50 

<210> 6163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6163 

tgacagaatg aactggaaat gaaatcccac agttatgatc gtagtagagt 50 

<210> 6164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6164 

aagtacagat gccatcccgg tgctgtgatc ttccagccat tctccatttc 50 

<210> 6165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6165 

actgccaatc tgatttaaaa ttctccaagc ttaattctgt gcaacaaaca 50 

<210> 6166 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6166 

gcctgttgtt ctgtttatcg ccctatttta caaaactgat tctgacctgg 50 

<210> 6167 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6167 

aactggcatt gctaagcccc agaaaaatgt atttagtgga acagatgaaa 50 

<210> 6168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6168 

acactaggtc cttttatacc tgtgccttta cgttcgtttt cctgattgca 50 

<210> 6169 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6169 

aatacagatt cattttattt aagcgtccgt ggcaccgaca gggaccccag 

<210> 6170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6170 

agttcatccc ctttcagaag ctgtttgctc ttggctcatt aaacctgtga 



<210> 6171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6171 

gcctcttttc ctgtatcaca caagggtcag ggatggtgga gtaaaagctc 



<210> 6172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6172 

tgttaggtgg cctctgcata cctatgggaa ctcagtgatg taatgcaaag 

<210> 6173 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6173 

ctggggccgt agcaaaaatc atgaaaaaca cttcaacgtg tcctttcaat 

<210> 6174 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6174 

tgccaagtca gcagatttgc tttatgaatt acagggacta gaaatgccca 



<210> 6175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6175 

ttgcatgtct cttcctaaat ttcattgtgt tgatttctaa tccttcccgt 

<210> 6176 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6176 

agagtgagaa ggcagttcca gttttagcac agatttgttt atgtgttcag 50 

<210> 6177 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6177 

gaagtgacac tgactgtatc tacctctcct tttcttcatc aggtgttcct 50 

<210> 6178 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6178 

tccctgggtg ataccattca atgtcttaat gtacttgtgg ctcagacctg so 

<210> 6179 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6179 

aattccaaag gagtgatgtt ggaatagtcc ctctaaggga gagaaatgca so 

<210> 6180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6180 

agcccctcca ccccacccag tacttttaca atgtgttatt aaagacccct 50 

<210> 6181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6181 

ccatccttga gaaatgtggg caccaagtcc ataatctcca taaatccaat 50 

<210> 6182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6182 

cgttgcattt tcacatttgt gtggcaggac aagcatgggg caagagggac 50 
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<210> 6183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6183 

tatgagttta tgcgttttcc cagccctccg aatcactgac tggggcgttt 

<210> 6184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6184 

ttgaaaagat gacatcgccc caagagccaa aaataaatgg gaattgaaaa 

<210> 6185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6185 

tgcactctac cagatttgaa catctagtga ggttcacatt catactaagt 

<210> 6186 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6186 

tggtgatatc tgcttagatt tccctgtatc tttgctgccc tccttcaagt 

<210> 6187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6187 

agttggagct atctgtgcag cagtttctct acagttgtgc ataaatgttt 

<210> 6188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6188 

c 9tgggagga tgacaaagaa gcatgagtca ccctgctgga taaacttaga 

<210> 6189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6189 
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gtggtttggt cagcatacac acttctcatt tcatttgatg tacacagcca 



<210> 6190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6190 

acctgggatt tcatttctgc tgaaagaaat aggaagaaca ggactcactt 

<210> 6191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6191 

gggtgtgatg aatagcgaat catctcaaat ccttgagcac tcagtctagt 

<210> 6192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6192 

agctttcacc acctcgcagt tgtagagata gtccccgaaa tattattcca 

<210> 6193 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6193 

gtgtgaagtg acagccttgt gtgtgatgtt ttctgccttc cccaagtttg 



<210> 6194 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 6194 

ttgttttaac aactcttctc aacattttgt ccaggttatt cactgtaacc a 

<210> 6195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6195 

taagtggatt ggcagactcc ttgttgctta agagtggctt tctaggcagg 

<210> 6196 

<211> 51 

<212> DNA 

<213> Homo sapiens 
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<400> 6196 

ttgttttaac aactcttctc aacattttgt ccaggttatt cactgtaacc a 51 



<210> 6197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6197 

gccagtctct atgtgtctta atcccttgtc cttcattaaa agcaaaacta 50 



<210> 6198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6198 

gtctttcccg tctttcttcc tcacctatgt aatttcagta gtctctcagc 50 



<210> 6199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6199 

ggtccactct cactctttct ctgctgttgc aaatacatgg ataacaccgt 50 

<210> 6200 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6200 

cattcagtat ttattgggaa gacttgtcaa gcaccatgat aagtggtgga 50 

<210> 6201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6201 

agagggggaa ggacttacat gacatcctac tgggaatttg ctagaaacca 50 



<210> 6202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6202 

ctggtgaagc tgactcccca ggtaaagaga tatcagctct gcttcagact 50 

<210> 6203 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6203 

ttgcttcttc ctgctttata gagttcccgt aaaataccct tcaccctggc 50 

<210> 6204 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 6204 

tctgacctcc gtgacgttta ttaccagctg atgtcccgta cactgatttc a 51 

<210> 6205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6205 

gggaagggtc agcaacgatt tctcaccaaa tcactacaca gacacaaagg 5 0 

<210> 6206 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6206 

accactaaat ggttacacta caccaagaca ctaaaatggc agggagccct 50 

<210> 6207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6207 

aaattcaaat cacccttgat acccacttct ttctcccacc caaatctgat 50 

<210> 6208 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 6208 

accatatcgt gcaaaatgta atatggaatt tccaaacatc aatgaaggga t 51 

<210> 6209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6209 

aataagtacc gtatataaac acttctcttt ctctcctcca caatggcacg 50 
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<210> 6210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6210 

agcatcactc ttagaagaag caactccttc ccttgattct gtgtatttgg 50 

<210> 6211 

<211> .53* 

<212> DNA 

<213> Homo sapiens 

<400> 6211 

tcaacccaga atctataatg tatgaaataa attaatagag aacccaacag ate 53 

<210> 6212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6212 

aaggtctcca tctaacaggt agagcagttg gtgcagatga gatgagectg 50 

<210> 6213 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6213 

ggtgatgata ccacctccaa tgaacaggga agcaagttca tcagtcaaca 50 

<210> 6214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6214 

agctgttggg getgeactga getgeaattt ttaacatgga tttataactt 50 

<210> 6215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6215 

aaggaatttg ttttccctat cctaactcag taacagaggg tttactccga 50 

<210> 6216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6216 

cgcacacatt ttctgtatgg acaaatcctg gattggcttc gttatttggt 50 
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<210> 6217 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 6217 

ggtaatgaaa caatcatcca gttaacaatc agcaaggttc ttcagagcct 



<210> 6218 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 6218 

tggaagagtg gactgaagaa agaacttata ctctccctcc tctaaaattg , 

<210> 6219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6219 

tcctgggcta ttggctttat gatatctttt gagaaacagg attttcactt 

<210> 6220 

<211> 50 

<212> DNA 

<213> Homo sapiens 



ccattttagt 



<400> 6220 

accttttaag gatgtcttat ttccacccca actctccact 

<210> 6221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6221 

gaaccttcaa aactgtcact ttgagttcca gaagagtcct tcagcatctt 

<210> 6222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6222 

gtatttgggc ttctccaagc agatcacgca gacgacggtg ctacatttga 

<210> 6223 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6223 

caagcatact ggttctttcc aagctcactg ttctcaccac acggccccac 

<210> 6224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6224 

tccatatcca tttctgacgt tgaaccattt gacagtgcca aggactttgg 

<210> 6225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6225 

aagcctgttt ttcactctaa aaattcaaga ggacacgcta agaacgatca 

<210> 6226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6226 

cctcagcttc caactctgat tccaggacag gatggaaaac ctttggacag 

<210> 6227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6227 

gcgcacatgg ctattttgat acacaaagtt gtgtttgcta ctttagaagc 

<210> 6228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6228 

aactcacgac aattgctaca aaacaccagg gaggggcttt ttgtgttttt 

<210> 6229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6229 

gtctttcccg. tctttcttcc tcacctatgt aatttcagta gtctctcagc 

<210> 6230 
<211> 50 
<212> DNA 
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<213> Homo sapiens 



<400> 6230 

gccctggtat gtatgccttt ctctcctact 

<210> 6231 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6231 

aagaaaccgt ggaagatact ggtttatttc 

<210> 6232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6232 

ccaccto ttc tgacatgaat gfcagcataag ttagcaatcg 

<210> 6233 

<211> so 

<212> DNA 

<213> Homo sapiens 

<400> 6233 

aggttccctt tcaaataaag ataaagaatfc tgacfctggga 

<210> 6234 

<211> so 

<212> DNA 

<213> Homo sapiens 



gtctaatagc acctcgtaaa 

50 



aaatgagcag agtatgttgt 5Q 



gttcttccaa 

50 



cactgccaga 5Q 



<400> 6234 

99Ct99Cctc atttt ^- 9 t tagtacaa ttttcttcag 



tgctaacttg 5Q 



<210> 6235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6235 
actcca ga ac gtcagaaatg 

<210> 6236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6236 

ctgttcgaaa gttggagact gcctgtaccc 
<210> 6237 



tfcataaggaa 5Q 



aggttgatag tcaattgttt 5Q 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6237 

ccaccttgag cgccttcttc tggttggttg tcatgcagtt ctcacacatg 

<210> 6238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6238 

acccttcccc tttttcatat cctttcttca aaaatctaaa tgatgtgcct 

<210> 6239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6239 

agttccagga ggtggtttta aatattggat gaaaacttac aggctgtttt 

<210> 6240 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6240 

acaatacatt tacaaagcca tctttacatg cattaaacga gggctacaac 

<210> 6241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6241 

acaatacatt tacaaagcca tctttacatg cattaaacga gggctacaac 

<210> 6242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6242 

ggcctgaaga aggagataag tgttccattc ggcaacataa gagaagttaa 

<210> 6243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6243 

tccatcccaa aggagagcta ctgtactgac tgtacttgtg gaatgcagcg 
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<210> 6244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6244 

acccaccact ctcaggacca cctgaaggca gaataaaccg gatcctgttg 50 



<210> 6245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6245 

aaattgtgtg agaaggctga taaacgtctg tggtttctcc ctgtgctatt 50 



<210> 6246 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 6246 

gctgggcttc tgcaaaatta taaagttgct ttattaaatt catacatgcg g 51 



<210> 6247 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 6247 

agctgattca ttcattctat gtgtgccact aaataaagag attgagcaag t 51 



<210> 6248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6248 

cttgaagctg tgttggtggc ctgtgacctt ccaatgcaat ctagactgtg 50 



<210> 6249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6249 

ctcatacact tctcagcctc agcacctaac cctcacacaa cactccagta 50 



<210> 6250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6250 
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tgagtattgt tgtgggggcg ggtatgtctg tatataaatc tgtgcagcca 50 



<210> 6251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6251 

aacatatcca gggaggacaa actctgggct ggacaatgta tccacaaggg 50 

<210> 6252 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6252 

agagcaagtc tcagaaataa tgctgtatct acactgtcat gtatttgcca 50 

<210> 6253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6253 

accaccagct atttgtaatt ccttcttcta aggcatagtg aaaacttgct 50 

<210> 6254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6254 

ggacggttgg ctgaatggca acagtgatgg aatatttata tttagccaca 50 

<210> 6255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6255 

aggttgttat caggtggcac aaattaaatc catcttgaag acttcacaca 50 

<210> 6256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6256 

gactcgttac gccgtagttt gtcctatctt gtttatcaaa tgaatttcgt 50 

<210> 6257 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6257 

agagctatgg gtgctacagg cttgtctttc taagtgacat attcttatct 



<210> 6258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6258 

acccttataa accagagccc aggaaagaca gctcgagtgt ataattctct 



<210> 6259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6259 

agctcctccc tctcaacacc cagtttcctt gggagttgtc attaaaggaa 



<210> 6260 

<211> 50 

<212> DWA 

<213> Homo sapiens 

<400> 6260 

gctgtaattc tctgtctcat catccttctc ttttgtttcc atagcctttt 



<210> 6261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6261 

tcgctttcta actgattcca ttccaccatg tcagatactc ctgggctgct 



<210> 6262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6262 

atccaagctt taattctgcc atctcagaat ggtgataaac catttctccc 



<210> 6263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6263 

tcagccaacc tgaatctggt atctttactt aaacacagca gttgtagtta 



<210> 6264 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6264 

tcaatagttg tgaaattctt ctcaggctcc ttaaaccctc gctttgttgt 

<210> 6265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6265 

agaggcaaca cttaaacact agggctactg tggcatctat gtagacagga 

<210> 6266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6266 

tgactttcag gaatgtcagc attgacctct ccttgccact gttactcagc 

<210> 6267 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6267 

tctcaagaga gaacgccaca gcagagagac ccaatccgcc taagttgcag 

<210> 6268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6268 

agagtgagaa ggcagttcca gttttagcac agatttgttt atgtgttcag 

<210> 6269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6269 

ggggtaggaa gaggatggaa ttgagatgtt tgagcctcat ttacatcaat 

<210> 6270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6270 

gctcgctacc agaaatccta ccgataagcc catcgtgact caaaactcac 
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<210> 6271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6271 

gacgcgcaca caccttgagt gacagcgacc tcttctctac aggttttccc 



<210> 6272 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6272 

acttcccctt taggtatccc tggagtaata atgacaacaa aattcactgc 



<210> 6273 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6273 

gtcctttgat agcagaacaa gaggctctgt gatcctctgg acctcagatt 



<210> 6274 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6274 

tgcaggctca ttgtgctcct tcttctgggt ttcaattgga tttcagtcct 



<210> 6275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6275 

gaggactggg accgtgattc cactaaccgg aaaccgtcgc ctttcgggcc 



<210> 6276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6276 

ggatgtgtga tgtttatatg ggagaacaaa aagctgatgt atagccctgt 



<210> 6277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6277 

cctgcaacag ctaaggccaa gccaaactta ccgtggactc aaacactttg 
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<210> 6278 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6278 

gccagaatgg tacagagtgg agggtgttct gctaatgact tcagagaagt 

<210> 6279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6279 

gacaaaatag ttacctatgc tttccttctg gcaccccgaa tgtacgcagg 

<210> 6280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6280 

aagcccagat acacaaaatt ccaccccatg atcaagaatc ctgctccact 

<210> 6281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6281 

tgctgaaagt ggtcccaaag gggtactagt ttttaagctc ccaactcccc 

<210> 6282 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 6282 

gcaactgttt tctaggacat gtttactaga actactttaa gtatgctgtg c 

<210> 6283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6283 

acagttactt tggagctgct agactggttt tctgtgttgg taaattgcct 

<210> ' 6284 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6284 

cgccagaggt cagaacatgt ctattttgaa ttggatcgtt acaaatgagc 50 



<210> 6285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6285 

ttctgacacg attacacaac gaggctttaa tgccatttgg gtaggtgagc 50 



<210> 6286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6286 

actgaaaagt tgaaagactt ttgcagtgaa catttatata actccccgct 50 



<210> 6287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6287 

tggttcctgt gctcaccata gggctggtgt acattgggcc attaataaac 50 



<210> 6288 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6288 

tctgggaaag acatttttaa gctgctgact tcacctgcaa aatctaacag 50 



<210> 6289 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6289 

tgttttacct cactgttgga catacattcc aagcttttca actctaggag 50 



<210> 6290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6290 

tttatctcag aatcttgatg aactctgaaa tgacccctga tgggggcatg 50 



<210> 6291 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6291 

ccgggaagcg gggtactggc tgtgtttaat cattaaaggt accgtgtccg 

<210> 6292 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6292 

agccctttct tgttgctgta tgtttagatg ctttccaatc ttttgttact 



<210> 6293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6293 

ggggtatggt ttagtaatat ccaccagacc ttccgatcca gcagtttggt 

<210> 6294 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6294 

ctctaccata aggcactatc agagactgct actggagtgt atatttggtt 

<210> 6295 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6295 

tggggcactt tgaaaacttc acaggcccac tgctgcttgc tgaaataaaa 

<210> 6296 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6296 

tggcgaggat aaatagaggc attgtttttg ctactttgca tatcattggc 

<210> 6297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6297 

gcaggaaaga tggggtggtg gactgttttt gcctactttt tgtttttgaa 



<210> 6298 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6298 

cagggtatca gatattgtgc cttttggtgc caggttcaaa gtcaagtgcc 



<210> 6299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6299 

aggctgcata tggattgcca agtcagcata tgaggaatta aagacattgt 



<210> 6300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6300 

ttaagaaccc caaagattaa aggaaacaat gttaagggct tttgtgagga 



<210> 6301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6301 

gatacactgt ccagcccagg tccaggccct aggttcttta ctctagctac 



<210> 6302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6302 

actcaggtgg tgctggtgtt agtgatgctg gagaagagaa tattactggt 



<210> 6303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6303 

aaacacagcc caccccattt cagaccgcct tcctgaggag aaaatgacag 



<210> 6304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6304 

ttggcccagt gtgattgatt gctttatctt tggtactttt acttgaatgg 
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<210> 6305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6305 

agcctgaggc aaataaaatt ccagtaattt cgaagaatgg gtgttggcaa 

<210> 6306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6306 

aggaccttga caagccgttt gagatggaat gtaggccctg atgttatgct 

<210> 6307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6307 

tgtaagttga ctttcaaaag tctctggaaa cactggactt tagctggtcc 

<210> 6308 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6308 

aacaagccat gtttgcccta gtccaggatt gcctcacttg agacttgcta 

<210> 6309 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6309 

accgccaaag ccaatcatcc actttcagta cttacctaac caatctccca 

<210> 6310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6310 

tttgggggat ccttttgtaa tgacttacac tggaaatgcg aacatttgca 

<210> 6311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6311 
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ttctggcctt gttcacctag aaacgctatt tcctgtgtta tggttctggc 50 



<210> 6312 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6312 

gggttacatt tgagtctctg tacctgcttg gaagaaataa aaatacgtgt 50 



<210> 6313 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6313 

tgtgggcttg gtataaaccc tactttgtga tttgctaaag cacaggatgt 5 0 

<210> 6314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6314 

actggcaaat gaagcatact ggcttgcagg gaccttctga ttcaagtaca 5 0 

<210> 6315 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6315 

ctcccatcat tccctcccga aagccatttt gttcagttgc tcatccacgc 50 



<210> 6316 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6316 

ggcgtttccc attgaccagt ttgaccctgg tttgaataaa gagaagtgcg 50 

<210> 6317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6317 

gccagtctct atgtgtctta atcccttgtc cttcattaaa agcaaaacta 50 

<210> 6318 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6318 

tgcaatgagg cagtggggta aggttaaatc ctctaaccgt ctttgaatca 

<210> 6319 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6319 

tggcaacttc aactccttga tggcgataat ctctggtatg aatatgagcc 

<210> 6320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6320 

tgcttgggaa atttggtttg taaacctaaa atagccctta tttctgggga 

<210> 6321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6321 

ctttctgcct gaagctgccc ccatgactcc cttctttgtg caaaagcatg 

<210> 6322 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6322 

acccagtttg tgcatagttc atgatcctct ataaaaccag cttttgtgga 

<210> 6323 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6323 

acaccatttc agcgttggat cacagacagc tcttccttta tatcccagca 

<210> 6324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6324 

tggcataatg ttggattgaa tctacatttt ggcagaagtt aaacattccc 

<210> 6325 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6325 

agaatgcctg gttttcgttt gcaatttgct tgtgtaaatc aggttgtaaa 50 

<210> 6326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6326 

atcgttggat tatctttgaa cccccttgtg tggatcattt tgagccgcct 50 

<210> 6327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6327 

atacagggtt ccatccagaa agcattcagt cagagcaagt taaagtcagt 50 

<210> 6328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6328 

aagttgtcct gtgctaaagc aagcgtggga tgatcctacc tacctctagg 50 

<210> 6329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> -6329 

agctagtgat gttttgtcca aaggaagatt ctgacaacag cttcagcaga 50 

<210> 6330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6330 

acacagacat attgaccgca cacaacactg aaatggactg acttgagaaa 50 

<210> 6331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6331 

tggttctctg atttgtaatg agcacctgga tatgtcaatt aaaatgccca 50 
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<210> 6332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6332 

ggcctactga ccaaattgtt gtgttgagat gatatttaac tttttgccaa 



<210> 6333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6333 

cgatagaatt gaagcagtcc acggggaggg gatgatacaa ggagtaaacc 



<2X0> 6334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6334 

ctcaaacgaa attgggcagg ccatttgcgt ggtttctctg gataagttcc 



<210> 6335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6335 

gcacatgaca gtaagcgagg ttttgggtaa atatagatga ggatgcctat 



<210> 6336 

<211> 50 

<212> . DNA 

<213> Homo sapiens 

<400> 6336 

acacaggaac cgcttaccca ccagctctgc ccgcgtctct accgccatag 



<210> 6337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6337 

acaactcaag tgaaaagatg tctccagttt ctgaagataa cgcacgctga 



<210> 6338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6338 

aaaacactcc acctaaaagc aggaaagatg gcaattctaa atagcagcta 
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<210> 6339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6339 

cgccgctcct ggagacctga taacttaggc ttgaaataat tgacttgtct sc 

<210> 6340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6340 

atcccattct ccctctcaag gcaggggtca tagatcctaa gccataaaat 50 

<210> 6341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6341 

acagcatgag aaactgttag tacgcatacc tcagttcaaa cctttaggga 50 

<210> 6342 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6342 

cacaatgctg cctcctctgt ggatgactga tggcaagagt ctgaattgaa 50 

<210> 6343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6343 

taagaaatcc caattttcag gagtggtggt gtcaataaac gctctgtggc 50 

<210> 6344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6344 

cggcagggtg gcctgtaaca atttcagttt tcgcagaaca ttcaggtatt 50 

<210> 6345 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6345 

gctggaggga gaggcactgg ggaatttttc ctggtgaata ctgaagttac 50 

<210> 6346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6346 

tgatactttg gttctctttc ctgctcaggt cccttcattt gtactttgga 50 

<210> 6347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6347 

actgccagtg aagactgtaa agacagaaca cactattttg gagggaggat 50 

<210> 6348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6348 

aggaagagcc tgcacctgtg gtggaacaat cagggaaaag gaagtcaaaa 50 

<210> 6349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6349 " 

tttggagctt ctataggagt ggagaggggc agctcattgt tgagagttgc 50 

<210> 6350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6350 

tgatctgact ggaaaacaat cctgtatccc ctcccaaaga atcatgggct 50 

<210> 6351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6351 

cgttttctga gcatccgttg tgccttaaca ttttctgctt gtcctttggg 50 

<210> 6352 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6352 

actgctgttg catgaataga tgatacaaag caagtgatga ggttggtatg 50 

<210> 6353 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6353 

agtgaaaact ggtacagtgt tctgcttgat ttacaacatg taacttgtga 50 

<210> 6354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6354 

tgtcctctga acctgagtga agaaatatac tctgtccttt gtacctgcgt 50 

<210> 6355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6355 

ccatttccac tacatgcctt tcctaccttc ccttcacaac caatcaagtg 50 

<210> 6356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6356 

aatacagatt cattttattt aagcgtccgt ggcaccgaca gggaccccag 50 

<210> 6357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6357 

gcctcttttc ctgtatcaca caagggtcag ggatggtgga gtaaaagctc 50 

<210> 6358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6358 

ctggggccgt agcaaaaatc atgaaaaaca cttcaacgtg tcctttcaat 50 
<210> 6359 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6359 

cagacctgtg ggctgattcc agactgagag ttgaagtttt gtgtgcatca 

<210> 6360 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6360 

aaggcaacca accacattag aagtcttggc actttgtaac ggaacgggta 

<210> 6361 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6361 

gaagtgacac tgactgtatc tacctctcct tttcttcatc aggtgttcct 

<210> 6362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6362 

aattccaaag gagtgatgtt ggaatagtcc ctctaaggga gagaaatgca 

<210> 6363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6363 

agcccctcca ccccacccag tacttttaca atgtgttatt aaagacccct 

<210> 6364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6364 

ccatccttga gaaatgtggg caccaagtcc ataatctcca taaatccaat 

<210> 6365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6365 

tatgagttta tgcgttttcc cagccctccg aatcactgac tggggcgttt 
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<210> 6366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6366 

agttggagct atctgtgcag cagtttctct acagttgtgc ataaatgttt 50 

<210> 6367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6367 

cgtgggagga tgacaaagaa gcatgagtca ccctgctgga taaacttaga 50 

<210> 6368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6368 

gtggtttggt cagcatacac acttctcatt tcatttgatg tacacagcca so 

<210> 6369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6369 

gtgtgaagtg acagccttgt gtgtgatgtt ttctgccttc cccaagtttg so 

<210> 6370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6370 

gtctttcccg tctttcttcc tcacctatgt aatttcagta gtctctcagc so 

<210> 6371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6371 

tgtttcgtaa attaaatagg tctggcccag aagacccact caattgcctt 50 

<210> 6372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6372 
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gtggaaatca gcacacaacc acaatgacat ttaagcacag gatcattatt 



<210> 6373 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6373 

agaatggcag acctgtttgc tgaagtgttc ataagataac aataggcttg 

<210> 6374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6374 

tgggattttg tttttaagtc atttggtttg gggaggacct tgtttatttt 

<210> 6375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6375 

tggacaaact gacagggact gctttgaaag acaggtactc agttgagtat 

<210> 6376 

<211> 50 , 

<212> DNA 

<213> Homo sapiens 

<400> 6376 

aagcctgttt ttcactctaa aaattcaaga ggacacgcta agaacgatca 

<210> 6377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6377 

aggttccctt tcaaataaag ataaagaatt tgacttggga cactgccaga 

<210> 6378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6378 

ctgttcgaaa gttggagact gcctgtaccc aggttgatag tcaattgttt 

<210> 6379 

<211> 50 

' <212> DNA 

<213> Homo sapiens 
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<400> 6379 

agcagagtta agtttaaatt tccattctca ctagtttgtg acctttgcca 50 

<210> 6380 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6380 

tgagtattgt tgtgggggcg ggtatgtctg tatataaatc tgtgcagcca 50 

<210> 6381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6381 

cccttgcaga tacatgagac aggcaggggc tggagtcttg ttccatcctg 50 

<210> 6382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6382 

gagtagttgt ctttcctggc actaacgttg agctcgtgta cgcactgaag 50 

<210> 6383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6383 

gagtccaatc tacactctag tagtgaagac agaagagttg gcatacgagt 50 

<210> 6384 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6384 

ggctgaactt actcattaag ccacataact tcgagtcaag ttccagtcca 50 

<210> 6385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6385 

gctctcaagc ctcctccaat aaagctctat cgggaaacaa atgaaccagt 50 

<210> 6386 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6386 

aggaatgcac acattgctcc aggatcactg tgaggattaa aggagatggt 

<210> 6387 

<211> 5.0 

<212> DNA 

<213> Homo sapiens 

<400> 6387 

agtaacggaa cagttcccag tactcctggt tcctaggtga gcaggtgatg 

<210> 6388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6388 

ggtgtgaacc atgagaagtt cgacaacagc ctcaagatca tcagcaatga 

<210> 6389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6389 

ggaggtgtat aggctgggat ttgaaaagga aaataatcag cgtggtgcca 

<210> 6390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6390 

cctagacacc tgcatcagtc aaggtcatgg atattgggaa gacagacagc 

<210> 6391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6391 

tccagcagat ataggaagca gtgtatctaa acagacaaat aaaaaggcct 

<210> 6392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6392 

atctagtgta cgagacttgg agtcaggcag tgagactggt ggggcacggg 
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<210> 6393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6393 

tggtttaatg gaaaatgctc tggaaaattc ttttgcaaca gttcatcgct 50 

<210> 6394 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6394 

cactaaaaga gtggggaggt gcagcacctg gctggggaac aagaatatgg 50 

<210> 6395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6395 

aaacgaatca cgtgcctcga aagggacata tattgttcct ttaagcattt 50 

<210> 6396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6396 

aagggttcaa tttcttcttt ggaaggtgat ggtaagggtg tggctccaga 50 

<210> 6397 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6397 

tggacaattc caagtccaag aggactgtct actttcgacc ttgtgtgatt 50 

<210> 6398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6398 * 

ttgtgttaac ctgttgtcca cgctaagata caaacttccc ggaggaaagt 50 

<210> 6399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6399 

tgtcacagtg ttctattatt tgcccggttc ttaaagtgag agcatcctga 50 
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<210> 6400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6400 

acaatgatat tgatgaggca cccagtcttt tcatttactc tgagtgaagt 50 

<210> 6401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6401 

agatcgagat cttcagtcct ctgcttcatc tgtgagcttg ccttcagtca 50 

<210> 6402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6402 

ggccagagac cctaagctgc ttaatacatt tataccacat ccttctcagc 50 

<210> 6403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6403 

cccttggaat tacttgttca acttctttct ttcccactag acggggactt 50 

<210> 6404 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6404 

ctttgtagat gcagagagaa gctataagaa accccagtac ttgccgggcg 50 

<210> 6405 

<211> 54 

<212> DNA 

<213> Homo sapiens 

<400> 6405 

actgccacat ctgactttac agaataacca atgtaagtta aaatagagaa acag 54 

<210> 6406 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6406 

agtcttgcga gtcaactcag actcaaatgt agaactggga aggacagtgc 50 

<210> 6407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6407 

agcactgtgc agatggcttt agaagattca gaacagaagc acaatctgtt 50 

<2I0> 6408 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6408 

agcactgtgc agatggcttt ggaagattca gaacagaagc acaatctgtt 50 

<210> 6409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6409 

ctatggagtc ttggaggaca ctggagtcac catgctaaca ctgtgcagat 50 

<210> 6410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6410 

ccctgtcacc cttcgtggcc agtgccagac agtaactagt ggatgctaaa 50 

<210> 6411 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6411 

gagagaatag ggtagagaga ccgggacttg ggtagagatg accgggattc 50 

<210> 6412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6412 

agtggaagct aggagaaata tcgaatgtgt tagggacttt gaagttacca 50 

<210> 6413 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6413 

ctgcatctct ctttactacc agtgattaca aagtggggtt tggtgggagt 

<210> 6414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6414 

tctctgactt cttattacca aggacactct atctgttgcc tcttactctt 

<210> 6415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6415 

cagttcccag atgtgcgtgt tgtggtcccc aagtatcacc ttccaatttc 

<210> 6416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6416 

aacgaccctg tattgcagaa gattgtagac attctgtatg ccacagatga 

<210> 6417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6417 

gggtcccgag cccttcaaga gctagattta ctcaagtttg ttcccttgcc. 

<210> 6418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6418 

cactgaagcc aaaccacaga agacttttga gaatgaggag acaaatgagt 

<210> 6419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6419 

aggtgaaaat tactcttcag aagatagcag agtggataat ggcccatcga 
<210> 6420 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6420 

tgcagtgaga ctacatttct gtctaaagaa gatgtgtgag ttccgtcctt 50 

<210> 6421 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6421 

tccagccagc cagctcattt cactttacac cctcatggac tgggattata 50 

<210> 6422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6422 

tttcatacat tggaactcca cctgactttg gaccaacccc agaacagagc 50 

<210> 6423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6423 

agcaccggaa tacaaaaatg atactatgct gccctcctag atctcaggga 50 

<210> 6424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6424 

tgcccataca catgagtatt tgtctaaaac atgtcttctt tgtagcagct 50 

<210> 6425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6425 

gcaaatctaa actgcaggaa aatttttgca cccgaagtat tcagatccct 50 

<210> 6426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6426 

ggcccagtgc taatgtaacc aatgatgcca tgtcgatatt ggaaaccata 50 
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<210> 6427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6427 

ggggaagaac aagataatct agtgacctca ccacagtcta tgcccaggcc 50 

<210> 6428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6428 

aattcaactg aaggcgagga atgttggtga tgaagctgag atcaggactc 50 

<210> 6429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6429 

cacctatatc gaaagtttgg gctcatctcc cattggtggc aaagacctcc 50 

<210> 6430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6430 

tggtggaaaa gtgtgtctgt ctgacaatta cactcaagtt tacctctggt 50 

<210> 6431 

<211> 53 

<212> DNA 

<213> Homo sapiens 

<400> 6431 

acgataatac tgttggttac tgccataaat attggaagct aatgtaaaat gca 53 

<210> 6432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6432 

ttctcttata aaggacagca agtttaaaat ggagcaagga gcattggaaa 50 

<210> 6433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6433 
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tggccaaaga atagaagctc tagaccttcc ttatttctat cgtgaaaaca 50 



<210> 6434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6434 

acatgacctg tgcagtgtgt ggctgtgaat tctgttggct ttgtatgaaa 50 

<210> 6435 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6435 

tgacataact accatccctg caactaatga acccaccctc acagcttcct 50 

<210> 6436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6436 

gaatgacata aaccccctcc ggtctgaggt ccggccttcc agcttgtctc 50 

<210> 6437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6437 

gcctttctca ctccatcccc acccaaagtg ctcagacctt gtctagttat 50 

<210> 6438 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6438 

tcgttttaca acgtcgtgac tgggaaaacc ctggcgttac ccaacttaat 50 

<210> 6439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6439 

tgttttgttt tctgaaacga aatcctgctc tgttggccca gctagaacgc • 50 

<210> 6440 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6440 

cagaagctgg atgacgttgc tccatcttca ctctgttaat gagacatgat 

<210> 6441 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6441 

cacatcttcc attcagccct accatgaaaa ccgtacctcg ggcgcgacca 

<210> 6442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6442 

aatttgcttt aaattgagtt tccttgccat tgcacactcc tatctttctg 



<210> 6443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6443 

cagatgacac gcgctctcca ccacccaacc caaaccatga gaatttgcaa 

<210> 6444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6444 

cccatgctgt tgattgctaa atgtaacagt ctgatcgtga cgctgaataa 

<210> 6445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6445 

gacacagaca gaccaagcta tagtcagacc tggttacaca catacacaca 

<210> 6446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6446 

tggcaaagat cactgaaatt taggacacca aagctaaaac cccaaatgct 

<210> 6447 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6447 

gcttgtgctc gagaccgctt gctatagaaa cgctgagctg ctggtttatg 50 

<210> 6448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6448 

ctggttaaaa gccccattac tgaccttcgc cgccaccacg cctatcacta 50 

<210> 6449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6449 

gcatccacct ccttctctgt ctcatgtgtg ctcttcttct ttctacagta 50 

<210> 6450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6450 

ttaaatctat caagaattca tccaaattgg taccctgccg ggccgcctcg 50 

<210> 6451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6451 

agtgctgtat tgactttgct cggcagtaga tgaagctatt ctgaacccaa 50 

<210> 6452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6452 

tgctggacaa agacaatgag atgattattg gtggtgggat ggctgttacc 50 

<210> 6453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6453 

gtggaaaagt cactaccagg ctggcaggga atggggcaat ctattcatac 50 
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<210> 6454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6454 

aagggacagg gagcgggcac aaaataaaac ttagtttggt agaaattata 50 

<210> 6455 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6455 

tcaaagcact ggagatgaga gccaggatgg acccgaaaag aattttacag 50 

<210> 6456 

<211> 56 

<212> DNA 

<213> Homo sapiens 

<400> 6456 

caggaacatg gctgcagcat ataaaaagaa ttgaattcca tacttttgtt aaccct 56 

<210> 6457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6457 

ttgccataac cacgcttgta gattagttca tttactgact tcagattggg 50 

<210> 6458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6458 

ttacaggcaa ccggagcatc caatcacctt tctctaagag agtacctcgg 50 

<210> 6459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6459 

aaaagcatct tcgagaggga ctgtcaattc tcgactattt tccaacccgc 50 

<210> 6460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6460 

aagaaggagc ttaatgccag gaacagattt tgcagttggt ggggtctcaa 50 
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<210> 6461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6461 

agagacacct aaattacaga tttgtgagct gagagctgga gtttttcatt 

<210> 6462 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6462 

aacagcaaag agagttacga attacgttac ttccagatta accaggacga 

<210> 6463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6463 

agcgcaagat agatttggaa taggaataag ctctagttct taacaaccga 

<210> 6464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6464 

gcatggacaa gatgccaagg cccggatgct ttaggatgaa gttcttatct 

<210> 6465 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6465 

cctccagtca ccatacacag gttaccagtg tcgaacttga tgaaatcagt 

<210> 6466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6466 

ccaaacatct ggacttgtga ctgtaaaagg ggaggaggta gccaatgatt 

<210> 6467 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6467 

ttatggtggt cggggtgggt ggtagttcaa tgggaggtat gggatttatt 

<210> 6468 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6468 

agctgtctgg ctcaaagatc tacattctga agttggctgg aaatgtcttg 

<210> 6469 

<211> 50 

<212> DNA 

£? <213> Homo sapiens 

<400> 6469 

ctggttccta ccagtgccag tgccttcagg gcttcacagg ccagtacctc 

<210> 6470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6470 

tgacacagac tgtttcaatc ttggagcagc gactgacttt gacagaagat 

<210> 6471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6471 

tgctatttaa agcaccatga taaatatgag, gccacttgga aatccatcca 

<210> 6472 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6472 

gcaggcgatg ctctataatc taaaatgtat ctctctttcc ctaagctgaa 

<210> 6473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6473 

aagtaagacc acctgtgaac ttgatcatta tctggcgcac ataggaagat 

<210> 6474 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6474 

gctggggctg ggaattgcgt gggctaatgt gtcatttgac ttaagaaact 50 

<210> 6475 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6475 

tttgggaaga accgattgct aaattatgcc taattcatgt cagaagaggg 50 

<210> 6476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6476 

aagcagtata ccatttatat agcaaacagc cagtggccag ttcactgtat 50 

<210> 6477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6477 

ctgccctttg gtagtgagag gaccacgcca atgatgcttt taagtaacct 50 

<210> 6478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6478 

catttcttca tctctaaggc acacttgcta cccctctttg ctgaccccag 50 

<210> 6479 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6479 

gcctgcgtgt ctgtctcagt gtttcctggt cctcctctaa gtactctaaa 50 

<210> 6480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6480 

aatcctagac atgtgcttgt cattgctccc atgaaggtag ttttcaaaca 50 
<210> 6481 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6481 

accaatagag aagaagctct agaagacaaa atcccaaacc ttggcacaaa 50 

<210> 6482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6482 

ggcttcaaca gaaacatcaa atgccaagac cagtgagaga gcgtcaaaaa 50 

<210> 6483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6483 

gcaagcccac taaaataaac atctaaccag catctttccc ccattatagg 50 

<210> 6484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6484 

atggatctgt tcctctgtgc taaatgtctt gtggcagggt gtgtttgtgg 50 

<210> 6485 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6485 

gccgtaatgt ctcgggatct ctaataatag aggaggtgag ttgtggtgtc 50 

<210> 6486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6486 

aggcactcct caaccagtgt tcactgaatt caactgctga aattgtaaca 50 



<210> 6487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6487 

agagagggtt ttaagggagg gcttgtgaat acttgggaga atacggaagg 
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<210> 6488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6488 

atgaatttga agacatggtg gctgaaaagc ggctcatccc agatggctgt 50 

<210> 6489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6489 

ttccacagat aggtaagcca ggcgcggcaa gatgagactg tattcagtta 50 

<210> 6490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6490 

tcttgtccta gtcattgtgg caaccccatc tgacaccttg tgtagtacct 50 

<210> 6491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6491 

ttctggcaag ctcttgtcat ggtgttcgac acttccttct gtcttcttgg so 

<210> 6492 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6492 

tttcaacatg gctagatcca tcagaaactg aaggcgggga gaaagctctc 50 

<210> 6493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6493 

ggtactcaaa ggaaattact ctttctctgg aaccctggca gaaagtttta 50 

<210> 6494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6494 
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atccttccta ccttttatta tgaaagtttt ggtacctggc ccggcgagcg 

<210> 6495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6495 

attaaggttt ttaacatcta ctttgggtga tggagccttc aatgaagtca 

<210> 6496 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6496 

gaaagactac gaatttcgct gggaggtaat agggaagcct tccacataaa 

<210> 6497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6497 

aaatgaggtc agcaataacc ttgattcggt cctccactgg caacatttta 



<210> 6498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6498 

cttctctccc tgtaaecagg cagtgtgtgg gcggggctca gaacatatct 

<210> 6499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6499 

gttgccctga tctggaaatc ctgttgcttc ttctgggatg aaggaacctc 



6500 
50 
DNA 

Homo sapiens 
<400> 6500 

taagataacc cacaggcact tcctgtcata aagccaacga cacagaccag 

<210> 6501 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 
<211> 
<212> 
<213> 
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<400> 6501 

atgggaacag gatgttaaat acacacatac atacgcacac aagcgttggg 50 

<210> 6502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6502 

cctctgctat cactagagaa tgtagagaat ggaaatggct gcctttatgc 50 

<210> 6503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6503 

gatacagatg tgattattca gcctcaaggg gacttctcca ttgcgtaacg 50 

<210> 6504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6504 

ttattgttac caattagaat cagcaattca actgtgcggt gatttggcct 50 

<210> 6505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6505 

tcatcacttg ggttaactaa aggtttgcgt atcacacaat tacactacaa 50 

<210> 6506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6506 

ttcatagtca aacaaaaggt aagatcatgc atatacccac ggcaacaagg 50 

<210> 6507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6507 

cccaccccct tcccctccat gtgaagattt gggtgcttaa catatcattt 50 

<210> 6508 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6508 

gggagacatg ctgattccac tcaaagatct cataataaac agctttggcc 50 

<210> 6509 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6509 

aaataaattt ggaatgggac attgtgctgt ttcaccttca atgctgttaa 50 

<210> 6510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6510 

agaacagtct tgggttcagg ggtgtgatgc cagaatgtat tttcgtacct 50 

<210> 6511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6511 

aaggcgaagt caatcccatc tccctgaacc caactgccag taggtagttc 50 

<210> 6512 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6512 

agttaaactg ttggtgaggt agtgtgtcag gtactctgta tattagctct 50 

<210> 6513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6513 

actggataaa cagaacggat caaagataaa agtattcttg ttgcctgggc 50 

<210> 6514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6514 

gtcccttagg ggagggagag ttgtcctctt tgcccacagt ctaccctcag 50 
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<210> 6515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6515 

actggactac tgaactttag aatactgtcc taaggaaata ggtctgggca 

<210> 6516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6516 

caaacaacaa aagtggcctc catcgctgtg agcctctcaa gggacagggc 



<210> 6517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6517 

aaggtggctg gcttttatga tacagtggtg gtaatgtagc cctttttggt 



<210> 6518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6518 

tgctcaattg ccatacatgc actataggcc gggatagaaa atcgtcagct 



<210> 6519 

<211> 50 

<212> 'DNA 

<213> Homo sapiens 

<400> 6519 

ttcaaggatg tgactgatat ctggtgtggt ttattttgtt tgttttgggg 

<210> 6520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6520 

agctttggaa atttgaacaa ggtggggaca aaatcaggca ataacagact 



<210> 6521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6521 

cacttcctga gtgtttcctg agaacaaagg atcagagctt cggctgtgag 
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<210> 6522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6522 

ttttcctttt cgctgacttt cccactcact gtctgtctct cattttctct 

<210> 6523 

<211> 50 

<212> DNA 

<213> Homo sapiens " 

<400> 6523 

gcatgggaat tggctgtcat cactcatagc acggtgtata aactcaagga 

<210> 6524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6524 

gtccactcaa gttacctggc tgtctatctt ttggctgacc cctgaagcga 

<210> 6525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6525 

ctaagtaagc aaagaggcag aggggaggag gggagtgttt ggtactgtcc 

<210> 6526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6526 

tggtgcggtg ttcatgatta ttatgcaggg tggaagttca gtatttggtc 

<210> 6527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6527 

agcacatttg tgcagaaagg ttttgcaggt atctgaggca ctgctcacct 

<210> 6528 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6528 

agaacaacac gggattgaag tgggaagaga tgggaccctc attggatctg 

<210> 6529 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6529 

ggaacaatag acctcttcac tagctccctg ctgtttgatg gtttggttgg 

<210> 6530 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6530 

agaggatgac tttgaggtaa atgtttacga tgcacggttt taggcgatgt 

<210> 6531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6531 

gtgtcctggg gagtgaggag aggtggagta gactctgaga ggagtgaaaa 

<210> 6532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6532 

agatcatgtc tggattgtgt ttcctattac ctagagacga acacagatct 

<210> 6533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6533 

gtgtcccagg acgagcggga gtgcaccatg gacctctccg agttcatgaa 

<210> 6534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6534 

tgtatggctt atagccagag atgaaacaga acccaagtta atattgccag 

<210> 6535 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6535 

aggtttcaga atctgggcct tacctttaca ggttcaacaa aagaatggca 

<210> 6536 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6536 

aagatgaggc gtagctcatg tacaaatgca gcattctcat aagtgcttta 

<210> 6537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6537 

agatagtggt atttgggtgc tgggcttgtc tgaactgagg aggtgggtgc 

<210> 6538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6538 

ccttgcacca gagacgactg acatatatag atgggagtca ctcatgcgct 

<210> 6539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6539 

ggtgtagcgt gaagatctgg acagcgcact acgacccggg ccactgtttc 

<210> 6540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6540 

agaagcaaac ctgtgaagct actatcgttt atcatcagtg tgaatgcact 

<210> 6541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6541 

tagtgataca atttggggtg ccagaggttg ggggtaagga attttgaagc 
<210> 6542 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6542 

gtgtggccta aggaacacct cttgtgggga gtaagagcca gcccttcctc 

<210> 6543 

<211> 50 

<212> DNA 

<213> Horao sapiens 

<400> 6543 

agatgcgggc gcaagcttat gtcctgttat gagggtttaa attagattgg 

<210> 6544 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6544 

tcataacgcc cttcaaaaca ttgaataaaa tcagtgcaaa acattgagca 

<210> 6545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6545 

tgagaaagga gttagcagaa tattaacata ccgagaagct gttgttagca 

<210> 6546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6546 

ctggagactc aggtcgctta agtggagggg acgggcacag ccattcctcc 

<210> 6547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6547 

aaagacctgc cacttatttt tggctctcat ctgtactctt aagtgtgtgt 

<210> 6548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6548 

agacacagct gcagaaaact tattcttttc aagcatgcac agtcacaaaa 
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<210> 6549 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6549 

cattcaacaa cacaaaccga gcacctactg tgtgccacgc cacagacaag 5 0 

<210> 6550 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6550 

cctaggaaac acaggtcaaa gaaacacagt ccaacatgta ttcagaattc 50 

<210> 6551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6551 

aaacgcaatc tattttaggt ttgagattag aagctgaggc caaggactca . 50 

<210> 6552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6552 

tcctccagat gcatggtccg tgaagaaatt taatagcaaa gacgagaaga 50 

<210> 6553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6553 

ggctctcatg cttatgccac acatccttga ttctgcttag gagtctctgg 50 

<210> 6554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6554 

aagcctgagc taacaagagc tgaggacagt agcttattcc tctttatggg . 50 

<210> 6555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6555 
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tggatgatgg gattggataa gcatgtggac tggattgtgt tacaaactct 50 



<210> 6556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6556 

tgctgtttct aggattaaca cgaaatcatc actttgccat attttgagct 



<210> 6557 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6557 

ggctcagcac aaaagagaat tcgtagcact ttcatgtgaa agcagaccca 

<210> 6558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6558 

gatattaagg tactttcagt acaaatctgg tgctgtgagt gggctcatcc 



<210> 6559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6559 

tccagtttct cataaacaaa ttcttctatc ctggcatttg gatttgggtt 



<210> 6560 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6560 

tcatggtcat agctgtaacc tgtgtgaaat agtaatcaga tcaaaaagcg 



<210> 6561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6561 

atatgtacct ggagggcgga cgatcgaaat tactagtgaa ttagcggcag 



<210> 6562 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6562 

tgcgagtgta atttctgtaa ggagggtatg ggataattaa tagcacgcct 50 

<210> 6563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6563 

gcccccagca ttcaattcat tttgtaccct tagtttaaag aacttctccc 50 

<210> 6564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6564 

aactttgctt tctgaaggtt ttggtgtacc tcgggcgcga acacgctaat 50 

<210> 6565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6565 

attgactcca ctttgtgcca agctctgcgg gtaggcatat ttcatatctt 50 

<210> 6566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6566 

cagtggagaa gctgcactgt ctccgggctt gtgtgatccg atctctgtac 50 

<210> 6567 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6567 

agctttgaaa gtaatgtcta accctgctgt cagtttatca caagtgcatt 50 

<210> 6568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6568 

agcttaattg aattggagga gcaccgaaca ggcagtttcc tgagcagtgg 50 

<210> 6569 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6569 

gctctcactg atctctcttc tctatctctt tctgcagtta taccagcact 50 

<210> 6570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6570 

tgagaagagc tgtgaaggca gaggcggggc aagtgcaaag gtcctgactt 50 

<210> 6571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6571 

aactccctgt tcagttcagt tgctaatgat ctcaagctct tccctgatta 50 

<210> 6572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6572 

cagcctaatg cctaaccaca cagataccat tggtgggcga cgtgacccag 50 

<210> 6573 * 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6573 

caccatcttt tgctcggata ctagcccgca atacccactc acctaccacc 50 

<210> 6574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6574 

agggtctcca ccttacagaa gtacatgaac aaccagagat agcagggctg ,50 

<210> 6575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6575 

accaggaaaa gtaaaaatca tagttggtgt ctctcgggtt tctcaccttc 50 
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<210> 6576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6576 

atgtatgaga gagattcgag atgagttaaa ggagggaagg gaggggtggt 

<210> 6577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6577 

catgagtatt ggcactgggg ttcaagttcc agggcagagc aggataagag 

<210> 6578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6578 

ctcctggggc tggagtcctg gtctgccttc tggggacaga gattaggtcg 

<210> 6579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6579 

tggaacttca gtcaaaaaca tctgtacttt gtacaggaca aagatttggc 

<210> 6580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6580 

atagaacttg ttttacctat gagccttgcc ttgtatttat tcactgtggc 

<210> 6581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6581 

acatctcttg tgaaagttca aatgttacag caaggtgtaa acactccact 

<210> 6582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6582 

gggtgaatta atcgggagat gggtagtcag ggcaaatgat gggtgggttt 
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<210> 6583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6583 

tgcaattgtg gagacaaatt gttagagttt aaatcctggc tctgttccct 

<210> 6584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6584 

ggacctatgt cctcaagaca tggaaactac tagttctgtc gtgccaggag 

<210> 6585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6585 

aattaaggat gccctaccga catctatcag catacctgga acaggttcga 

<210> 6586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6586 

cggccaaccc aggagggcag gtgttttggg catctggttt atagtacctc 

<210> 6587 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6587 

gctggggtga aaacttgaag actcagacct cagtggaaac agatgaatgt 

<210> 6588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6588 

ccccaggctc tgtgacgctt gaaattctaa ttagcgcaga aaagggctaa 

<210> 6589 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6589 

cctgactacg tgttttcccc acagacatca cactggttca cctcgttgaa 50 

<210> 6590 

<211> 53 

<212> DNA 

<213> Homo sapiens 

<400> 6590 

aatggaaaga cacttctgta tacactggaa atctcaggaa atttcttttt tec 53 

<210> 6591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6591 

gacagtacag taccctaaga gcactgagga gggccacccc aegtgaaetc 50 

<210> 6592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6592 

tttccttgga gatttcaggc atettaggee ggaagggacc tcgaaggtgg 50 

<210> 6593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6593 

ctccgcttct ttcactcatt cgtttagtgt ttctttaagc tttgccttgt 50 

<210> 6594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6594 

tccacatttt gatcatgeat ttatgaaagc cctgggtttg ttattgagaa 50 

<210> 6595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6595 

gctatcttct gctgaatcag cgtaatgctg atatacaccc tattttctgt 50 

<210> 6596 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6596 

aaaagaaaag tttttcaacc cagggaattt atagtgggtg tcagtcgaga 50 

<210> 6597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6597 

aggagacgat gtagggggaa gtgtgttaga ttgtaatgga ggggtttgga 50 

<210> 6598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6598 

gctctttccc agacccagcc gccaggttct ctgtagaaga aaataaatgc 50 

<210> 6599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6599 

aaggaggaat gggaatctca agctcaaggg cactctcact aattgtgggt 50 

<210> 6600 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6600 

aaatagccac cttctcccca ttttctgtca gaacacacac tttatatcca 50 

<210> 6601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6601 

tttggtaaaa gagattggag gggacaccag ggaaaccagg attttctggc 50 

<210> 6602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6602 

aagtgctaag gcattctcta aactatcttt ccagctccgg gcgacaatgg 50 
<210> 6603 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6603 

ccactctcta agtcaagcga gtccttcctg catacctgta ctgggtgctg 50 

<210> 6604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6604 

ggactttgca ggcttcattc cctgtctgtg tcttttcctt ctggtgtgtt 50 

<210> 6605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6605 

atttgctggc caatcctgct gactatgaat ctttgggggc actgagttac 50 

<210> 6606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6606 

ctggggtact ggggaaaagg aactggtatt gagattttat atttggggcg 50 

<210> 6607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6607 

ttgagtaagg ctcagagttg cagatgaggt gcagagaaca tcctgtgact 50 

<210> 6608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6608 

ggtcacagag agaaatggta gctgaagaag cagggcacga gggctctaac 50 

<210> 6S09 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6609 

tttccggtat attcgtgtgg gttgactttt tgtgtgtgtg gttgtggtgg 50 
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<210> 6610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6610 

ggatctcttg ctcctctcac ctgtgtgaca gactactaac agcccaactg 50 

<210> 6611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6611 

acagtgtggg acagaagagt gctcagtgat taaatgcctg ataatagatt 50 

<210> 6612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6612 

ctctctcgca atttacaacc gctttcagta ccattcaccg tcactcctct 50 

<210> 6613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6613 

ctttggggag tggagttgtt gtagatgggg agagaatcag aacaaggaga 50 

<210> 6614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6614 

ccttactgct tacggtcatc ggtcatcagc ccaacccgct tggttaggtg 50 

<210> 6615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6615 

agagtataat ttccccagtg tggagtggtt agtgttgcta aagaagaggt 50 

<210> 6616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6616 
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ctgatgtcgt gtctgcactc acctggtcat gtgttctgtt gtgcggtagt 



<210> 6617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6617 

aggggcagag aagaatccac actcacaaga gatgaccagg agtaaaactg 

<210> 6618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6618 

cccagcagag gccaacaagc agccataccc aaacttcagc caaaataaaa 

<210> 6619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6619 

tgtgcaaata cggcgagaag aagtgcatga gaaagtgctt tataagctgt 

<210> 6620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6620 

ccagcttttc ctttgatgtt agttagcagt aagtcacagg tttgagcccc 

<210> 6621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6621 

ggcacgcatc ctcattcctg catgctctta gaatatctat caatgatcat 

<210> 6622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6622 

acttctatac tcagtgcgct gtgggtaacc aagcaagcag gtttgttgtc 

<210> 6623 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6623 

gcgggatggt gggaagacag acactgcctt agagcatgaa taattgaaga 50 

<210> 6624 

<211> 52 

<212> DNA 

<213> Homo sapiens 

<400> 6624 

aggtagacta tttagctgga agcatccaaa caggggattt taaaaatact ca 52 

<210> 6625 

<211> 52 

<212> DNA 

<213> Homo sapiens 

<400> 6625 

aaaatgtagg ttaaaactct cacttaagaa ggagaagatc tgagtaaacc ca 52 

<210> 6626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6626 

acctgaacaa tgaatgaaga aaggaagact tggttcttct agctctggac 50 

<210> 6627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6627 

catggctcac aagctctaac actcccctcc ctccagatcc taagaagaag 50 



<210> 6628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6628 

tctgagcttc acttcaagaa ctggtagtcc aaaagaactg gttcgttcag 



<210> 6629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6629 

acttcactca ctttttagcc tgttcatatg agcttgtcag tgcttttgtt 

<210> 6630 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6630 

tgaggaggat gggaggcgca caggcaattt agctagatat agaaagagaa 

<210> 6631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6631 

agctgatttg gattcttgcg gtttgcatcg gtctaattta tcaagtgtgt 

<210> 6632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6632 

tccatccttg gaagcttgac aagcattcac actactggct cacctactat 

<210> 6633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6633 

tagcactgta gccagagtcc ctgcttgtac caggaagctg ggtggtggtt 

<210> 6634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6634 

tggatagtca gaattacgtg ttttgtggat tggggaggga ggggaggaaa 

<210> 6635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6635 

gcactcctgg aaccttctca ctaattcggg gaccagtttt gtgaatgttg 

<210> 6636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6636 

ttgctgcgga tgacctgact gagccctggg agactgtgct ataatctctc 
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<210> 6637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6637 

agaaggagga tctgttctaa acatctgcga ggggaggaca aagcattgaa 

<210> 6638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6638 

cttgcatctg agtgaagatg aacctttctt tcccagccct gagagaggga 

<210> 6639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6639 

gtctagctgg caggtgatgg atgaatggat gagctggcag accaacagaa 

<210> 6640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6640 

tgcatggaaa tgtttcgagt acggggaaaa taagggagcc aaaactgtgt 

<210> 6641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6641 

ttttaaggtg tgactcaatt tacaggcatt ctgtattttt gcgatttggt 

<210> 6642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6642 

acctttggga gaaagtctta caactacatg aaatgcagat ttatggactc 

<210> 6643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6643 

gaagggacag aacaatcaac tgtgagagat gggaagaaaa ctcaaatgga 
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<210> 6644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6644 

ctagtttggg gactttcatt gggcacgtga atccaggagg gctgaatttt 

<210> 6645 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6645 

ggcccagatt gtagacagca taaaaataat tttgggcttt tcctgttaaa 

<210> 6646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6646 

ctgggcttct tgtgtgagaa gcaccgcagc caagaacaac cagtgcaact 

<210> 6647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6647 

gaagggggat tcggtgatgg gggaagccaa gggacaaggg aaaaaggaaa 

<210> 6648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6648 

aacccaacca tgaaaaagaa gaagctctgg actacggcca ggcgtgggag 

<210> 6649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6649 

tggctatttg agttttctct tacatgaaat gcctggcaac gtacactggc 

<210> 6650 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6650 

tgaactctga tttccgccga aactaggagg aaacacccaa aagaagacgg 50 



<210> 6651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6651 

tttgctggga ctaaaatcaa aactgcactg cagagcaggt gagggttcat 



<210> 6652 

<211> 58 

<212> DNA 

<213> Homo sapiens 

<400> 6652 

tggagagtgt gtgtattacc atttttttac attgcatcac attttaccat ctatatct 



<210> 6653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6653 

tttgaagccc ctcatagaga agagactgta ccataagaga agcccactca 

<210> 6654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6654 

aactctcagt ccatgagctt gattactcca ttgtaccatt tggaagccca 



<210> 6655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6655 

gtgggtagcc attaagtggt ctggcacaga aagggacaag tagcttcaag 

<210> 6656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6656 

ctggtgctga gtggagtcac agtaaggctg tagatggagc gccctgggaa 

<210> 6657 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 6657 

ttttgatgtg accagtcgtg catggcgggg gacaggagct tagggggaat 50 

<210> 6658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6658 

attatgcatg tcgaggggac aacttttatt aaacaggagg ggtgtgtctt 50 

<210> 6659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6659 

tggtcatgtt tccctcttta ctccacgaca gtttcattat tgtaaccagg 50 

<210> 6660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6660 

ttctgttggt tatatgaatg gcagttattg tctcccagtg tgtgggttct 50 

<210> 6661 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6661 

agtcctggca actttacctg ggaattgtct gtaatcttta agcagtggcg 50 

<210> 6662 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6662 

aggacttatc tagctttcac agattcagag tgcgtttcaa acatcattgt .50 

<210s» 6663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6663 

tttaacaggc ttatctagga cataggccca agagggagga ggaggaaggc 50 
<210> 6664 



984/1427 



WO 02/057414 



PCI7US01/47856 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6664 

ctccaggccg aacgagcctc cactctggat taagatctgt catcttgaca 

<210> 6665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6665 J 
gcaggacttg tggcaggact caacgggaga gaaagaggct gaaacataaa 



<210> 6666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6666 

aagaacatcc caacttttcc ggtaggcaag tgtcaagtca cctggacaat 



<210> 6667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6667 

tctgtggctt gttgtgggac cctgcgccct ttaaattagg gcatatttta 

<210> 6668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6668 

gcgctaaaaa cctggtgatt aaatgacaaa cagaacgtga gaagagattt 



<210> 6669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6669 

tcctgcacac aacaaataaa gacaagaata aagggccacc catcagtagc 



<210> 6670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6670 

atgttgttca aattaaacat cataccacat gggggcagct accaattttt 
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<210> 6671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6671 

taatatgaaa agctggaaaa gaattaaggg gttgaggaga cgtgccgggt 50 

<210> 6672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6672 

gttaccctga cgaatgcagt cctcgtgtgg aatgtctatg ccctcttgag 50 

<210> 6673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6673 

acaccagcag tcatagggga aaggggaata cagttaattg ggtatttgtt 50 

<210> 6674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6674 

actccctccc atctctggtc tttagttgga agcaagcttt cggacaacgg 50 

<210> 6675 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6675 

tccaacaagg gttacggcag aatttatgcg aaagtcttct ttgggctaaa 50 

<210> 6676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6676 

ttgttctgct caggccaagg attgttgtgt gctctgtatt tgctgctttg 50 

<210> 6677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6677 
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50 



<210> 6678 

<211> 50 

<212> DNA 

<213,> Homo sapiens 

<400> 6678 

gtgggttttt agacacctgc agcaagaaga aatactgact gactaggcat 

<210> 6679 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6679 

ttttaaagaa aaatctatta tcttggagca tggatggggg aatgcgaagg 

<210> 6680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6680 

cagaagaaac atggcaaact gctctgtgct ttcaaaccaa agtgttcccc 

<210> 6681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6681 

gttacttaag atcagtatgt gtggtgcata tgtgatttcg accattcagt 

<210> 6682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6682 

gagaatttcc gtctgatcta tgacaccaag ggtcgctttg ctgtacctcg 

<210> 6683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6683 

ctgggttaat actcaccaac tttgagaagg ttggtctctg ctcttctgta 

<210> 6684 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6684 

ggaaagacag gtgagtgtgc cacaactacc taacacatca gcaaatctgg 

<210> 6685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6685 

gtcactttag cgagcgggaa aacaatggcg gaaagggaaa acctggaaag 

<210> 6686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6686 

cgataagctg tggtgttggg agtgagagat gttactttgc gaatgttcaa 

<210> 6687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6687 

aaaggctagg tttgcgaaag cccttctaaa actatgcttt ggtggttact 

<210> 6688 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6688 

ctgaccctgc cgggcggaag ataaaacaaa aacgagaaga acaagcaaga 

<210> 6689 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6689 

aagattgtaa aaatacattt taggctcaag agttccaggg gtttcagagc 

<210> 6690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6690 

tgcaagctgg caccttcacg tttattttta aagggcttca catcaaagat 

<210> 6691 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6691 

aaacaaagaa ggaaaatgaa gagggggaaa agatgaacat caggctgggt 

<210> 6692 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6692 

tccaaaggat gttctggtgt tgcagcatga tttctggtgt tagtctttct 

<210> 6693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6693 

tttgtgggtg cgtgagaggg gatttatact ccttgagcca tattttgtga 

<210> 6694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6694 

gggttcacag catgggtgga ggtaagtagt attctcattg gttggttagt 

<210> 6695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6695 

gacagtgaga agaatatgga gtagagtcct tttggtcttt gaggcggtca 

<210> 6696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6696 

aacagctgaa gaacaagaag gtgagctctg aatgcgtcag gtggtcattc 

<210> 6697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6697 

ggctgaccag tacaggcttg ggaattttat ggttgggtgg tttctaccaa 



989/1427 



WO 02/057414 



<210> 6698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6698 

gggggagcta tattactgat taaaaccacc atttcttcac ccaacttatg 

<210> 6699 , 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6699 

aagtcttgta ttatgaggta ctggggctct gggggatatt gagatgagaa 

<210> 6700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6700 

agtcctgctg aatcattggt ttatagaaga ctatctggag ggcctgatag 

<210> 6701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6701 

ggagcttcca gtctaataga aaagatgcac ttacgaatag actttgggta 

<210> 6702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6702 

tctgtgctct gtggacccgt caccctgagc tcctcagttg ctgaaccatc 

<210> 6703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6703 

tgctggcatg tggatagact ttagcaaatg gtagtcatct tctaatttct 

<210> 6704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6704 

aatgggaatc ttaaggcctc tctggaaagg gtgtgagggg gtcgaggggg 
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<210> 6705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6705 

tgcatattgt cactgactgg ctagggtctc taaatttatg aaaccttaca 50 

<210> 6706 

<211> 52 

<212> DNA 

<213> Homo sapiens 

<400> 6706 

gtcagcaact aaaaagggag atatatctta gagagactgg aataagcaac tc 52 

<210> 6707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6707 

ggaaggactc aaactggcca taaaggcaat acggcatgtt cattacacca 50 

<210> 6708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6708 

tttgttgact atgaaatagt ggtcctggtt ttaactcttt ggggttccct 50 

<210> 6709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6709 

aattatattt taggctgatg tgggtggtct gtaatgctct catttaccac 50 

<210> 6710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6710 

ctgtgtttct gtatggtatt gcatttgtcc cggcctgttg ggtttggtgg 50 

<210> 6711 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6711 

ttcatgctca ttaggacatt gaacaaatgg cagagtaaga aagtttggcc 

<2l0> 6712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6712 

gggaatggac tcatatgcaa gattgctgac ttcggattgg cccgattgat 

<210> 6713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6713 

caacacatgg gacgggaagg aaatccttcc gtgtgatttt gttaaaaata 

<210> 6714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6714 

cagccacctc ctcaggtcag acaagcccag cacccaaata ccactatctg 

<210> 6715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6715 

ggcttcccta ttacctccca gcgaaattcg tagtctttct ctatggagtt 

<210> 6716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6716 

tgctgatgtg ttaggtagtt gtggcacact cacctgtctt tcctaaatgc 

<210> 6717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6717 

ttcatgctca gcaaaacaac gttttaggat ggtgagagaa gacaaagtaa 

<210> 6718 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6718 

tattaaccac tcacgggagc tctccatgca tttggtattt tcgtctgggg 50 

<210> 6719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6719 

ttacctgctt tgcatgctct ccatcgtcaa agtcttctgg aaacttaggc 50 

<210> 6720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6720 

ccccacccca acacatacaa acgtttccca ccaatccttg aactgcaaaa 50 

<210> 6721 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6721 

ttcaaggtcc caatacccaa ctaactcgaa ggaagaaatg gaaatctatt 50 

<210> 6722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6722 

tgcacagaac tcttacttac atgtctcatc gaaactccag aacaccgtcg 50 

<210> 6723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6723 

tgcatgtatc ccggtaattc aaatccaatt tcacagccac tgctgaatat 50 

<210> 6724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6724 

tacaggaaaa tgaaactaga cgggtggggg acactagaat gaaaaccagt 50 
<210> 6725 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6725 

agtttctgct ttcagtgact gaggctttgc tttaacctgg tgactcccaa 50 

<210> 6726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6726 

tcccacttca agttaagcac caaagcaatc actaattctg gagcacagga 50 

<210> 6727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6727 

catggatggg ggcagtggtg tttctagtgt gtgaggaagc agagcagatg 50 

<210> 6728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6728 

tcaccacaga tgggaagatc gtttcctgaa aacagtctat aaatcacaga 50 

<210> 6729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6729 

cagacgctcc agtgctgccg aggttagtgt gtttattaga cctgaaatga 50 

<210> 6730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6730 

ccctttaggc ctcttgcccg aacagtgaac actaatagat atcctaagct 50 

<21o> 6731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6731 

atggggatca tgttttattt ttctctatat aatgggccag tgtgttccca 50 
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<210> 6732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6732 

agctgtagac cataagccac cttcaggtag tggtttggga aatcaagcaa 50 

<210> 6733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6733 

tgtacttatg cttgtcttct ctacctgccc ccagtcttga agtggtggaa 50 

<210> 6734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6734 

ggagggtgtg ggaagcaaga gaagaacatt ctgttagggg cagagaagaa 50 

<210> 6735 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6735 

gcatctccag ctttcatagt tacccaactt gtaaaccaga agatgtgctg 50 

<210> 6736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6736 

ggccagtgcc agacggtagc tagttggatg ctaaaggtag aatttagata 50 

<210> 6737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6737 

ggcattgtag gttgacacca gcaaagactc agagtgactt gagcattgga 50 

<210> 6738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6738 
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agcccatttg gatatggccc atctttacct aatggctact atagtgaggt 



<210> 6739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6739 

aatcacagca gtaactccca gtaggaaaga ttctcaaagg aatagttctt 



<210> 6740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6740 

aatggtcagg cacaggtaga atcaaagtcc tgtatgtatg ttcacacaga 



<210> 6741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6741 

tacctgaagg tgtagagagt gcccgcatcc agcaaggcca acagctccac 



<210> 6742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6742 

ctgtgttttt cccaaagcaa caatttcaaa caaagtgaga gccactgaca 



<210> 6743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6743 

gactccgagc tcaagtcagt ctgtaccccc aacccctaac ccactgcatc 



<210> 6744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6744 

tgtaactgac tttatgtatc actcaagtct tgcctttact gagtgcctga 

<210> 6745 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6745 

tctctctaac caaaactgta atcttcagga ccagcaaact cagcccaagg 

<210> 6746 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6746 

aactcttggt taaatgggtt aatagaggat tggaacactt tgtttgctgt 

<210> 6747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6747 

agaagcaaac ctgtgaagct actatcgttt atcatcagtg tgaatgcact 

<210> 6748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6748 

ggactaactt ccacctcctc tgctacttcc agctgcttct aatcacactt 

<210> 6749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6749 

agtcttccac ccagcatagg tatcacacaa ccagctctgt tttactcctg 

<210> 6750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6750 

ttagctggta cattgttcag agtttactgg gagccggtaa gatagtcacc 

<210> 6751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6751 

agcgtgatgc ttcctcatgt cggtgatttt ctgttgagac atcttcaagc 

<210> 6752 
<211> 56 
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<212> DNA 

<213> Homo sapiens 

<400> 6752 

cagggttaac aaaagtatgg aattcaattc tttttatatg ctgcagccat gttcct 56 

<210> 6753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6753 

tgtaafctgat ttccgcataa acggtcatta ctggcaccta tggcagcacc 50 

<210> 6754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6754 

gtgatccact tggagctgct actggtccca ttgagtccta tagtacttca 50 

<210> 6755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6755 

tgccatgaaa tctctattaa ttctcagaaa gatcaaagga ggtcccgtgt 50 

<210> 6756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6756 

cccacctggc aaatcctcaa gtgtgaccct agtcatcttt ctccttttgg 50 

<210> 6757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6757 

gctaaacaga aaagaacctg aagtacagtt cccgtcttca aagaagatgc 50 

<210> 6758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6758 

atcctcctcc cctgggatgg catagaagag actttaaaac caaatgagcc 50 
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<210> 6759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6759 

gtcagtaagc tctgcctgcc aagaagacac agtgagaggt gtccacagtc 50 

<210> 6760 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6760 

gtttccactt agttacttct tcctacctgc tgtgaagctc tgcaccctgc 50 

<210> 6761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6761 

agagtaatcc acatcccagg gacagtcaca atgacctacg gctttagctg 50 

<210> 6762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6762 

gcagggctac accaagtcca ttgatatttg gtctgtaggc tgcattctgg 50 

<210> 6763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6763 

tcttctctaa aatgccctcc tctccttcct ttttccagac ctggtttaaa 50 

<210> 6764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6764 

tcgccatttg gtagttccac agtgactgct cttctatttt acgaagccac 50 

<210> 6765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6765 

gtagattact atgagaccag cagcctctgc tcccagccag ctgtggtgtg 50 



999/1427 



WO 02/057414 



<210> 6766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6766 

tttccttttc gctgactttc tcactcactg tctgtctctc attttctcca 



<210> 6767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6767 

tggtaagttt ctggcagtgt ggagacaggg gaataatctc aacagtaggt 



<210> 6768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6768 

ccatggtggt gcttgacttt gctttggggc ttaatcctag tatcatttgg 



<210> 6769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6769 

tcagtgggtg ttggttgtcc attagttgag acttagttgt tgctctggga 

<210> 6770 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6770 

ggctggacag cagatgattc aaatctcaat actacatgcc cattctgtgg 

<210> 6771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6771 

caggatggaa caagactcca gcccctgcct gtctcatgta tctgcaaggg 

<210> 6772 

<211> 50 

<212> DNA 

<213> Homo sapiens 



1000/1427 



WO 02/057414 



PCT/US01/47856 



<400> 6772 

cttcagtgcg tacacgagct caacgttagt gccaggaaag acaactactc 50 

<210> 6773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6773 

actcgtatgc caactcttct gtcttcacta ctagagtgta gattggactc 50 

<210> 6774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6774 

tggactggaa cttgactcga agttatgtgg cttaatgagt aagttcagcc 50 

<210> 6775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6775 

actggttcat ttgtttcccg atagagcttt attggaggag gcttgagagc 50 

<210> 6776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6776 

accatctcct ttaatcctca cagtgatcct ggagcaatgt gtgcattcct 50 

<210> 6777 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6777 

catcacctgc tcacctagga accaggagta ctgggaactg ttccgttact so 

<210> 6778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6778 

tcattgctga tgatcttgag gctgttgtcg aacttctcat ggttcacacc 50 

<210> 6779 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6779 

tggcaccacg ctgattattt tccttttcaa atcccagcct atacacctcc 

<210> 6780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6780 

gctgtctgtc ttcccaatat ccatgacctt gactgatgca ggtgtctagg 

<210> 6781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6781 

aggccttttt atttgtctgt ttagatacac tgcttcctat atctgctgga 

<210> 6782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6782 

cccgtgcccc accagtctca ctgcctgact ccaagtctcg tacactagat 

<210> 6783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6783 

agcgatgaac tgttgcaaaa gaattttcca gagcattttc cattaaacca 

<210> 6784 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6784 

ccatattctt gttccccagc caggtgctgc acctccccac tcttttagtg 

<210> 6785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6785 

aaatgcttaa aggaacaata tatgtccctt tcgaggcacg tgattcgttt 
<210> 6786 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6786 

tctggagcca cacccttacc atcaccttcc aaagaagaaa ttgaaccctt 

<210> 6787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6787 

aatcacacaa ggtcgaaagt agacagtcct cttggacttg gaattgtcca 

<210> 6788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6788 

actttcctcc gggaagtttg tatcttagcg tggacaacag gttaacacaa 

<210> 6789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6789 

tcaggatgct ctcactttaa gaaccgggca aataatagaa cactgtgaca 

<210> 6790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6790 

acttcactca gagtaaatga aaagactggg tgcctcatca atatcattgt 

<210> 6791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6791 

tgactgaagg caagctcaca gatgaagcag aggactgaag atctcgatct 

<210> 6792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6792 

gctgagaagg atgtggtata aatgtattaa gcagcttagg gtctctggcc 
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<210> 6793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6793 

aagtccccgt ctagtgggaa agaaagaagt tgaacaagta attccaaggg ,50 

<210> 6794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6794 

cgcccggcaa gtactggggt ttcttatagc ttctctctgc atctacaaag 50 

<210> 6795 

<211> 54 

<212> DNA 

<213> Homo sapiens 

<400> 6795 

ctgtttctct attttaactt acattggtta ttctgtaaag tcagatgtgg cagt 54 

<210> 6796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6796 

gcactgtcct tcccagttct acatttgagt ctgagttgac tcgcaagact 50 

<210> 6797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6797 

aacagattgt gcttctgttc tgaatcttct aaagccatct gcacagtgct 50 

<210> 6798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6798 

aacagattgt gcttctgttc tgaatcttcc aaagccatct gcacagtgct 50 

<210> 6799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6799 
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atctgcacag tgttagcatg gtgactccag tgtcctccaa gactccatag 50 

<210> 6800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6800 

tttagcatcc actagttact gtctggcact ggccacgaag ggtgacaggg 50 

<210> 6801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6801 

gaatcccggt catctctacc caagtcccgg tctctctacc ctattctctc 50 

<210> 6802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6802 

tggtaacttc aaagtcccta acacattcga tatttctcct agcttccact 50 

<210> 6803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6803 

actcccacca aaccccactt tgtaatcact ggtagtaaag agagatgcag 50 

<210> 6804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6804 

aagagtaaga ggcaacagat agagtgtcct tggtaataag aagtcagaga 50 

<210> 6805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6805 

gaaattggaa ggtgatactt ggggaccaca acacgcacat ctgggaactg 50 

<210> 6806 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6806 

tcatctgtgg catacagaat gtctacaatc ttctgcaata cagggtcgtt 50 

<210> 6807 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6807 

ggcaagggaa caaacttgag taaatctagc tcttgaaggg ctcgggaccc 50 

<210> 6808 ' 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6808 

actcatttgt ctcctcattc tcaaaagtct tctgtggttt ggcttcagtg 50 



<210> 6809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6809 

tcgatgggcc attatccact ctgctatctt ctgaagagta attttcacct 50 



<210> 6810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6810 

aaggacggaa ctcacacatc ttctttagac agaaatgtag tctcactgca 50 

<210> 6811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6811 

tataatccca gtccatgagg gtgtaaagtg aaatgagctg gctggctgga 50 

<210> 6812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6812 

gctctgttct ggggttggtc caaagtcagg tggagttcca atgtatgaaa 50 

<210> 6813 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6813 

tccctgagat ctaggagggc agcatagtat catttttgta ttccggtgct 

<210> $814 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6814 

agctgctaca aagaagacat gttttagaca aatactcatg tgtatgggca 

<210> 6815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6815 

agggatctga atacttcggg tgcaaaaatt ttcctgcagt ttagatttgc 

<210> 6816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6816 

tatggtttcc aatatcgaca tggcatcatt ggttacatta gcactgggcc 

<210> 6817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6817 

ggcctgggca tagactgtgg tgaggtcact agattatctt gttcttcccc 

<210> 6818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6818 

gagtcctgat ctcagcttca tcaccaacat tcctcgcctt cagttgaatt 

<210> 6819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6819 

ggaggtcttt gccaccaatg ggagatgagc ccaaactttc gatataggtg 
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<210> 6820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6820 

accagaggta aacttgagtg taattgtcag acagacacac ttttccacca 

<210> 6821 

<211> 53 

<212> DNA 

<213> Homo sapiens 

<400> 6821 

tgcattttac attagcttcc aatatttatg gcagtaacca acagtattat cgt 

<210> 6822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6822 

tttccaatgc tccttgctcc attttaaact tgctgtcctt tataagagaa 

<210> 6823 

<211> 50 

<212> DNA 

<213> Homo -sapiens 

<400> 6823 

tgttttcacg atagaaataa ggaaggtcta gagcttctat tctttggcca 

<210> 6824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6824 

tttcatacaa agccaacaga attcacagcc acacactgca caggtcatgt 

<210> 6825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6825 

aggaagctgt gagggtgggt tcattagttg cagggatggt agttatgtca 

<210> 6826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6826 

gagacaagct ggaaggccgg acctcagacc ggagggggtt tatgtcattc 
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<210> 6827 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6827 

ataactagac aaggtctgag cactttgggt ggggatggag tgagaaaggc 

<210> 6828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6828 

attaagttgg gtaacgccag ggttttccca gtcacgacgt tgtaaaacga 

<210> 6829 

<211> 50 

<212> *DNA 

<213> Homo sapiens 

<400> 6829 

gcgttctagc tgggccaaca gagcaggatt tcgtttcaga aaacaaaaca 

<210> 6830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6830 

atcatgtctc attaacagag tgaagatgga gcaacgtcat ccagcttctg 



<210> 6831 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6831 

tggtcgcgcc cgaggtacgg ttttcatggt agggctgaat ggaagatgtg 

<210> 6832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6832 

cagaaagata ggagtgtgca atggcaagga aactcaattt aaagcaaatt 



<210> 6833 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6833 

ttgcaaattc tcatggtttg ggttgggtgg tggagagcgc gtgtcatctg 

<210> 6834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6834 

ttattcagcg tcacgatcag actgttacat ttagcaatca acagcatggg 

<210> 6835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6835 

tgtgtgtatg tgtgtaacca ggtctgacta tagcttggtc tgtctgtgtc 

<210> 6836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6836 

agcatttggg gttttagctt tggtgtccta aatttcagtg atctttgcca 

<210> 6837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6837 

cataaaccag cagctcagcg tttctatagc aagcggtctc gagcacaagc 

<210> 6838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6838. 

tagtgatagg cgtggtggcg gcgaaggtca gtaatggggc ttttaaccag 

<210> 6839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6839 

tactgtagaa agaagaagag cacacatgag acagagaagg aggtggatgc 

<210> 6840 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6840 

cgaggcggcc cggcagggta ccaatttgga tgaattcttg atagatttaa 50 

<210> 6841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6841 

ttgggttcag aatagcttca tctactgccg agcaaagtca atacagcact 50 

<210> 6842 

<2H> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6842 

ggtaacagcc atcccaccac caataatcat ctcattgtct ttgtccagca 50 

<210> 6843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6843 

gtatgaatag attgccccat tccctgccag cctggtagtg acttttccac 50 

<210> 6844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6844 

tataatttct accaaactaa gttttatttt gtgcccgctc cctgtccctt 50 

<210> 6845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6845 

ctgtaaaatt cttttcgggt ccatcctggc tctcatctcc agtgctttga 50 

<210> 6846 

<211> 56 

<212> DNA 

<213> Homo sapiens 

<400> 6846 

agggttaaca aaagtatgga attcaattct ttttatatgc tgcagccatg ttcctg 56 
<210> 6847 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6847 

cccaatctga agtcagtaaa tgaactaatc tacaagcgtg gttatggcaa 

<210> 6848 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6848 

ccgaggtact ctcttagaga aaggtgattg gatgctccgg ttgcctgtaa 



<210> 6849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6849 

gcgggttgga aaatagtcga gaattgacag tccctctcga agatgctttt 



<210> 6850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6850 

ttgagacccc accaactgca aaatctgttc ctggcattaa gctccttctt 



<210> 6851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6851 

aatgaaaaac tccagctctc agctcacaaa tctgtaattt aggtgtctct 



<210> 6852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6852 

tcgtcctggt taatctggaa gtaacgtaat tcgtaactct ctttgctgtt 



<210> 6853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6853 

tcggttgtta agaactagag cttattccta ttccaaatct atcttgcgct 
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<210> 6854 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6854 

agataagaac ttcatcctaa agcatccggg ccttggcatc ttgtccatgc 50 

<210> 6855 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6855 

actgatttca tcaagttcga cactggtaac ctgtgtatgg tgactggagg 50 

<210> 6856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6856 

aatcattggc tacctcctcc ccttttacag tcacaagtcc agatgtttgg 50 

<210> 6857 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 6857 

aataaatccc atacctccca ttgaactacc acccaccccg accaccataa 

<210> 6858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6858 

caagacattt ccagccaact tcagaatgta gatctttgag ccagacagct 50 

<210> 6859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6859 

gaggtactgg cctgtgaagc cctgaaggca ctggcactgg taggaaccag 50 

<210> 6860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6860 
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atcttctgtc aaagtcagtc gctgctccaa gattgaaaca gtctgtgtca 50 

<210> 6861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6861 

tggatggatt tccaagtggc ctcatattta tcatggtgct ttaaatagca 50 

<210> 6862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6862 

ttcagcttag ggaaagagag atacatttta gattatagag catcgcctgc 50 



<210> 6863 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 6863 

atcttcctat gtgcgccaga taatgatcaa gttcacaggt ggtcttactt 50 

<210> 6864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6864 

agtttcttaa gtcaaatgac acattagccc acgcaattcc cagccccagc 50 



<210> 6865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6865 

ccctcttctg acatgaatta ggcataattt agcaatcggt tcttcccaaa 50 

<210> 6866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6866 

atacagtgaa ctggccactg gctgtttgct atataaatgg tatactgctt 50 

<210> 6867 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6867 

aggttactta aaagcatcat tggcgtggtc ctctcactac caaagggcag 50 

<210> 6868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6868 

ctggggtcag caaagagggg tagcaagtgt gccttagaga tgaagaaatg 50 

<210> 6869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6869 

tttagagtac ttagaggagg accaggaaac actgagacag acacgcaggc 50 

<210> 6870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6870 

tgtttgaaaa ctaccttcat gggagcaatg acaagcacat gtctaggatt 50 

<210> 6871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6871 

tttgtgccaa ggtttgggat tttgtcttct agagcttctt ctctattggt 50 

<210> 6872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6872 

tttttgacgc tctctcactg gtcttggcat ttgatgtttc tgttgaagcc 50 

<210> 6873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6873 

cctataatgg gggaaagatg ctggttagat gtttatttta gtgggcttgc 50 

<210> 6874 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6874 

ccacaaacac accctgccac aagacattta gcacagagga acagatccat 

<210> 6875 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6875 

gacaccacaa ctcacctcct ctattattag agatcccgag acattacggc 
<210> 6876 

<211> 50 * 

<212> DNA 

<213> Homo sapiens 

<400> 6876 

tgttacaatt tcagcagttg aattcagtga acactggttg aggagtgcct 

<210> 6877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6877 

ccttccgtat tctcccaagt attcacaagc cctcccttaa aaccctctct 

<210> 6878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6878 

acagccatct gggatgagcc gcttttcagc caccatgtct tcaaattcat 

<210> 6879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6879 

taactgaata cagtctcatc ttgccgcgcc tggcttacct atctgtggaa 

<210> 6880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6880 

aggtactaca caaggtgtca gatggggttg ccacaatgac taggacaaga 
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<21Q> 6881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6881 

ccaagaagac agaaggaagt gtcgaacacc atgacaagag cttgccagaa 50 

<210> 6882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6882 

gagagctttc tccccgcctt cagtttctga tggatctagc catgttgaaa 50 

0 

<210> 6883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6883 

taaaactttc tgccagggtt ccagagaaag agtaatttcc tttgagtacc 50 

<210> 6884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6884 

cgctcgccgg gccaggtacc aaaactttca taataaaagg taggaaggat 50 

<210> 6885 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 6885 

tgacttcatt gaaggctcca tcacccaaag tagatgttaa aaaccttaat 

<210> 6886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6886 

tttatgtgga aggcttccct attacctccc agcgaaattc gtagtctttc 

<210> 6887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6887 

taaaatgttg ccagtggagg accgaatcaa ggttattgct gacctcattt 



50 



50 



50 
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<210> 6888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6888 

agatatgttc tgagccccgc ccacacactg cctggttaca gggagagaag 50 

<210> 6889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6889 

gaggttcctt catcccagaa gaagcaacag gatttccaga tcagggcaac 50 

<210> 6890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6890 

ctggtctgtg tcgttggctt tatgacagga agtgcctgtg ggttatctta 50 

<210> 6891 

<211> 50 

<212> DNA 

<213> Homo sapiens ' 

<400> 6891 

cccaacgctt gtgtgcgtat gtatgtgtgt atttaacatc ctgttcccat 50 

<210> 6892 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6892 

gcataaaggc agccatttcc attctctaca ttctctagtg atagcagagg 50 

<210> 6893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6893 

cgttacgcaa tggagaagtc cccttgaggc tgaataatca catctgtatc 50 

<210> 6894 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6894 

aggccaaatc accgcacagt tgaattgctg attctaattg gtaacaataa 

<210> 6895 

<211> 50 ' 

<212> DNA 

<213> Homo sapiens 

<400> 6895 

ttgtagtgta attgtgtgat acgcaaacct ttagttaacc caagtgatga 

<210> 6896 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6896 

ccttgttgcc gtgggtatat gcatgatctt accttttgtt tgactatgaa 

<210> 6897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6897 

aaatgatatg ttaagcaccc aaatcttcac atggagggga agggggtggg 

<210> 6898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6898 

ggccaaagct gtttattatg agatctttga gtggaatcag catgtctccc 

<210> 6899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6899 

ttaacagcat tgaaggtgaa acagcacaat gtcccattcc aaatttattt 

<210> 6900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6900 

aggtacgaaa atacattctg gcatcacacc cctgaaccca agactgttct 

<210> 6901 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6901 

gaactaccta ctggcagttg ggttcaggga gatgggattg acttcgcctt 

<210> 6902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6902 

agagctaata tacagagtac ctgacacact acctcaccaa cagtttaact 

<210> 6903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6903 

gcccaggcaa caagaatact tttatctttg atccgttctg tttatccagt 

<210> 6904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6904 

ctgagggtag actgtgggca aagaggacaa ctctccctcc cctaagggac 

<210> 6905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6905 

tgcccagacc tatttcctta ggacagtatt ctaaagttca gtagtccagt 

<210> 6906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6906 

gccctgtccc ttgagaggct cacagcgatg gaggccactt ttgttgtttg 

<210> 6907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6907 

accaaaaagg gctacattac caccactgta tcataaaagc cagccacctt 
<210> 6908 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6908 

agctgacgat tttctatccc ggcctatagt gcatgtatgg caattgagca 50 

<210> 6909 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6909 

ccccaaaaca aacaaaataa accacaccag atatcagtca catccttgaa 50 

<210> 6910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6910 

agtctgttat tgcctgattt tgtccccacc ttgttcaaat ttccaaagct 50 

<210> 6911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6911 

ctcacagccg aagctctgat cctttgttct caggaaacac tcaggaagtg 50 

<210> 6912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6912 

agagaaaatg agagacagac agtgagtggg aaagtcagcg aaaaggaaaa 50 

<210> 6913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6913 

tccttgagtt tatacaccgt gctatgagtg atgacagcca attcccatgc 50 

<210> 6914 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 6914 

tcgcttcagg ggtcagccaa aagatagaca gccaggtaac ttgagtggac 



50 
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<210> 6915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6915 

ggacagtacc aaacactccc ctcctcccct ctgcctcttt gcttacttag 50 

<210> 6916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6916 

gaccaaatac tgaacttcca ccctgcataa taatcatgaa caccgcacca 50 

<210> 6917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6917 

aggtgagcag tgcctcagat acctgcaaaa cctttctgca caaatgtgct 50 

<210> 6918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6918 

cagatccaat gagggtccca tctcttccca cttcaatccc gtgttgttct 50 

<210> 6919 

<211> 50 

<212> DNA 

<213> Homo sapiens" 

<400> 6919 

ccaaccaaac catcaaacag cagggagcta gtgaagaggt ctattgttcc 50 

<210> 6920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6920 

acatcgccta aaaccgtgca tcgtaaacat ttacctcaaa gtcatcctct 50 

<210> 6921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6921 
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ttttcactcc tctcagagtc tactccacct ctcctcactc 

<210> 6922 

<212> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6922 

agatctgtgt tcgtctctag gtaataggaa acacaatcca gacatgatct 

<210> 6923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6923 

ttcatgaact cggagaggtc catggtgcac tcccgctcgt cctgggacac 

<210> 6924 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 6924 

ctggcaatat taacttgggt tctgtttcat ctctggctat aagccataca 

<210> 6925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6925 

tgccattctt ttgttgaacc tgtaaaggta aggcccagat tctgaaacct 

<210> 6926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6926 

taaagcactt atgagaatgc tgcatttgta catgagctac gcctcatctt 

<210> 6927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6927 

gcacccacct cctcagttca gacaagccca gcacccaaat accactatct 

<210> 6928 

<211> 50 

<212> DNA 

<213> Homo sapiens 



cccaggacac 50 



50 



50 



50 



50 



50 



50 
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<400> 6928 

agcgcatgag tgactcccat ctatatatgt cagtcgtctc tggtgcaagg 

<210> 6929 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6929 

gaaacagtgg cccgggtcgt agtgcgctgt ccagatcttc acgctacacc 

<210> 6930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6930 

agtgcattca cactgatgat aaacgatagt agcttcacag gtttgcttct 

<210> 6931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6931 

gcttcaaaat tccttacccc caacctctgg caccccaaat tgtatcacta 

<210> 6932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6932 

gaggaagggc tggctcttac tccccacaag aggtgttcct taggccacac 

<210> 6933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400>' 6933 

ccaatctaat ttaaaccctc ataacaggac ataagcttgc gcccgcatct 

<210> 6934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6934 

tgctcaatgt tttgcactga ttttattcaa tgttttgaag ggcgttatga 

<210> 6935 
<211> 50 



1024/1427 
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<212> DNA 

<213> Homo sapiens 

<400> 6935 

tgctaacaac agcttctcgg tatgttaata ttctgctaac tcctttctca 

<210> 6936 

<21l> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6936 

ggaggaatgg ctgtgcccgt cccctccact taagcgacct gagtctccag 

<210> 6937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6937 

acacacactt aagagtacag atgagagcca aaaataagtg gcaggtcttt 

<210> 6938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6938 

ttttgtgact gtgcatgctt gaaaagaata agttttctgc agctgtgtct 

<210> 6939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6939 

cttgtctgtg gcgtggcaca cagtaggtgc tcggtttgtg ttgttgaatg 

<210> 6940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6940 

gaattctgaa tacatgttgg actgtgtttc tttgacctgt gtttcctagg 

<210> 6941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6941 

tgagtccttg gcctcagctt ctaatctcaa acctaaaata gattgcgttt 



PCT/US01/47856 



50 



50 



50 



50 



50 



50 
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<210> 6942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6942 

tcttctcgtc tttgctatta aatttcttca cggaccatgc atctggagga 

<210> 6943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6943 

ccagagactc ctaagcagaa tcaaggatgt gtggcataag catgagagcc 

<210> 6944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6944 

cccataaaga ggaataagct actgtcctca gctcttgtta gctcaggctt 

<210> 6945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6945 

agagtttgta acacaatcca gtccacatgc ttatccaatc ccatcatcca 

<210> 6946 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6946 

agctcaaaat atggcaaagt gatgatttcg tgttaatcct agaaacagca 

<210> 6947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6947 

tgggtctgct ttcacatgaa agtgctacga attctctttt gtgctgagcc 

<210> 6948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6948 

ggatgagccc actcacagca ccagatttgt actgaaagta ccttaatatc 
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<210> 6949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6949 

aacccaaatc caaatgccag gatagaagaa tttgtttatg agaaactgga 50 

<210> 6950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6950 

cgctttttga tctgattact atttcacaca ggttacagct atgaccatga 50 

<210> 6951 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 6951 

ctgccgctaa ttcactagta atttcgatcg tccgccctcc aggtacatat 

<210> 6952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6952 

aggcgtgcta ttaattatcc cataccctcc ttacagaaat tacactcgca 50 

<210> 6953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6953 

gggagaagtt ctttaaacta agggtacaaa atgaattgaa tgctgggggc 50 

<210> 6954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6954 

attagcgtgt tcgcgcccga ggtacaccaa aaccttcaga aagcaaagtt 50 

<210> 6955 

<211> 50 

<212> DNA 

<213> Homo sapiens 



1027/1427 



WO 02/057414 



PCT/US01/47856 



<400> 6955 

aagatatgaa atatgcctac ccgcagagct tggcacaaag tggagtcaat 50 

<210> 6956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6956 

gtacagagat cggatcacac aagcccggag acagtgcagc ttctccactg 50 

<210> 6957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6957 

aatgcacttg tgataaactg acagcagggt tagacattac tttcaaagct 50 

<210> 6958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6958 

ccactgctca ggaaactgcc tgttcggtgc tcctccaatt caattaagct 5 0 

<210> 6959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6959 

agtgctggta taactgcaga aagagataga gaagagagat cagtgagagc 50 

<210> 6960 

<ill> 50 

<212> DNA 

<21^3> Homo sapiens 

<400> 6960 

aagtcaggac ctttgcactt gccccgcctc tgccttcaca gctcttctca 50 

<210> €961 

<211> 50 

<212> DJ^A 

<213> Hdmo sapiens 

> 

<400> 6961 

taatcaggga 'agagcttgag atcattagca actgaactga acagggagtt 50 

<210> 6962 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 6962 

ctgggtcacg tcgcccacca atggtatctg tgtggttagg cattaggctg 50 

<210> 6963 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6963 

ggtggtaggt gagtgggtat tgcgggctag tatccgagca aaagatggtg 50 

<210> 6964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6964 

cagccctgct atctctggtt gttcatgtac ttctgtaagg tggagaccct 50 

<210> 6965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6965 

gaaggtgaga aacccgagag acaccaacta tgatttttac ttttcctggt 50 

<210> 6966 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 6966 

accacccctc ccttccctcc tttaactcat ctcgaatctc tctcatacat 

<210> 6967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6967 

ctcttatcct gctctgccct ggaacttgaa ccccagtgcc aatactcatg 

<210> 6968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6968 

cgacctaatc tctgtcccca gaaggcagac caggactcca gccccaggag 50 
<210> 6969 



50 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6969 

gccaaatctt tgtcctgtac aaagtacaga tgtttttgac tgaagttcca 50 



<210> 6970 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6970 

gccacagtga ataaatacaa ggcaaggctc ataggtaaaa caagttctat 50 

<210> 6971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6971 

agtggagtgt ttacaccttg ctgtaacatt tgaactttca caagagatgt 50 

<210> 6972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6972 

aaacccaccc atcatttgcc ctgactaccc atctcccgat taattcaccc 50 

<210> 6973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6973 

agggaacaga gccaggattt aaactctaac aatttgtctc cacaattgca 50 

<210> 6974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6974 

ctcctggcac gacagaacta gtagtttcca tgtcttgagg acataggtcc 50 

<210> 6975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6975 

tcgaacctgt tccaggtatg ctgatagatg tcggtagggc atccttaatt 50 
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<210> 6976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6976 

gaggtactat aaaccagatg cccaaaacac ctgccctcct gggttggccg 50 

<210> 6977 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6977 

acattcatct gtttccactg aggtctgagt cttcaagttt tcaccccagc 50 

<210> 6978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6978 

ttagcccttt tctgcgctaa ttagaatttc aagcgtcaca gagcctgggg 50 

<210> 6979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6979 

ttcaacgagg tgaaccagtg tgatgtctgt ggggaaaaca cgtagtcagg 

<210> 6980 

<211> 53 

<212> DNA 

<213> Homo sapiens 

<400> 6980 

ggaaaaaaga aatttcctga gatttccagt gtatacagaa gtgtctttcc att 53 

<210> 6981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6981 

gagttcacgt ggggtggccc tcctcagtgc tcttagggta ctgtactgtc 50 

<210> 6982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6982 



50 
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ccaccttcga ggtcccttcc ggcctaagat gcctgaaatc tccaaggaaa 



<210> 6983 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6983 

acaaggcaaa gcttaaagaa acactaaacg aatgagtgaa agaagcggag 

<210> 6984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6984 

ttctcaataa caaacccagg gctttcataa atgcatgatc aaaatgtgga 

<210> 6985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6985 

acagaaaata gggtgtatat cagcattacg ctgattcagc agaagatagc 

<210> 6986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6986 

tctcgactga cacccactat aaattccctg ggttgaaaaa cttttctttt 

<210> 6987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6987 

tccaaacccc tccattacaa tctaacacac ttccccctac atcgtctcct 

<210> 6988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6988 

gcatttattt tcttctacag agaacctggc ggctgggtct gggaaagagc 

<210> 6989 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 6989 

acccacaatt agtgagagtg cccttgagct tgagattccc attcctcctt 50 

<210> 6990 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6990 

tggatataaa gtgtgtgttc tgacagaaaa tggggagaag gtggctattt 50 

<210> 6991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6991 

gccagaaaat cctggtttcc ctggtgtccc ctccaatctc ttttaccaaa 50 

<210> 6992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6992 

ccattgtcgc ccggagctgg aaagatagtt tagagaatgc cttagcactt 50 

<210> 6993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6993 

cagcacccag tacaggtatg caggaaggac tcgcttgact tagagagtgg 50 

<210> 6994 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6994 

aacacaccag aaggaaaaga cacagacagg gaatgaagcc tgcaaagtcc 50 

<210> 6995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6995 

gtaactcagt gcccccaaag attcatagtc agcaggattg gccagcaaat 50 

<210> 6996 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 6996 

cgccccaaat ataaaatctc aataccagtt ccttttcccc agtaccccag 50 

<210> 6997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6997 

agtcacagga tgttctctgc acctcatctg caactctgag ccttactcaa 50 



<210> 6998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6998 

gttagagccc tcgtgccctg cttcttcagc taccatttct ctctgtgacc 50 

<210> 6999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6999 

ccaccacaac cacacacaca aaaagtcaac ccacacgaat ataccggaaa 50 

<210> 7000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7000 

cagttgggct gttagtagtc tgtcacacag gtgagaggag caagagatcc 50 



<210> 7001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7001 

aatctattat caggcattta atcactgagc actcttctgt cccacactgt 50 



<210> 7002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7002 

agaggagtga cggtgaatgg tactgaaagc ggttgtaaat tgcgagagag 50 
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<210> 7003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7003 

tctccttgtt ctgattctct ccccatctac aacaactcca ctccccaaag 

<210> 7004 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 7004 

cacctaacca agcgggttgg gctgatgacc gatgaccgta agcagtaagg 

<210> 7005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7005 

acctcttctt tagcaacact aaccactcca cactggggaa attatactct 

<210> 7006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7006 

actaccgcac aacagaacac atgaccaggt gagtgcagac acgacatcag 

<210> 7007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7007 

cagttttact cctggtcatc tcttgtgagt gtggattctt ctctgcccct 

<210> 7008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7008 

ttttattttg gctgaagttt gggtatggct gcttgttggc ctctgctggg 

<210> 7009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7009 

acagcttata aagcactttc tcatgcactt cttctcgccg tatttgcaca 
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<210> 7010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7010 

ggggctcaaa cctgtgactt actgctaact aacatcaaag gaaaagctgg 

<210> 7011 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7011 

atgatcattg atagatattc taagagcatg caggaatgag gatgcgtgcc 

<210> 7012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7012 

gacaacaaac ctgcttgctt ggttacccac agcgcactga gtatagaagt 

<210> 7013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7013 

tcttcaatta ttcatgctct aaggcagtgt ctgtcttccc accatcccgc 

<210> 7014 

<211> 52 

<212> DNA 

<213> Homo sapiens 

<400> 7014 

tgagtatttt taaaatcccc tgtttggatg cttccagcta aatagtctac ct 

<210> 7015 

<211> 52 

<212> DNA 

<213> Homo sapiens 

<400> 7015 

tgggtttact cagatcttct ccttcttaag tgagagtttt aacctacatt tt 

<210> 7016 

<211> 50 

<212> DNA 

<213> Homo 'sapiens 
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<400> 7016 

gtccagagct agaagaacca agtcttcctt tcttcattca ttgttcaggt 50 

<210> 7017 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



50 



<400> 7017 

cttcttctta ggatctggag ggaggggagt gttagagctt gtgagccatg 

<210> 7018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7018 

ctgaacgaac cagttctttt ggactaccag ttcttgaagt gaagctcaga 

<210> 7019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7019 

aacaaaagca ctgacaagct catatgaaca ggctaaaaag tgagtgaagt 

<210> 7020 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7020 

ttctctttct atatctagct aaattgcctg tgcgcctccc atcctcctca 

<210> 7021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7021 

acacacttga taaattagac cgatgcaaac cgcaagaatc caaatcagct 50 

<210> 7022 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 7022 

atagtaggtg agccagtagt gtgaatgctt gtcaagcttc caaggatgga 



50 



<210> 7023 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7023 

aaccaccacc cagcttcctg gtacaagcag ggactctggc tacagtgcta 

<210> 7024 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7024 

tttcctcccc tccctcccca atccacaaaa cacgtaattc tgactatcca 

<210> 7025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7025 

caacattcac aaaactggtc cccgaattag tgagaaggtt ccaggagtgc 

<210> 7026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7026 

gagagattat agcacagtct cccagggctc agtcaggtca tccgcagcaa 

<210> 7027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7027 

ttcaatgctt tgtcctcccc tcgcagatgt ttagaacaga tcctccttct 

<210> 7028 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7028 

tccctctctc agggctggga aagaaaggtt catcttcact cagatgcaag 

<210> 7029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7029 

ttctgttggt ctgccagctc atccattcat ccatcacctg ccagctagac 
<210> 7030 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7030 

acacagtttt ggctccctta ttttccccgt actcgaaaca tttccatgca 

<210> 7031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7031 

accaaatcgc aaaaatacag aatgcctgta aattgagtca caccttaaaa 

<210> 7032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7032 

gagtccataa atctgcattt catgtagttg taagactttc tcccaaaggt 

<210> 7033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7033 

tccatttgag ttttcttccc atctctcaca gttgattgtt ctgtcccttc 

<210> 7034 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7034 

aaaattcagc cctcctggat tcacgtgccc aatgaaagtc cccaaactag 

<210> 7035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7035 

tttaacagga aaagcccaaa attattttta tgctgtctac aatctgggcc 

<210> 7036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7036 

agttgcactg gttgttcttg gctgcggtgc ttctcacaca agaagcccag 
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<210> 7037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7037 

tttccttttt cccttgtccc ttggcttccc ccatcaccga atcccccttc 50. 



<210> 7038 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7038 

ctcccacgcc tggccgtagt ccagagcttc ttctttttca tggttgggtt 50 

<210> 7039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7039 

gccagtgtac gttgccaggc atttcatgta agagaaaact caaatagcca 50 

<210> 7040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7040 

ccgtcttctt ttgggtgttt cctcctagtt tcggcggaaa tcagagttca 50 

<210> 7041 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7041 

atgaaccctc acctgctctg cagtgcagtt ttgattttag tcccagcaaa 50 

<210> 7042 

<211> 58 

<212> DNA 

<213> Homo sapiens 

<400> 7042 

agatatagat ggtaaaatgt gatgcaatgt aaaaaaatgg taatacacac actctcca 58 

<210> 7043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7043 
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tgagtgggct tctcttatgg tacagtctct tctctatgag gggcttcaaa 



<210> 7044 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7044 

tgggcttcca aatggtacaa tggagtaatc aagctcatgg actgagagtt 

<210> 7045 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7045 

cttgaagcta cttgtccctt tctgtgccag accacttaat ggctacccac 

<210> 7046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7046 

ttcccagggc gctccatcta cagccttact gtgactccac tcagcaccag 

<210> 7047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7047 

attcccccta agctcctgtc ccccgccatg cacgactggt cacatcaaaa 

<210> 7048 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7048 

aagacacacc cctcctgttt aataaaagtt gtcccctcga catgcataat 

<210> 7049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7049 

cctggttaca ataatgaaac tgtcgtggag taaagaggga aacatgacca 

<210> 7050 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



50 



50 



50 



50 



50 
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<400> 7050 

agaacccaca cactgggaga caataactgc cattcatata accaacagaa 

<210> 7051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7051 

cgccactgct taaagattac agacaattcc caggtaaagt tgccaggact 

<210> 7052 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7052 

acaatgatgt ttgaaacgca ctctgaatct gtgaaagcta gataagtcct 

<210> 7053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7053 

gccttcctcc tcctccctct tgggcctatg tcctagataa gcctgttaaa 

<210> 7054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7054 

tgtcaagatg acagatctta atccagagtg gaggctcgtt cggcctggag 

<210> 7055 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7055 

tttatgtttc agcctctttc tctcccgttg agtcctgcca caagtcctgc 

<210> 7056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7056 

attgtccagg tgacttgaca cttgcctacc ggaaaagttg ggatgttctt 

<210> 7057 
<2ll> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7057 

taaaatatgc cctaatttaa agggcgcagg gtcccacaac aagccacaga 

<210> 7058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7058 

aaatctcttc tcacgttctg tttgtcattt aatcaccagg tttttagcgc 

<210> 7059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7059 

gctactgatg ggtggccctt tattcttgtc tttatttgtt gtgtgcagga 

<210> 7060 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7060 

aaaaattggt agctgccccc atgtggtatg atgtttaatt tgaacaacat 

<210> 7061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7061 

acccggcacg tctcctcaac cccttaattc ttttccagct tttcatatta 



<210> 7062 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 7062 

ctcaagaggg catagacatt ccacacgagg actgcattcg tcagggtaac 



<210> 7063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7063 

aacaaatacc caattaactg tattcccctt tcccctatga ctgctggtgt 
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50 



50 



50 



50 



50 



50 



1043/1427 



WO 02/057414 



<210> 7064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7064 

ccgttgtccg aaagcttgct tccaactaaa gaccagagat gggagggagt 

<210> 7065 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7065 

tttagcccaa agaagacttt cgcataaatt ctgccgtaac ccttgttgga 

<210> 7066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7066 

caaagcagca aatacagagc acacaacaat ccttggcctg agcagaacaa 

<210> 7067 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7067 

atatgaagat ggattggatg aggactgaca aaacgaagac atgccgggcc 

<210> 7068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7068 

atgcctagtc agtcagtatt tcttcttgct gcaggtgtct aaaaacccac 

<210> 7069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7069 

ccttcgcatt cccccatcca tgctccaaga taatagattt ttctttaaaa 

<210> 7070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7070 

99ggaacact ttggtttgaa agcacagagc agtttgccat gtttcttctg 
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<210> 7071 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7071 

actgaatggt cgaaatcaca tatgcaccac acatactgat cttaagtaac 

<210> 7072 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7072 

cgaggtacag caaagcgacc cttggtgtca tagatcagac ggaaattctc 

<210> 7073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7073 

tacagaagag cagagaccaa ccttctcaaa gttggtgagt attaacccag 

<210> 7074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7074 

ccagatttgc tgatgtgtta ggtagttgtg gcacactcac ctgtctttcc 

<210> 7075 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7075 

ctttccaggt tttccctttc cgccattgtt ttcccgctcg ctaaagtgac 

<210> 7076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7076 

ttgaacattc gcaaagtaac atctctcact cccaacacca cagcttatcg 

<210> 7077 

<211> so 

<212> DNA 

<213> Homo sapiens 



50 



50 



50 



50 



50 



50 
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<400> 7077 

agtaaccacc aaagcatagt tttagaaggg ctttcgcaaa cctagccttt 



<210> 7078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7078 

tcttgcttgt tcttctcgtt tttgttttat cttccgcccg gcagggtcag 



<210> 7079 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7079 

gctctgaaac ccctggaact cttgagccta aaatgtattt ttacaatctt 



<210> 7080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7080 

atctttgatg tgaagccctt taaaaataaa cgtgaaggtg ccagcttgca 



<210> 7081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7081 

acccagcctg atgttcatct tttccccctc ttcattttcc ttctttgttt 



<210> 7082 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7082 

agaaagacta acaccagaaa tcatgctgca acaccagaac atcctttgga 



<210> 7083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7083 

tcacaaaata tggctcaagg agtataaatc ccctctcacg cacccacaaa 

<210> 7084 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 7084 

actaaccaac caatgagaat actacttacc tccacccatg ctgtgaaccc 

<210> 7085 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7085 

tgaccgcctc aaagaccaaa aggactctac tccatattct tctcactgtc 

<210> 7086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7086 

gaatgaccac ctgacgcatt cagagctcac cttcttgttc ttcagctgtt 

<210> 7087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7087 

ttggtagaaa ccacccaacc ataaaattcc caagcctgta ctggtcagcc 

<210> 7088 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



50 



50 



ccccc 5Q 



<400> 7088 

cataagttgg gtgaagaaat ggtggtttta atcagtaata tagct 

<210> 7089 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7089 

ttctcatctc aatatccccc agagccccag tacctcataa tacaagactt 50 

<210> 7090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7090 

ctatcaggcc ctccagatag tcttctataa accaatgatt cagcaggact 50 
<210> 7091 
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> <211> 50 
<212> DNA 
<213> Homo sapiens 

<400> 7091 

tacccaaagt ctattcgtaa gtgcatcttt tctattagac tggaagctcc 50 

<210> 7092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7092 

gatggttcag caactgagga gctcagggtg acgggtccac agagcacaga 50 

<210> 7093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7093 

agaaattaga agatgactac catttgctaa agtctatcca catgccagca 50 

<210> 7094 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7094 

ccccctcgac cccctcacac cctttccaga gaggccttaa gattcccatt 50 

<210> 7095 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7095 

tgtaaggttt cataaattta gagaccctag ccagtcagtg acaatatgca 50 

<210> 7096 

<211> 52 

<212> DNA 

<213> Homo sapiens 

<400> 7096 

gagttgctta ttccagtctc tctaagatat atctcccttt ttagttgctg ac 52 

<210> 7097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7097 

tggtgtaatg aacatgccgt attgccttta tggccagttt gagtccttcc 50 



1048/1427 



WO 02/057414 



<210> 7098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7098 

agggaacccc aaagagttaa aaccaggacc actatttcat agtcaacaaa 

<210> 7099 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7099 

gtggtaaatg agagcattac agaccaccca catcagccta aaatataatt 

<210> 7100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7100 

ccaccaaacc caacaggccg ggacaaatgc aataccatac agaaacacag 

<210> 7101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7101 

ggccaaactt tcttactctg ccatttgttc aatgtcctaa tgagcatgaa 

<210> 7102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7102 

atcaatcggg ccaatccgaa gtcagcaatc ttgcatatga gtccattccc 

<210> 7103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7103 

tatttttaac aaaatcacac ggaaggattt ccttcccgtc ccatgtgttg 

<210> 7104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7104 
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cagatagtgg tatttgggtg ctgggcttgt ctgacctgag gaggtggctg 50 

<210> 7105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7105 

aactccatag agaaagacta cgaatttcgc tgggaggtaa tagggaagcc 50 

<210> 7106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7106 

gcatttagga aagacaggtg agtgtgccac aactacctaa cacatcagca 50 

<210> 7107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7107 

ttactttgtc ttctctcacc atcctaaaac gttgttttgc tgagcatgaa 50 

<210> 7108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7108 

ccccagacga aaataccaaa tgcatggaga gctcccgtga gtggttaata 50 

<210> 7109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7109 

gcctaagttt ccagaagact ttgacgatgg agagcatgca aagcaggtaa 50 

<210> 7110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7110 

ttttgcagtt caaggattgg tgggaaacgt ttgtatgtgt tggggtgggg 50 

<210> 7111 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7111 

aatagatttc catttcttcc ttcgagttag ttgggtattg ggaccttgaa 50 

<210> 7112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7112 

cgacggtgtt ctggagtttc gatgagacat gtaagtaaga gttctgtgca 50 

<210> 7113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7113 

atattcagca gtggctgtga aattggattt gaattaccgg gatacatgca 50 

<210> 7114 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 7114 

actggttttc attctagtgt cccccacccg tctagtttca ttttcctgta 

<210> 7115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7115 

ttgggagtca ccaggttaaa gcaaagcctc agtcactgaa agcagaaact 

<210> 7116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7116 

tcctgtgctc cagaattagt gattgctttg gtgcttaact tgaagtggga 

<210> 7117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7117 

catctgctct gcttcctcac acactagaaa caccactgcc cccatccatg 

<210> 7118 
<211> 50 



50 



50 



50 



50 
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<212> DNA 

<213> Homo sapiens 

<400> 7118 

tctgtgattt atagactgtt ttcaggaaac gatcttccca tctgtggtga 50 

<210> 7119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7119 

tcatttcagg tctaataaac acactaacct cggcagcact ggagcgtctg so 



<210> 7120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7120 

agcttaggat atctattagt gttcactgtt cgggcaagag gcctaaaggg 50 

<210> 7121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7121 

tgggaacaca ctggcccatt atatagagaa aaataaaaca tgatccccat 50 

<210> 7122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7122 

ttgcttgatt tcccaaacca ctacctgaag gtggcttatg gtctacagct 50 

<210> 7123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7123 

ttccaccact tcaagactgg gggcaggtag agaagacaag cataagtaca 50 



<210> 7124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7124 

ttcttctctg cccctaacag aatgttcttc tcttgcttcc cacaccctcc 50 
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<210> 7125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7125 

cagcacatct tctggtttac aagttgggta actatgaaag ctggagatgc 50 

<210> 7126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7126 

tatctaaatt ctacctttag catccaacta gctaccgtct ggcactggcc 50 

<210> 7127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<40O> 7127 

tccaatgctc aagtcactct gagtctttgc tggtgtcaac ctacaatgcc 50 

<210> 7128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7128 

acctcactat agtagccatt aggtaaagat gggccatatc caaatgggct 50 

<210> 7129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7129 

aagaactatt cctttgagaa tctttcctac tgggagttac tgctgtgatt 50 

<210> 7130 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 7130 

tctgtgtgaa catacataca ggactttgat tctacctgtg cctgaccatt 

<210> 7131 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7131 

gtggagctgt tggccttgct ggatgcgggc actctctaca ccttcaggta 



50 



50 
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<210> 7132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7132 

tgtcagtggc tctcactttg tttgaaattg ttgctttggg aaaaacacag 50 

<210> 7133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7133 

gatgcagtgg gttaggggtt gggggtacag actgacttga gctcggagtc 50 

<210> 7134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7134 

tcaggcactc agtaaaggca agacttgagt gatacataaa gtcagttaca 50 

<210> 7135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7135 

ccttgggctg agtttgctgg tcctgaagat tacagttttg gttagagaga 50 

<210> 7136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7136 

acagcaaaca aagtgttcca atcctctatt aacccattta accaagagtt 50 

<210> 7137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7137 

agtgcattca cactgatgat aaacgatagt agcttcacag gtttgcttct 50 

<210> 7138 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7138 

aagtgtgatt agaagcagct ggaagtagca gaggaggtgg aagttagtcc 50 

<210> 7139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7139 

caggagtaaa acagagctgg ttgtgtgata cctatgctgg gtggaagact 50 

<210> 7140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7140 

ggtgactatc ttaccggctc ccagtaaact ctgaacaatg taccagctaa 50 

<210> 7141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7141 

gcttgaagat gtctcaacag aaaatcaccg acatgaggaa gcatcacgct 50 

<210> 7142 

<211> 56 

<212> DNA 

<213> Homo sapiens 

<400> 7142 

aggaacatgg ctgcagcata taaaaagaat tgaattccat acttttgtta accctg 56 

<210> 7143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7143 

ggtgctgcca taggtgccag taatgaccgt ttatgcggaa atcaattaca 50 

<210> 7144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7144 

tgaagtacta taggactcaa tgggaccagt agcagctcca agtggatcac 50 

<210> 7145 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7145 

acacgggacc tcctttgatc tttctgagaa ttaatagaga tttcatggca 



<210> 7146 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7146 

ccaaaaggag aaagatgact agggtcacac ttgaggattt gccaggtggg 



<210> 7147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7147 

gcatcttctt tgaagacggg aactgtactt caggttcttt tctgtttagc 

<210> 7148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7148 

ggctcatttg gttttaaagt ctcttctatg ccatcccagg ggaggaggat 



<210> 7149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7149 

gactgtggac acctctcact gtgtcttctt ggcaggcaga gcttactgac 

<210> 7150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7150 

gcagggtgca gagcttcaca gcaggtagga agaagtaact aagtggaaac 

<210> 7151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7151 

cagctaaagc cgtaggtcat tgtgactgtc cctgggatgt ggattactct 
<210> 7152 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7152 

ccagaatgca gcctacagac caaatatcaa tggacttggt gtagccctgc 

<210> 7153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7153 

tttaaaccag gtctggaaaa aggaaggaga ggagggcatt ttagagaaga 

<210> . 7154 

<211> 50 

<212> ''DNA 

<213> Homo sapiens 

<400> 7154 

gtggcttcgt aaaatagaag agcagtcact gtggaactac caaatggcga 

<210> 7155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7155 

cacaccacag ctggctggga gcagaggctg ctggtctcat agtaatctac 

<210> 7156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7156 

tggagaaaat gagagacaga cagtgagtga gaaagtcagc gaaaaggaaa 

<210> 7157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7157 

acctactgtt gagattattc ccctgtctcc acactgccag aaacttacca 

<210> 7158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7158 

ccaaatgata ctaggattaa gccccaaagc aaagtcaagc accaccatgg 



1057/1427 



WO 02/057414 



PCT/US01/47856 



<210> 7159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7159 

tcccagagca acaactaagt ctcaactaat ggacaaccaa cacccactga so 

<210> 7160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7160 

ccacagaatg ggcatgtagt attgagattt gaatcatctg ctgtccagcc 50 

<210> 7161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7161 

acctcatccg gctgctcaag tgcaagcgtg acagcttccc caacttcctg 50 

<210> 7162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7162 

gacctggtgc tgtcgccctg gcatcttaat aaaacctgct tatacttccc 50 

<210> 7163 

<211> 50 

.<212> DNA 

<213> Homo sapiens 

<400> 7163 

gcataaggaa gacttgctcc cctgtcctat gaaagagaat agttttggag • 50 

<210> 7164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7164 

gggactcatc tttccctcct tggtgattcc gcagtgagag agtggctggg 50 

<210> 7165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7165 
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agactggatc gcacaccttt gcaacagatg tgttctgatt ctctgaacct 50 

<210> 7166 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7166 

aagcaaatac cttttacaag tgaaaggaag aatttttctt ctgccgtcaa 50 

<210> 7167 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7167 

gcaacaaatg cttctattcc atagctacgg cattgctcag taagttgagg 50 

<210> 7168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7168 

tccgtgtaga ggttacagcc ttttatgctg ttgagctccc aggtaccaaa 50 

<210> 7169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7169 

gcccacttgg atttatagta tagcccttcc tcgactccca ccagacttgc 50 

<210> 7170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7170 

aagagctcct gagccccctg cccccagagc aataaagtca gctggctttc 50 

<210> 7171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7171 

gctcaacatg gaaagaaggt acagaaagtg atgtgttcaa aacattagca 50 

<210> 7172 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7172 

ttatataccc tggtcccatc tttctagggc ctggatctgc ttatagagca 

<210> 7173 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7173 

gtttactccg tccctatcac tggtgtggct gtgggcaaac cacttattgc 

<210> 7174 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7174 

gaactgaagc ctgcacagtg tccaccctgt tcccactccc atctttcttc 



<210> 7175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7175 

gaagaccaag agagacaaca gacgcagcaa acagccgaag caccagacaa 

<210> 7176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7176 

aattcagaaa attgttggga ggacagccct tttgtgaacc ttgtttgggg 

<210> 7177 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7177 

tttacccagc tctgaaggtc attgttcttg cctgtgtttg aataaaatca 



<210> 7178 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7178 

gtctctgatg ctttgtatca ttcttgagca atcgctcggt ccgtggacaa 

<210> 7179 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7179 

ggtaagcccc tgagcctggg acctacatgt ggtttgcgta ataaaacatt 

<210> 7180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7180 

tctggctctg accggttgat ggccttgagc gaatgaaatc atgaaattga 

<210> 7181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7181 

tgccctacat agcaattttc tgtggcactg agaaaccatg tatgaccaca 

<210> 7182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7182 

gcagtgtact gtgtgcaata ccaagggcat agctccctgt aatttgggaa 

<210> 7183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7183 

ctgagactag ggtcccagca cagcccagaa acctttggcc acaagaagtg 

<210> 7184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7184 

tcgccttcca tggtttttaa atgcagtaaa taacatttct ggatgagact 

<210> 7185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7185 

gctttacccc cgcaggacat acacaggagc ctttgatctc attaaagaga 
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<210> 7186 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7186 

ggaatgtacc tctccccaac actgttttgt tagcgagcac cttttgacca 50 

<210> 7187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7187 

actcgctcag aagagggaac taagcatttt tggcaaccaa tgggcagata 50 

<210> 7188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7188 

agctgtgtga acctctctta ttggaaattc tgttccgtgt ttgtgtaggt 50 

<210> 7189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7189 

agtcccatac atttggacca tggcagctaa ttttgtaact taagcattca 50 

<210> 7190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7190 

ctgccccctt cctggacttc gtgccttact gagtctctaa gactttttct 50 

<210> 7191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7191 

ggataacatt tctcatgaac ccactgcccc tctgcatttt cctcactggt 50 

<210> 7192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7192 

cgcttaagaa cattgcctct gggtgtcatg tggaccagac ttctgaatag 5 0 
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<210> 7193 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7193 

gggttcaatc ccttcagctc aggcggacca tttagattta aattccactt 50 

<210> 7194 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7194 

gctcctgcca gggctgttac cgttgttttc ttgaatcact cacaatgaga 50 

<210> 7195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7195 

aatctggcga aaccttcgtt tgagggactg atgtgagtgt atgtccacct 50 

<210> 7196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7196 

gactatgggc tctgaagggg gcaggagtca gcaataaagc tatgtctgat 5 0 

<210> 7197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7197 

agggagggga cagatgggga gcttttctta cctattcaag gaatacgtgc 5 0 

<210> 7198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7198 

accttctgaa agctcacagt acacattagt atgtataact ggctttacca 50 

<210> 7199 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7199 

tttaagggag tcaggaatag atgtatgaac agtcgtgtca ctggatgcct 

<210> 7200 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7200 

cccaccttcc acctcttagc actggtgacc ccaaaaatga aaccatcaat 

<210> 7201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7201 

agaccagcag tgtttaaatc taaatacgtt gtgagtctgt tatctgtcct 



<210> 7202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7202 

acctcgacct cagagcctcc cacccagaag atcctgcttc cgtggttgag 

<210> 7203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7203 

gggcagtggg tcccagattg gctcacactg agaatgtaag aactacaaac 

<210> 7204 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7204 

tggccttaag ttttctaatt caagcgggtt tttggaaaaa tttatggtct 

<210> 7205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7205 

tgcagagtta taagccccaa acaggtcatg ctccaataaa aatgattcta 

<210> 7206 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 7206 

ccaaacaatg atgtggattc ttttgcacag aaatatttaa ggtgggatgg 

<210> 7207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7207 

acaaaagtca actgttgtct cttttcaaac caaattggga gaattgttgc 

<210> 7208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7208 

gctggggact ctagcctctg tgttcataaa gacattaaga agtggatgga 

<210> 7209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7209 

ggagaatgac acatcaagct gctaacaatt gggggaaggg gaaggaagaa 

<210> 7210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7210 

acctgggttt aatacagctc acatcactga atgttacaca tgagtttaaa 

<210> 7211 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7211 

cttaaggacg cctttgcctg gcccctttat tacagcccaa cacggtaggc 

<210> 7212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7212 

tccatcagtg ccatttcctg tagaactaaa ggctgttcca agaatgtggg 
<210> 7213 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7213 

atctgtaaag cactcagaag gcagccatcc ctagatgttg gtttcatgta 

<210> 7214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7214 

tggttagatt gttttcactt ggtgatcatg tcttttccat gtgtacctgt 

<210> 7215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7215 

catgtccctt gaaacatgat agttacatac acagttttct ctccacacat 

<210> 7216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7216 

aggtttcaca tgaacctgtt ctaggctgtg gacattggtg tggagaggtt 

<210> 7217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7217 

gacacttggg gtccacaatc ccaggtccat actctaggtt ttggatacca 

<210> 7218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7218 

agaaatgatt tgcagctgag tgaatcagga agtgacagtg atgactgaag 

<210> 7219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7219 

tcctgagaga tggacaatga aatatcagtt ggtggatatg tgtgatagct 
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<210> 7220 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7220 

ctttcagggc aggcagctgt gcatgttctc tcaactaaag gtcttgtgag 50 

<210> 7221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7221 

gctggacaca cggtgagatt ttctcgtatg taaataaaag gcaatttggt 50 

<210> 7222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7222 

ctcaacgaaa ggctcacact aacaggggag gattacagca ccacaatact 50 

<210> 7223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7223 

ccacactgaa cccaattaca cacagcggga gaacgcagta aacagctttc 50 

<210> 7224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7224 

aggccctgga aaattttgtg cttccaacgt ggccttcaat tcttgctttt 50 

<210> 7225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7225 

tattaagctt gcccaggctc ctgttcatga aggttccccc agcggtggcc 50 

<210> 7226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7226 
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gctataccac tgactgtatt gaaaaccaaa gtattaagag gggaaacgcc 



<210> 7227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7227 

tcggggtcag ttaagcctca gtattcttag cttttgttga ttttggcact 

<210> 7228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7228 

atggtgcaaa ccctggaaca gtatgaattc tgctacaaag tggtacaaga 

<210> 7229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7229 

agaagcagcg agtgcatggg ctaattatca tcaatcttta tgtatttgtt 

<210> 7230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7230 

ggaaatgttg ctgtggggga ttcattgtaa ctctccttgt gaactgctca 

<210> 7231 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7231 

atgccaaatt cctgacacgt ggcgtttgaa aataccatgg aacgtttcca 

<210> 7232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7232 

acattctgac tccatctgcg gcctcattaa ggtgatagaa acatactagg 

<210> 7233 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7233 

atgataatgt tggcatctgt gataaactat caatgaggct cccatcatgc 

<210> 7234 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7234 

agagtcacat gtagaaaagc ctccagtatt aagctcctga attcattcct 

<210> 7235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7235 

atggcaacaa tgctgacagc aagcagtaga tcctctgatt ccaattacca 

<210> 7236 > 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7236 ■ 

gggaaccctc attaattaga caagaacacc aaggctatga ccacagcagc 

<210> 7237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7237 

ggctcaccag agtacccaga agaatcagta tggaattaga ggacagtggc 

<210> 7238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7238 

attccaggcc ctcagtcttt ggcaatggcc accctggtgt tggcatattg 

<210> 7239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7239 

gcatacataa aggcaaagaa tgacaaaagg cttaatccac ctagaagaca 

<210> 7240 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7240 

atatagtggg agacaaaaca caggaggcgg gggatatcat gtagcagagc 50 

<210> 7241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7241 

tctaatgtgc cttggatatg tgccaaatga tggaaaagaa acagtaaact 50 

<210> 7242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7242 

gcttggctca tctggggttt gctgggctta acacccaata aagaactttg 50 

<210> 7243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7243 

ctgcggtttt ggaaccttac ctctcctcct tagcccaata tgctgtcttg 50 

<210> 7244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7244 

tccaggccat tttgcaggga ctctgaagtg acctttagta gtaatagtct 50 

<210> 7245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7245 

tggcagccag gaactgagta tgacaatgtt gtactaaaga aaggcccaaa 50 

<210> 7246 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7246 

agagagagac atatcacgct gctgtcatga ttttgtgtca agatgatcca 50 
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<210> 7247 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7247 

cttctgggga cctttcctac ccccatcagc atcaataaaa cctcctgtct 



<210> 7248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7248 

tagatgattt ctagcaggca ggaagtcctg tgcggtgtca ccatgagcac 



<210> 7249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7249 

ccatggtctg gggcttgagg aagatgagtt tgttgattta aataaagaat 



<210> 7250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7250 

aggtcaaggg cttactattt ctgggtcttt tgctactaag ttcacattag 

<210> 7251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7251 

tttctgggga cctcttgaat tacatgctgt aacatatgaa gtgatgtggt 

<210> 7252 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7252 

tggcacaaaa cctcctcctc ccaggcactc atttatattg ctctgaaaga 



<210> 7253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7253 

tgaggtcact gccacttctc acatgctgct taagggagca caaataaagg 
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<210> 7254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7254 

cacgctaccc cctgccttgg gaggtgtgtg gaataaatta tttttgttaa 

<210> 7255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7255 

aatgcagaga atggaaagta gcgcatccct gaggctggac tccagatctg 

<210> 7256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7256 

gtggcacacc actccttcca gcagtagtcg ctttactgtt acctgtttag 

<210> 7257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7257 

agcaacagta ttctgcatgg ttcactgctt aagaaaatgc cttctggaat 

<210> 7258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7258 

aaacatgtcc ctggagagta gcctgctccc acactgtcac tggatgtcat 

<210> 7259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7259 

cagttgcagc ctcttgacct cggataacaa taagagagct catctcattt 

<210> 7260 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7260 

tgggcttggt cttccagttg gcatttgcct gaagttgtat tgaaacaatt 50 

<210> 7261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7261 

ttctgccgtg tgtatcccca acccttgacc caatgacacc aaacacagtg 50 

<210> 7262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7262 

tgtgtgcgac agggaggaag tttcaataaa gcaacaacaa gcttcaagga 50 . 

<210> 7263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7263 

ctccccttgg gcggctgaga gccccagctg acatggaaat acagttgttg 50 

<210> 7264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7264 

ctccaccacc tgaccagagt gttctcttca gaggactggc tcctttccca 50 

<210> 7265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7265 

ctctgccctc ctgtcaccca gtagagtaaa taaacttcct tggctcctaa 50 

<210> 7266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7266 

aaattccagc cttgactttc ttctgtgcac ctgatgggag ggtaatgtct 50 

<210> 7267 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7267 

ctgtaggcca gggtggaatg aagtcagctc ctttttatag ttgaaataca 

<210> 7268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7268 

ttggcgggcc atcccaacag gtgatgaccc cacaaggaag aggtactgtt 

<210> 7269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7269 

ggaagatgga aataaacctg cgtgtgggtg gagtgttctc gtgccgaatt 

<210> 7270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7270 

agtgaggaca atgtggcttg ctcctttttg aatctacaga taatgcatgt 

<210> 7271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7271 

gagggtgggg gagggaggtg gagggaggga agggtttctc tattaaaatg 

<210> 7272 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7272 

tgctgactgt agctttggaa gtttagctct gagaaccgta gatgatttca 

<210> 7273 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7273 

gattgaggaa ggtccgcaca gcctgtctct gctcagttgc aataaacgtg 
<210> 7274 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7274 

gattcttgtc tggctaataa atcatcacca actgccttct cctacaggga 

<210> 7275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7275 

agattcttag ggcacgtttg ttccccttgg agggttttcc acacggagtc 

<210> 7276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7276 

gccatactct ggctgcctct ttgccttcct aggggcattt tctttaactt 

<210> 7277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7277 

tgcctcttat ctacttgaga gcaacatgtc ttttcaatca tgggattgac 

<210> 727.8 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7278 

tggacctgtg acattctgga ctatttctgt gtttatttgt ggccgagtgt 

<210> 7279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7279 

tgaaggtgtc tgtgacctct ttgatgtgcc tgttctcaac ctctgactga 

<210> 7280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7280 

cctggagtcc ctgaataaag ataagaagca tcactgaaga taatacctgg 
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<210> 7281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7281 

ttgtcccgaa gatttgcgcc tttagtgcct tttgaggggt tcccatcatc 50 



<210> 7282 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7282 

ctgctaggct ctgcccaccg gccaccaaca ctcctgtaat tccaataaag 50 



<210> 7283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7283 

ttaaaatact gtcattggtt gggaggggat tgcattaaat gattagtcca 50 

<210> 7284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7284 

ctcacacacg caggcgacag tcagaacaaa caggaacaaa gctacaacac 50 

<210> 7285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7285 

tgaatagtgt gcagactcac agataataaa gctcagagca gctcccggca 50 

<210> 7286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7286 

cccagtgctt cacgaagtta aaggaaagat ctgctggtag tgtttagtct 50 



<210> 7287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7287 
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cgagccgacc atgtcttcat ttgcttccac aagaaccgcg aggacagagc 



<210> 7288 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7288 

ttttccccct ttagtctcct ggctttttcc tttcccttcc cttctccact 

<210> 7289 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7289 

aacccgttgt ggaaattatt ggaattaact gagccaaagt gattatgcat 

<210> 7290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7290 

gcccccgatc ctacaccctg agcctcagag cactgctact ttttaaaata 

<210> 7291 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7291 

aagcgtctca tggagttcgg actggttggg gtgataatat ttgtttcttt 



<210> 7292 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7292 

aagccaggct ttgggataca agttctttcc tcttcatttg atgccgtgca 

<210> 7293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7293 

agctgtcacc actacagtaa gctggtttac agatgttttc cactgagcat 

<210> 7294 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7294 

tgaaggtaca tcgtttgcaa atgtgagttt cctctcctgt ccgtgtttgt 



<210> 7295 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7295 

ggatacaaac tggtattctg ttctggagga aagggaggag tggaggtggg 



<210> 7296 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7296 

ctgccgctgc ccagccacat cccttggttt tgtattttat ttacagagtt 



<210> 7297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7297 

tgcagtagac gatacaggtt gcatgtggac actcagtcac attaacaact 



<210> 7298 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7298 

ccccaaccac aggcatcagg caaccatttg aaataaaact ccttcagcct 



<210> 7299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7299 

gtactgaggt gactggtata gtctgatgag aaagatgtgg attgccataa 



<210> 7300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7300 

cacttgttca atcatggaac tttctagaac gctgccactc ttcaaaggct 



<210> 7301 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7301 

tcatcacagt gtggtaaggt tgcaaattca aaacatgtca cccaagctct 5 0 

<210> 7302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7302 

acaacctgat cattgaagcc aactttgtcc cagcacattc cttaagtcct 50 

<210> 7303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7303 

acttgattag gctccggttt tcctttggct tctgcttttc agtgaatggc 50 

<210> 7304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7304 

ttgcagacaa attcctctga gcttagctag gagttcatta tgcttcctgt 50 

<210> 7305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7305 

acagtagctt agcatcagag gtttgcttcc tcagtaacat ttctgttctc 50 

<210> 7306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7306 

atgtgagcca gagcatgttg cagcaaatct attgtttgta aaaataacaa 50 

<210> 7307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7307 

tttgtgccat gtggctacat tagttgatgt ttatcgagtt cattggtcaa 50 
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<210> 7308 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7308 

agcccaacca ttaaaaattt aatacaactt ggtttctccc cctttttcct 

<210> 7309 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7309 

gcaaagaaag aagaatccga ggagtctgat gatgacatgg gctttggtct 

<210> 7310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7310 

ttgaaaagat gacatcgccc caagagccaa aaataaatgg gaattgaaaa 

<210> 7311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7311 

ttttcctgac caagactgag ggatgggctg gaggttttca actttgctac 

<210> 7312 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7312 

tctgggactg ggcaaatgtt tgtgtggcct ccttaaacta gctgttatgt 



<210> 7313 

<211> 50 . 

<212> DNA 

<213> Homo sapiens 

<400> 7313 

aacctaaacg tatttcacta actctggctc cttctccata aagcacattt 

<210> 7314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7314 

ccaccaaatg catgtcatgt attctcaata ggctgtattc ccagcagtca 
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<210> 7315 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7315 

tgtacaggta gctaactttg taaacgctgt gtattccctc tgcccccatg 

<210> 7316 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7316 

tctcatcatt tcgaagatag cagagtcata gttgggcacc cagtgattgg 

<210> 7317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7317 

caacaaggtg gaaacaaggg ctggagctgc gtttgttttg ccatcactat 

<210> 7318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7318 

gagcattcct caggggaggt cacctgtgag gttcccagaa ctgtagtttt 

<210> 7319 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7319 

tgcaggtgtt gacaagatcc gccatctgta atgtccttgg cacaataaaa 

<210> 7320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7320 

aagagtctga cttctcacta ggagcatgtc tgttgtactt acttcaaaca 

<210> 7321 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7321 

caaacaccaa accaagataa caccggaacg ataaacagca gaaacagaga 

<210> 7322 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7322 

tgggtttgtc cagttcaggc tagatgtgca tcatggcagg aagaaagaag 

<210> 7323 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7323 

aaggatgttc cttcaggagg aagcagcact aaaagcactc tgagtcaaga 

<210> 7324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7324 

cggaagccac cgtgtggttc tttcacaggc acgtttattt tgctgaaata 

<210> 7325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7325 

cctccactca gctgtcctgc agcaaacact ccaccctcca ccttccattt 

<210> 7326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7326 

tccctccttc cagtgttcct tagaacagac atttaggtat ctcaggtcct 

<210> 7327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7327 

cagccgcagc atctaaacga acaacagagg agaacgacga ggacagagtt 

<210> 7328 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7328 

tcactggatt tctgtgtctt cactagaaca ccattgtcat ctcatattga 

<210> 7329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7329 

gcttctctcg cacccccagc acctctgtcc caaaacctca ttcccttttt 

<210> 7330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7330 

agctgctcac agacaccagc aaagcaatgt gctcctgatc aagtagattt 

<210> 7331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7331 

atgctcatgt ggtgtcccca ccgcccactt gtttgatgtc actgactgtc 

<210> 7332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7332 

gctgagtgtg tcgctccctg gtccactgtt tctcctataa atgtaaatgg 

<210> 7333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7333 

tgcagcacat tgataagatg gtttccgtga gctatgataa gattgaaatt 

<210> 7334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7334 

ataaatatgc agtgatatgg cagaagacac cagagcagat gcagagagcc 
<210> 7335 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7335 

ttgaaccggg aagtgggagg acgtagagca gagaagagaa catttttaaa 

<210> 7336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7336 

tttgctcatt ctaaactcaa gcttttaagc ctcacagaat ttacaggggt 



<210> 7337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7337 

gccataggct tacatggggc atactcgtta cacagtcaga atgtttgaaa 

<210> 7338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7338 

ggtctctcgc tctgtctttc cagcatccac tctcccttgt ccttctgggg 



<210> 7339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7339 

tcagcaccaa gtcatgttta aaagaccaga gagacaagca ttttgccaag 

<210> 7340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7340 

cgaaccctgt ctagaaggaa tgtatttgtt gctaaatttc gtagcactgt 

<210> 7341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7341 

caaatggcct tggtcccgca gcttgtgtgc gtgagtgcag tgtgagtgtg 
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<210> 7342 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7342 

ctcttggaaa gacttctctg ccatcccttt gcacctgaga ggggaagttc 50 

<210> 7343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7343 

ggcgcggtga cccacttatg ggacttggcc tttctttgtt gtttgtttaa 50 

<210> 7344 

<211> 52 

<212> DNA 

<213> Homo sapiens 



cc 52 



50 



<400> 7344 

acccagttca tgattacttc tactcttaac actcaatccc cctaattaaa 

<210> 7345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7345 

ttcgataaac agcgttgact tgcttgtacc acttaagagt tgtgagtgct 

<210> 7346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7346 

tccagaactt tgtctatcac tctccccaac aacctagatg tgaaaacaga 50 

<210> 7347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7347 

gggatctttc aaatggatag tgagttgcct tttcctatag gtgacaatca 50 

<210> 7348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7348 
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agagcaagca ttacagaaaa taggtctgga agacaggaaa aggacaaaga 50 



<210> 7349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7349 

atgtgtcctg cccctcagct ctttgcctta tctgtgtcac tgtcacttta 50 

<210> 7350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7350 

tcctgtgaat tgaatttctc ttcaatcaaa gtgccccaaa cagaagcaca 50 

<210> 7351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7351 

aggtcccctg cctggtacaa agaaaagcaa aaagaattta cgaagattgt 50 

<210> 7352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7352 

gccagaagca taatttacca gagacgagaa cagggtgtgg gagagaggaa 50 

<210> 7353 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7353 

tctttcttcc ctcgtgacag tggtgtgtgg tgtcgtctgt gaatgctaag 50 

<210> 7354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7354 

cagtcaaaca ttttaccttg tgccttggct cactctgtgc cttttctcca 50 

<210> 7355 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7355 

acaggaaacg ggctttctct gaattggtaa atgggaaaga agtgagcaac 50 

<210> 7356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7356 

gtccctggac acagctcttc attccattga cttagaggca acaggattga 50 

<210> 7357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7357 

accctcgcca caagattctg caatctccta aagtacagat gagaaaggaa 50 

<210> 7358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7358 

tgccaagggg ttaatgaaac aaatagctgt tgacgtttgc tcatttaaga 50 

<210> 7359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7359 

cagtggcaca ccttaaccag tcactaattt tcactgttgt gaaagtgatt 50 

<210> 7360 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7360 

cccagtgcca cagagaagac gggatttgaa gctgtaccca atttaattcc 50 

<210> 7361 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7361 

tgagccctac tccctgcaga tgccacccta gccaatgtct cctccccttc 50 

<210> 7362 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7362 

gcagggaggg gaggataagt gggatctacc aattgattct ggcaaaacaa 

<210> 7363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7363 

ggccactacc tttgttggaa acaaagcata agggagtgaa agtgtctaaa 

<210> 7364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7364 

gctggcccga tctctcccca cagttgcaag aagcattttc aaagaatagt 

<210> 7365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7365 

attgggatga aactacttta gcaaagtcca cagatcagaa accagacggt 

<210> 7366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7366 

aggagactgg gtgctataat tagattattt tgaggcagac agagagctgt 

<210> 7367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7367 

agcctgcaag gttaggactt gaagagggaa ggtatttaat aactgggcga 

<210> 7368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7368 

ttagtgcagt tggaatgaat gtgtataggt cagaggtctt cgtgttcaca 
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<210> 7369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7369 

tcacctctca gttgaaagat ttcttctttg aaaggtcaag accgtgaact 50 

<210> 7370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7370 

agtctggatg taaggcctgc ctcaaagaga cactaatggg agggaacaaa 50 

<210> 7371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7371 * * 

aaaggaagaa gcacgatgca aacagaaaca agacgagaca gagtgagcga 50 

<210> 7372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7372 

actgcttcaa gtcttgaccc ctttgtgtct aatagctaaa caaacatgtg 50 

<210> 7373 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7373 

aacaatagga ataaggttac ttcagcctta aggggcttat catactgctg 50 

<210> 7374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7374 

gacagggaaa tctgcctacc aagaggggtg tgtgtgtctt tgtgcccaca 50 

<210> 7375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7375 

aacaagtcca tgactcccaa gggtttaagg accaatggtt cagtgagaca 50 
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<210> 7376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7376 

acactcatac tcatatgtac gtgctcagtc gaacggactg cagtccgttc 



<210> 7377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7377 

tactgctatg gaatgagacc accacttctc ctgttgtcct tcccagcttc 



<210> 7378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7378 

tgccaagtga ggacaaactg ctaggctgta tcccataatt tcaggatgag 

<210> 7379 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7379 

aaaccgaccg cctgtaggct cctggaacta tacagatagg taaagagttc 

<210> 7380 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7380 

gaccaatcat cagactcctt gaactccccc actctgctgg ctctgtaacc 

<210> 7381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7381 

agagatccag gtgcaagtgg attgagacag cagcaacagc tcaagagata 

<210> 7382 

<211> 50 

<212> DNA 

<213> Homo sapiens 



1090/1427 



WO 02/057414 



PCT/US01/47856 



<400> 7382 

atgtcccttt ctcctctccc ctcttcctct tactgctgtt ctccctttct 

<210> 7383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7383 

acatccatag aacaatacat caaagttgtt gaagtgttgc aggggagggc 

<210> 7384 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7384 

agcacttact gtcaggcatt cagaatgtga gcaatgacaa taatttacct 



<210> 7385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7385 

aatctgattg agtctccact ccacaagcac tcagggttcc ccagcagctc 

<210> 7386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7386 

aacccaagaa aagagttgct cttactatct actgctgact cttgaacttt 

<210> 7387 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7387 

ttcgtaggtg ggcttttcct atcagagctt ggctcataac caaataaagt 

<210> 7388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7388 

aggtgggctg gacttctacc tgccctcaag ggtgtgtata ttgtataggg 

<210> 7389 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7389 

tgtgtcagaa tggcactagt tcagtttatg tcccttctga tatagtagct 

<210> 7390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7390 

ctatcagccc caagtggagc agaacagagg gatttgggag gaatgtcctc 



<210> 7391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7391 

tgctaaggag aggggccatg aagagttttg ttgagaacat cgtgtctgag 

<210> 7392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7392 

agtcagaact tcaagtcccc attaaagggg ctggaaaata caagtacagt 

<210> 7393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7393 

ctccccttcc tgcacccgta cccccgtggt ctttgaataa agtzctgagtg 



<210> 7394 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7394 

cagatggttg tggggtcaag tacatcccca gtcgtggccc tttggacaag 

<210> 7395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7395 

ttttggcctg tttgatgtat gtgtgaaaca atgttgtcca acaataaaca 



<210> 7396 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7396 

agcctaggtg acagagcaag actccatttc aaaaacaaaa caaaacaaaa 



<210> 7397 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7397 

acactgagaa tacacgacat acacgcacgc acaagacaac aacagacagc 50 

<210> 7398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7398 

cagccacctc ctcaggtcag acaagcccag cacccaaata ccactatctg 50 

<210> 7399 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



<400> 7399 

ggcttcccta ttacctccca gcgaaattcg tagtctttct ctatggagtt 

<210> 7400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7400 

tgctgatgtg ttaggtagtt gtggcacact cacctgtctt tcctaaatgc 

<210> 7401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7401 

ttcatgctca gcaaaacaac gttttaggat ggtgagagaa gacaaagtaa 50 

<210> 7402 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 7402 

tattaaccac tcacgggagc tctccatgca tttggtattt tcgtctgggg 



50 
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<210> 7403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7403 

ttacctgctt tgcatgctct ccatcgtcaa agtcttctgg aaacttaggc 

<210> 7404 

<211> 50 

<212> DNA ' 

<213> Homo sapiens 

<400> 7404 

ccccacccca acacatacaa acgtttccca ccaatccttg aactgcaaaa 

<210> 7405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7405 

ttcaaggtcc caatacccaa ctaactcgaa ggaagaaatg gaaatctatt 

<210> 7406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7406 

tgcacagaac tcttacttac atgtctcatc gaaactccag aacaccgtcg 

<210> 7407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7407 

tgcatgtatc ccggtaattc aaatccaatt tcacagccac tgctgaatat 

<210> 7408 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7408 

tacaggaaaa tgaaactaga cgggtggggg acactagaat gaaaaccagt 

<210> 7409 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7409 
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agtttctgct ttcagtgact gaggctttgc tttaacctgg tgactcccaa 



50 



<210> 7410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7410 

tcccacttca agttaagcac caaagcaatc actaattctg gagcacagga 50 

<210> 7411 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7411 

catggatggg ggcagtggtg tttctagtgt gtgaggaagc agagcagatg 50 

<210> 7412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7412 

tcaccacaga tgggaagatc gtttcctgaa aacagtctat aaatcacaga 50 

<210> 7413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7413 

cagacgctcc agtgctgccg aggttagtgt gtttattaga cctgaaatga 50 

<210> 7414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7414 

ccctttaggc ctcttgcccg aacagtgaac actaatagat atcctaagct 50 

<210> 7415 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 7415 

atggggatca tgttttattt ttctctatat aatgggccag tgtgttccca 

<210> 7416 

<211> so 

<212> ■ DNA 

<213> Homo sapiens 



50 
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<400> 7416 

agctgtagac cataagccac cttcaggtag tggtttggga aatcaagcaa 

<210> 7417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7417 

tgtacttatg cttgtcttct ctacctgccc ccagtcttga agtggtggaa 

<210> 7418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7418 

ggagggtgtg ggaagcaaga gaagaacatt ctgttagggg cagagaagaa 

<210> 7419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7419 

gcatctccag ctttcatagt tacccaactt gtaaaccaga agatgtgctg 

<210> 7420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7420 

ggccagtgcc agacggtagc tagttggatg ctaaaggtag aatttagata 

<210> 7421 

<;211> 50 

<2X2> DNA 

<213> Homo sapiens 

<400> 7421 

ggcattgtag gttgacacca gcaaagactc agagtgactt gagcattgga 

<210> 7422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7422 

agcccatttg gatatggccc atctttacct aatggctact atagtgaggt 

<210> 7423 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7423 

aatcacagca gtaactccca gtaggaaaga ttctcaaagg aatagttctt 

<210> 7424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7424 

aatggtcagg cacaggtaga atcaaagtcc tgtatgtatg ttcacacaga 

<210> 7425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7425 

tacctgaagg tgtagagagt gcccgcatcc agcaaggcca acagctccac 

<210> 7426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7426 

ctgtgttttt cccaaagcaa caatttcaaa caaagtgaga gccactgaca 

<210> 7427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7427 

gactccgagc tcaagtcagt ctgtaccccc aacccctaac ccactgcatc 

<210> 7428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7428 

tgtaactgac tttatgtatc actcaagtct tgcctttact gagtgcctga 

<210> 7429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7429 

tctctctaac caaaactgta atcttcagga ccagcaaact cagcccaagg 
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50 



50 



50 



50 



50 



50 
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<210> 7430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7430 

aactcttggt taaatgggtt aatagaggat tggaacactt tgtttgctgt 50 



<210> 7431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7431 

agaagcaaac ctgtgaagct actatcgttt atcatcagtg tgaatgcact 50 



<210> 7432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7432 

ggactaactt ccacctcctc tgctacttcc agctgcttct aatcacactt 50 



<210> 7433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7433 

agtcttccac ccagcatagg tatcacacaa ccagctctgt tttactcctg 50 



<210> 7434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7434 

ttagctggta cattgttcag agtttactgg gagccggtaa gatagtcacc 50 



<210> 7435 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7435 

agcgtgatgc ttcctcatgt cggtgatttt ctgttgagac atcttcaagc 50 



<210> 7436 

<211> 56 

<212> DNA 

<213> Homo sapiens 

<400> 7436 

acaaaagtat ggaattcaat tctttttata tgctgcagcc atgttcctgc cctaga 56 
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50 



<210> 7437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7437 

tgtaattgat ttccgcataa acggtcatta ctggcaccta tggcagcacc 50 

<210> 7438 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7438 

gtgatccact tggagctgct actggtccca ttgagtccta tagtacttca 

<210> 7439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7439 

tgccatgaaa tctctattaa ttctcagaaa gatcaaagga ggtcccgtgt 50 

<210> 7440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7440 

cccacctggc aaatcctcaa gtgtgaccct agtcatcttt ctccttttgg 50 

<210> 7441 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7441 

gctaaacaga aaagaacctg aagtacagtt cccgtcttca aagaagatgc 50 

<210> 7442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7442 

atcctcctcc cctgggatgg catagaagag actttaaaac caaatgagcc 50 

<210> 7443 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7443 

gtcagtaagc tctgcctgcc aagaagacac agtgagaggt gtccacagtc 50 

<210> 7444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7444 

gtttccactt agttacttct tcctacctgc tgtgaagctc tgcaccctgc 50 

<210> 7445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7445 

agagtaatcc acatcccagg gacagtcaca atgacctacg gct'ttagctg 50 

<210> 7446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7446 

gcagggctac accaagtcca ttgatatttg gtctgtaggc tgcattctgg 50 

<210> 7447 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7447 

tcttctctaa aatgccctcc tctccttcct ttttccagac ctggtttaaa 50 

<210> 7448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7448 

tcgccatttg gtagttccac agtgactgct cttctatttt acgaagccac 50 

<210> 7449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7449 

gtagattact atgagaccag cagcctctgc tcccagccag ctgtggtgtg 50 

<210> 7450 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7450 

tttccttttc gctgactttc tcactcactg tctgtctctc attttctcca 



<210> 7451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7451 

tggtaagttt ctggcagtgt ggagacaggg gaataatctc aacagtaggt 

<210> 7452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7452 

ccatggtggt gcttgacttt gctttggggc ttaatcctag tatcatttgg 

<210> 7453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7453 

tcagtgggtg ttggttgtcc attagttgag acttagttgt tgctctggga 

<210> 7454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7454 

ggctggacag cagatgattc aaatctcaat actacatgcc cattctgtgg 

<210> 7455 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7455 

aataatagat tagcagaagg aataatccgt gcgaccgagc ttgtgcttct 

<210> 7456 

<211> 50 

<212> DNA 

<213> Human cytomegalovirus 

<400> 7456 

ttttgcgaac ttttaggaac cagcaagtca acaaaagact aacaaagaaa 

<210> 7457 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7457 

gagatcgaca tcgtcatcga ccgacctccg cagcaacccc tacccaatcc 50 

<210> 7458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7458 

acattcaaaa gtttgagcgt cttcatgtac gccgttttcg gcctcacgag 50 

<210> 7459 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7459 

ccaacgacac atccacaaaa atcccccatc gactctcaca atcgcatcat 50 

<210> 7460 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7460 

ctttgagcag gttctcaagg ctgtaactaa cgtgctgtcg cccgtctttc 50 

<210> 7461 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7461 

gatgtccgtc tacgcgctat cggccatcat cggcatctat ctgctctacc 50 

<210> 7462 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7462 

tcttctggga cgccaacgac atctaccgca tcttcgccga attggaaggc 50 

<210> 7463 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7463 

acgaacagaa atctcaaaag acgctgaccc gataagtacc gtcacggaga 50 
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<210> 7464 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7464 

agagaacaac aaaaccacca cgacgatgaa acaaaacgct caaccaaaca 

<210> 7465 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7465 

ctgcatcgtc gtcgtcctcc tcctctcgga gatcgcgacg gagaaacaac 

<210> 7466 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7466 

ctgagcctgg ccatcgaggc agccatccag gacctgagga acaagtctca 



<210> 7467 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7467 

cctctggagg caagagcacc caccctatgg tgactagaag caaggctgac 

<210> 7468 
<211> 50 
<212> DNA 

<213> Human cytomegalovirus 
<400> 7468 

ttcgtgggca ccaagtttcg caagaactac actgtctgct ggccgagttt 

<210> 7469 
<211> 50 
<212> DNA 

<213> Human adenovirus type 2 
<400> 7469 

ctgtggaatg tatcgaggac ttgcttaacg agtctgggca acctttggac 

<210> 7470 

<211> 50 

<212> DNA 

<213> Human adenovirus type 2 

<400> 7470 
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gctggcctgc acccgcgctg agtttggctc tagcgatgaa gatacagatt 



<210> 7471 

<211> 50 

<212> DNA 

<213> Human adenovirus type 2 

<400> 7471 

ggggcggtta ggctgtcctc cttctcgact gactccatga tctttttctg 

<210> 7472 

<211> 50 

<212> DNA 

<213> Human adenovirus type 2 

<400> 7472 

tgtttgcctt attattatgt ggcttatttg ttgcctaaag cgcagacgcg 

<210> 7473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7473 

acggtgatca atataagcta tgtggtggtg gggctatact actgaatgaa 

<210> 7474 

<211> 50 

<212> DNA 

<213> Human adenovirus type 2 

<400> 7474 

tttctgccct gaaggcttcc tcccctccca atgcggttta aaacataaat 

<210> 7475 

<211> 50 

<212> DNA 

<213> Human adenovirus type 2 

<400> 7475 

ggcttatgcc catgtatctg aacatccaga gtcaccttta ccacgtcctg 

<210> 7476 

<211> 50 

<212> DNA 

<213> Human adenovirus type 2 

<400> 7476 

ctactgccgt acagcgaaag ccgccccaac ccgcgaaacg aggagatatg 

<210> 7477 

<211> 50 

<212> DNA 

<213> Homo sapiens 



1104/1427 



WO 02/057414 



PCT/US01/47856 



<400> 7477 

cagatagtgg tatttgggtg ctgggcttgt ctgacctgag gaggtggctg 

<210> 7478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7478 

aactccatag agaaagacta cgaatttcgc tgggaggtaa tagggaagcc 

<210> 7479 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7479 

gcatttagga aagacaggtg agtgtgccac aactacctaa cacatcagca 

<210> 7480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7480 

ttactttgtc ttctctcacc atcctaaaac gttgttttgc tgagcatgaa 

<210> 7481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7481 

ccccagacga aaataccaaa tgcatggaga gctcccgtga gtggttaata 

<210> 7482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7482 

gcctaagttt ccagaagact ttgacgatgg agagcatgca aagcaggtaa 

<210> 7483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7483 

ttttgcagtt caaggattgg tgggaaacgt ttgtatgtgt tggggtgggg 

<210> 7484 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7484 

aatagatttc catttcttcc ttcgagttag ttgggtattg ggaccttgaa 

<210> 7485 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7485 

cgacggtgtt ctggagtttc gatgagacat gtaagtaaga gttctgtgca 

<210> 7486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7486 

atattcagca gtggctgtga aattggattt gaattaccgg gatacatgca 

<210> 7487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7487 

actggttttc attctagtgt cccccacccg tctagtttca ttttcctgta 

<210> 7488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7488 

ttgggagtca ccaggttaaa gcaaagcctc agtcactgaa agcagaaact 

<210> 7489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7489 

tcctgtgctc cagaattagt gattgctttg gtgcttaact tgaagtggga 

<210> 7490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7490 

catctgctct gcttcctcac acactagaaa caccactgcc cccatccatg 
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<210> 7491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7491 

tctgtgattt atagactgtt ttcaggaaac gatcttccca tctgtggtga 50 

<210> 7492 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7492 

tcatttcagg tctaataaac acactaacct cggcagcact ggagcgtctg 50 

<210> 7493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7493 

agcttaggat atctattagt gttcactgtt cgggcaagag gcctaaaggg 50 

<210> 7494 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 7494 

tgggaacaca ctggcccatt atatagagaa aaataaaaca tgatccccat 

<210> 7495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7495 

ttgcttgatt tcccaaacca ctacctgaag gtggcttatg gtctacagct 50 

<210> 7496 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 7496 

ttccaccact tcaagactgg gggcaggtag agaagacaag cataagtaca 

<210> 7497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7497 

ttcttctctg cccctaacag aatgttcttc tcttgcttcc cacaccctcc 



50 



50 
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<210> 7498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7498 

cagcacatct tctggtttac aagttgggta actatgaaag ctggagatgc 50 

<210> 7499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7499 

tatctaaatt ctacctttag catccaacta gctaccgtct ggcactggcc 50 

<210> 7500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7500 

tccaatgctc aagtcactct gagtctttgc tggtgtcaac ctacaatgcc 50 

<210> 7501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7501 

acctcactat agtagccatt aggtaaagat gggccatatc caaatgggct 50 

<210> 7502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7502 

aagaactatt cctttgagaa tctttcctac tgggagttac tgctgtgatt 50 

<210> 7503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7503 

tctgtgtgaa catacataca ggactttgat tctacctgtg cctgaccatt 50 

<210> 7504 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7504 

gtggagctgt tggccttgct ggatgcgggc actctctaca ccttcaggta 

<210> 7505 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 7505 

tgtcagtggc tctcactttg tttgaaattg ttgctttggg 

<210> 7506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7506 

gatgcagtgg gttaggggtt gggggtacag actgacttga gctcggagtc 

<210> 7507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7507 

tcaggcactc agtaaaggca agacttgagt gatacataaa gtcagttaca 

<210> 7508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7508 

ccttgggctg agtttgctgg tcctgaagat tacagttttg gttagagaga 

<210> 7509 

<211> 50 

<212> DNA 

<213> Homo sapiens 



aaaaacacag 50 



50 



50 



50 



<400> 7509 

acagcaaaca aagtgttcca atcctctatt aacccattta 

<210> 7510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7510 

agtgcattca cactgatgat aaacgatagt agcttcacag gtttgcttct 

<210> 7511 
<211> 50 
<212> DNA 



accaagagtt s 0 



50 
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<213> Homo sapiens 
<400> 7511 

aagtgtgatt agaagcagct ggaagtagca gaggaggtgg aagttagtcc 50 

<210> 7512 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7512 

caggagtaaa acagagctgg ttgtgtgata cctatgctgg gtggaagact 50 

<210> 7513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7513 

ggtgactatc ttaccggctc ccagtaaact ctgaacaatg taccagctaa 50 

<210> 7514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7514 

gcttgaagat gtctcaacag aaaatcaccg acatgaggaa gcatcacgct 50 

<210> 7515 

<211> 56 

<212> DNA 

<213> Homo sapiens 

<400> 7515 

tctagggcag gaacatggct gcagcatata aaaagaattg aattccatac ttttgt 56 

<210> 7516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7516 

ggtgctgcca taggtgccag taatgaccgt ttatgcggaa atcaattaca 50 

<210> 7517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7517 

tgaagtacta taggactcaa tgggaccagt agcagctcca agtggatcac 50 
<210> 7518 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7518 

acacgggacc tcctttgatc tttctgagaa ttaatagaga tttcatggca 50 

<210> 7519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7519 

ccaaaaggag aaagatgact agggtcacac ttgaggattt gccaggtggg 50 

<210> 7520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7520 

gcatcttctt tgaagacggg aactgtactt caggttcttt tctgtttagc 50 

<210> 7521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7521 

ggctcatttg gttttaaagt ctcttctatg ccatcccagg ggaggaggat 50 

<210> 7522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7522 

gactgtggac acctctcact gtgtcttctt ggcaggcaga gcttactgac 50 

<210> 7523 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7523 

gcagggtgca gagcttcaca gcaggtagga agaagtaact aagtggaaac 50 

<210> 7524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7524 

cagctaaagc cgtaggtcat tgtgactgtc cctgggatgt ggattactct 50 
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<210> 7525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

* 

<400> 7525 

ccagaatgca gcctacagac caaatatcaa tggacttggt gtagccctgc 50 

<210> 7526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7526 

tttaaaccag gtctggaaaa aggaaggaga ggagggcatt ttagagaaga 50 

<210> 7527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7527 

gtggcttcgt aaaatagaag agcagtcact gtggaactac caaatggcga 50 

<210> 7528 

<211> 5,0 

<212> DNA 

<213> Homo sapiens 

<400> 7528 

cacaccacag ctggctggga gcagaggctg ctggtctcat agtaatctac 50 

<210> 7529 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7529 

tggagaaaat gagagacaga cagtgagtga gaaagtcagc gaaaaggaaa 50 

<210> 7530 

<2U> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7530 

acctactgtt gagattattc ccctgtctcc acactgccag aaacttacca 50 

<210> 7531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7531 
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ccaaatgata ctaggattaa gccccaaagc aaagtcaagc accaccatgg 



<210> 7532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7532 

tcccagagca acaactaagt ctcaactaat ggacaaccaa cacccactga 

<210> 7533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7533 

ccacagaatg ggcatgtagt attgagattt gaatcatctg ctgtccagcc 

<210> 7534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7534 

tactggcgtc gagcccactg cctcagaaga cttcctttca tctgttccta 

<210> 7535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7535 

gtttcaaggg acatcttcag agccaacatc taccctcggg gctttgtgaa 

<210> 7536 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7536 

ctacagttct accataaaca ctcagtcccc gtgtacttcc ctgcacagga 

<210> 7537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7537 

tagttgcatg tgacaacaga gatcaacgac gagaccctcc acagtatccg 

<210> 7538 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



50 



50 



50 



50 



50 
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<400> 7538 

ttgaccatag aatcaagcct gaggctgtga agatggtgca agtgtggaga 50 

<210> 7539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7539 

ctgctgtctt cacccgaatc tcccattacc ggccctggat caaccagatc 5 0 

<210> 7540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7540 

gtcactggag gaccaacccc tgctgtccaa aacaccactg cttcctaccc 50 

<210> 7541 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7541 

catgccatgc atatttcaac tgggctgtct atttttgaca ccagcttatt 50 



<210> 7542 

<211> 50 

<212> DNA 

<213> Human herpesvirus type 4 

<400> 7542 

gagaagcacc tcaacctgga gacaattcta ctgttcaaac agcagcagca 50 

<210> 7543 

<211> 50 

<212> DNA 

<213> Human herpesvirus type 4 

<400> 7543 

acttgtcagg gccattctct ctccgggcac tgggtcacta ggactgtttt 50 

<210> 7544 

<211> 50 

<212> DNA 

<213> Human herpesvirus type 4 

<400> 7544 

gacagcgtcc tagaaaccct ggcgaccatt gcctccagcg ggatagagtg 50 

<210> 7545 

<211> 50 
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<212> DNA 

<213> Human herpesvirus type 4 
<400> 7545 

catcctctgg agcctgacct gtgatcgtcg catcatagac cgccagtaga 

<210> 7546 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7546 

gcctccacac gacatcacac catataccgc aaggaatatc agggatgctg 

<210> 7547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7547 

acagccatcc tccccttgag agtcatcaga aaaatacatt aggaaaatgt 

<210> 7548 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7548 

accttcgtct tctgagtctc atgcctcaaa acctagtttg atagacagga 

<210> 7549 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7549 

agatggctac ccttctgatt atgatccttt cgtagaaaat gctcaaatct 

<210> 7550 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7550 

atgcatcgcc gacaagtctt gaattaggat tgtcgaaatt agacaaagaa 

<210> 7551 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7551 

cgggtgtgtt caatcatcga cggtgacaat cctatctcca tctataatcc 
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50 



50 



50 



50 



50 



50 
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<210> 7552 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7552 

gaagagcgaa atgcaatctt ctgcttcttc agtagagact ttacagtctt 

<210> 7553 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7553 

gcacatccat cgcccaaagt gaagtctgca aggatgccat ttattggttg 



<210> 7554 
<211> 50 
<212> DNA 

<213> Human herpesvirus type 4 
<400> 7554 

tctcggttta cctttttgct gttgtggttc tttgttcttg ctggtttgct 



<210> 7555 
<211> 50 
<212> DNA 

<213> Human herpesvirus 4 
<400> 7555 

tctgaatact ctacaaaacg ctccttgtct gctcttaaaa ccatctgtgt 

<210> 7556 
<211> 50 
<212> DNA 

<213> Human herpesvirus 6 
<400> 7556 

tgaagctgac acctgtgaaa ctaacttaaa cgcatgttct tctgactcag 

<210> 7557 
<211> 50 
<212> DNA 

<213> Human herpesvirus 6 
<400> 7557 

ttctgttttg ggccaggaac cgttctataa attgttttat tgactacacg 

<210> 7558 
<211> 50 
<212> DNA 

<213> Human herpesvirus 6 
<400> 7558 

taacaccgtc caagaaattt tgccgttgtg tccccatact tctctagggc 
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<210> 7559 
<211> 50 
<212> DNA 

<213> Human herpesvirus 6 
<400> 7559 

agaagaagga tcagatggag agttgaaaac tttagctggt aagtacatga 

b 

<210> 7560 
<211> 50 
<212> DNA 

<213> Human herpesvirus 6 
<400> 7560 

ccgataccgg caagatctgt cgtctggcaa actcgttttc caccttatgg 



<210> 7561 
<211> 50 
<212> DNA 

<213>. Human herpesvirus 6 
<400> 7561 

ctgtgggtcc ctccccctca tctgttattc ccttcccctc tgccaccgat 



<210> 7562 

<211> 55 

<212> DNA 

<213> Homo sapiens 

<400> 7562 

actacatttt aattaaagat taatgggcat 



attagaagtt tctcaaagtt aggct 



<210> 7563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7563 

aaaaggagtg agctatcatc agtgctgtga aataaaagtc tggtgtgcca 



<210> 7564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7564 

aaagccacca ctgttcccag tcagcatata caagctctta atattctgtt 



<210> 7565 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7565 

aaatgtggga taacgcgatg actgtgaccc tggttggaaa ttaaacttgt 50 

<210> 7566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7566 

aacacagaaa catttgagca ttgtatttct cgcatccctt ctcgtgagcg 50 

<210> 7567 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7567 

aacctatcaa agcctagcct aagggctgcc atctctgtct aaattctagt 50 

<210> 7568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7568 

aactgcatgg tatgaattca gagtgtgact taagggtcaa ttcaaagcag 50 

<210> 7569 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7569 

acagactttg ttaatgtagg aaatctctcc aagtggaaac gtgctaactt 50 

<210> 7570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7570 

acaggcaatt cagtggacta taataatagt ggagggttga gatgtagagt 50 

<210> 7571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7571 

acaggtcaca gtggatttct tttcaaactg acaatgttta ggttttaagc 50 

<210> 7572 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7572 

acctcaagca gatgagattc aggtaattga agaggcagat gaagaggaat 50 

<210> 7573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7573 

accttctaca ccactggaaa ataacatgga ggtttagagc cgtgcaaaat 50 

<210> 7574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7574 

actaaactct gaggcctgaa gttctgtgat agaccttaaa taagtgtcct 50 

<210> 7575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7575 

actggggtgg tgatgttttc gttctgtttt atttttctaa ctctgctgac 50 

<210> 7576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7576 

acttcatcat aatttggagg gaagctcttg gagctgtgag ttctccctgt 50 

<210> 7577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7577 

agaacgagga agagaacaca aggaatgatt caagatccac cttgagagga 50 

<210> 7578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7578 

agagaatagg ctttctaaga tgctgcgatc ccgttctgct gcccgtaata 50 
<210> 7579 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7579 

agcacaagcc acgcttcacc accaagaggc ccaacacctt cttctaggtg 

<210> 7580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7580 

aggccaatca ctgctgacta agaattcatt atattggctt agtacacaga 

<210> 7581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7581 

agggaagatt tctgtatact tgctggagag gaggaatgtg tatagttact 

<210> 7582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7582 

agttttaata ccttaagctt tttcaagacc taactgcagc cgctttggga 

<210> 7583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7583 

atgtgctgta aagtttcttc tttccagtaa agactagcca ttgcattggc 

<210> 7584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7584 

attgtgggtg gctctgtggg cgcatcaata aaagccgtcc ttgattttat 

<210> 7585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7585 

atttgagtgt tgttggacca tgtgtgatca gactgctatc tgaataaaat 
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<210> 7586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7586 

caagcccacc cagccgcaca caggcctaga ggtaaccaat aaagtattag 50 

<210> 7587 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7587 

caccagagac aagcagagta acaggatcag tgggtctaag tgtccgagac 50 

<210> 7588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7588 

caggaggtag ggatctggct gagagggaat aatctgagca aaggtatgaa 50 

<210> 7589 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 7589 

cagtccctct cccaggagga ccctagaggc aattaaatga tgtcctgttc 



50 



50 



<210> 7590 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7590 

catgagaagt atctgcaata accccaagtc aacatttagg tttgtgtaca 

<210> 7591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7591 

catgttgagt aggaataaat aaatctgatg ctgcctcctg aggctgcggg 50 

<210> 7592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7592 
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ccaccacctc tgtggcattg aaatgagcac ctccattaaa gtctgaatca 



<210> 7593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7593 

ccatgccgcc tcgttggatt gtcggaatgt agacagaaat gtactgttct 

<210> 7594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7594 

cccaccgctt tgtgagccgt gtcgtatgac ctagtaaact ttgtaccaat 

<210> 7595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7595 

cccacgggag actatttcac acaatttaat acaggaagtc gataatgagg 

<210> 7596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7596 

ccctccgtga ggaacacaat ctcaatcgtt gctgaatcct ttcatatcct 



<210> 7597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7597 

ccgtgtcttt ccagccctaa aggaagggca gacccgtgtc tttccatgcc 

<210> 7598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7598 

cctgaagcac ttcacctgga attgatgtgt aggcttaagg agtatgtgac 

<210> 7599 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7599 

cgcaggcaag agcactcatc aagatagatg tgaacaaaac ccggaaaatc 

<210> 7600 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 7600 

cgctcaaagg tcactgagac ttttgcctca cctaaagaga ccaaggctca 

<210> 7601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7601 

cggcctcagt ccctactctg ctttgggata gtgtgagctt cattttgtac 

<210> 7602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7602 

ctagtgtgtg cttgccttgt ccctcggggt agatgcttag ctggcagtat 

<210> 7603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7603 

ctttcagatt ccctctggtc tccgtccgaa acgtctacct cttcccaggc 

<210> 7604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7604 

gaaattcaca ggccagggca catcttttat ttatttcatt atgttggcca 

<210> 7605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7605 

gactccctca acaccccaaa actctaaatg ccacggtcat ctgtttctat 

<210> 7606 
<211> 50 



50 



50 



50 



50 



50 



50 



50 
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<212> DNA 

<213> Homo sapiens 

<400> 7606 

gagcagccac aaaactgtaa cctcaaggaa accataaagc ttggagtgcc 

<210> 7607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7607 

gcagcaaaca gagggtcagt cacaggatgt tctgacacac cattgtaact 

<210> 7608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7608 

gccaacaatg ctgaccggtg cttatcctct aagccctgat ccacaataaa 

<210> 7609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7609 

gccagtgtaa tttctgtcaa ccacggacgt ttgccttcat gtgtagaatt 

<210> 7610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7610 

gcccaagcac tagtagagat gcgcgataca ggtctagttt cggtaactgt 

<210> 7611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7611 

ggccagattt tgactcccag attcctttac aaaacgcact cattcattca 

<210> 7612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7612 

gggactcccc gcgtgataaa ttattaatgt tccgcagtct cactctgaat 
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<210> 7613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7613 

gggactgcat gggaagcacg gaatataggg ttagatgtgt gttatctgta 

<210> 7614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7614 

ggggttcgtg tctttggcat caacaaatac tgagggatgg gttttgggac 

<210> 7615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7615 

gggtgacctg ttctctagct gtgatcttac cacttcaaat gggtgtaatt 

<210> 7616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7616 

ggtgtgaacg ggctgacttg gtgaattggg caactcctta tagtgttgtg 

<210> 7617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7617 

gtaccacttg aatgatttca gtcaattttg aacccctttg gaaagaggtg 

<210> 7618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7618 

gtgaaacccc gtctctgcta aaaatacaaa aattagctgg gcgtggtggc 

<210> 7619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7619 

gttctctggg ttgtgcttta ctccacgcat caataaataa ttttgaaggc 



50 



50 



50 



50 



50 



50 



50 
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<210> 7620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7620 

tactgccaac tgaccttata accctctgca ccttcaaaaa gattcatggt 

<210> 7621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7621 

tcaaacagtg acatctcttg ggaaaatgga cttaatagga atatgggact 



<210> 7622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7622 

tcacttcctc tgaactgtta ctgcctgaat ggagtcctgg acgacattgg 



<210> 7623 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7623 

tccacttaat agactctatg tgtgctgaat gttcctgtgt acatatgtgt 

<210> 7624 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7624 

tcccgcagag tgcagagaca ggaagctgga gatgtcttta taaagtcaca 



<210> 7625 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7625 

tctaggaccc taggaagctt aactctgtca tcatctcaag tatctgcaca 



<210> 7626 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7626 

tcttccgcca tctcctctga taaacacgag gtgtctgcca gcacccagag 

<210> 7627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7627 

tgatatgttg atcagcctta tgtggaagaa ctgtgataaa aagaggagct 

<210> 7628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7628 

tgcagtattt ttcaaacttc tggtcgcaaa cccattagta gtttgtgaaa 

<210> 7629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7629 

tgctgctctt gatcccacct ttgctcctga caaccctcat tcaataaaga 

<210> 7630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7630 

tggtttgttc atggatgtat tctaagagct gagaacaggg cctggacaca 

<210> 7631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7631 

tgttctgaat gttggtagac ccttcatagc tttgttacaa tgaaaccttg 

<210> 7632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7632 

tgttgatgga tgaattttgg catgatgact gtactctcaa taaaggctga 

<210> 7633 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7633 

ttcatcctgt gagtgctggg gaggaggagt agatacagac tgagtgagag 

<210> 7634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7634 

ttcattttcc tgggaagtca aggttacatc ttgcagaggt tgttttgaga 

<210> 7635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7635 

ttctaagccg aaccaaatcc tttgccttga aagaacagcc ctaaagtggt 

<210> 7636 

<211> 50 

<212> DNA 

<213> ,Homo sapiens 

<400> 7636 

tttgtttgtt tgtttcagat agggtctccc tctgtcaccc aggctgcagt 

<210> 7637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7637 

ttttgtaaat cacggacacc tcaattagca agaactgagg ggagggcttt 

<210> 7638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7638 

cggtgtggaa aatgttgtcc tttgagtggc aagaattaga aaaatcttca 

<210> 7639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7639 

ctgaaagctg aggatcggag caagtttctg gacgcactta tttccctcct 
<210> 7640 
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50 



50 



<211> 50 
<212> DNA 
<213> Homo sapiens 

<400> 7640 

gtt 9 gcctca gccctgtggg tctgtctcat gctctccctg ttcctctccc 

<210> 7641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7641 

tagccatact tagcctcagc aggagcctgg cctgtaactt ataaagtgca 

<210> 7642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7642 

tgagggctgt gctgaccttt gagaggattt gaaattgctt catattgtga 

<210> 7643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7643 

tgtgtaagaa aaggcccatt acttttaagg tatgtgctgt cctattgagc 

<210> 7644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7644 

ttgttggtag gcacatcgtg tcaagtgaag tagttttata ggtatgggtt 50 

<210> 7645 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



50 



<400> 7645 

tttctagctt ttccgtgtat ctaaacacaa tttgctacac aagtcactgt 

<210> 7646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7646 

actgtggcac atgttttgat cagaaaggta gttctctttg ctctggtagt 50 
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<210> 7647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7647 

catcttctgc cctggtcccc tttctcttga tgtggaaagt ctgaatgcag 

<210> 7648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7648 

cgctctaata ctgcattctg tttctccttt tgtgccctga ttgtaatcca 

<210> 7649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7649 

ctggagactg gagaagtaat tccaccaatg aaagaatttc ctgatcaaca 

<210> 7650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7650 

tcagtgtttc gttattccat atcagtggct tttactgtca aagattgtgt 

<210> 7651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7651 

tgcatgagag ccctaggatt taaaatatga aatggtggtc tgctgtgtga 

<210> 7652 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7652 

tgtgctaagc ctgatgaaat gtgctccttc aatctccatg aaaccatcgt 

<210> 7653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7653 
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aaatgatctc cctttattac cctcccaaag gttaccagcg tttgaattta 



50 



<210> 7654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7654 

acacactaat gtaaccattt tatgaaggtt gaagtggatt tatgcaggca 50 

<210> 7655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7655 

atcaggagaa tgtcaaagaa gtcctttatg tggattgccc gagcttctct 50 

<210> 7656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7656 

attgtgccac tgttttccag cctgggcaat acagtgagac cctgtctcaa 50 

<210> 7657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7657 

cgtcaaagtc aatcccaaaa cagataagcc ctatgaggat gtcagcatca 50 

<210> 7658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7658 

acgacttgct caagagtaaa gattatactg ctctgtacag gaagcttgca 50 

<210> 7659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7659 

tgttgaggaa aggaaaaggg catttgtcta aacatggatt ctgagttgta . 50 

<210> 7660 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7660 

gtggatgagt agggagtggg cgagacaggg acgagatgag cagggtcaag 

<210> 7661 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7661 

ggtgttcgtg ttagtgccaa gattgcttcg ttgtagagag agttcgttcc 

<210> 7662 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7662 

actagagtcc aggtaatagt agtggagata tgtggagaga catgataggt 

<210> 7663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7663 

ttcctgtgtg agatttctcg ccattcctca attcaacaaa tatgcctttt 



<210> 7664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7664 

tatactttga tccctcagca agttgtcctc actgttgtgt gaacctgttt 

<210> 7665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7665 

tttcctgaat actttatgac aactgagttt gccgggtaga gtggccgttt 

<210> 766^ 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7666 

aaactagaat tccggtttcc caaggtggct tatgacaacc agaatccttt 

<210> 7667 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7667 

ggcttcccgc ctgtgcagtc atttgtatgt gttttatata ttggagtgtt 

<210> 7668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7668 

acaaaatata aggtgtgact ttggatcctg actcaaacca accagctgtt 

<210> 7669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7669 

tcaaaatccg ttactctttc cacaacaatt gagggtaatg gtgttcagtt 

<210> 7670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7670 

gccattccgg cttctctatt tgaaaacagt taccatattc cccctcagtt 

<210> 7671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7671 

atttggtaga gacggggttt caccttattg cccaggccat catgtatctt 

<210> 7672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7672 

tgtcatttgc cctttccccc atatatgtag aattgggtct ttttcaactt 

<210> 7673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7673 

acagggagag actacacaca agccaacctc aatctcatct ttatgccatt 
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<210> 7674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7674 

tcttcttttt gatgtgaatt actcttgaaa tgccggagaa gggacaaatt 

<210> 7675 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7675 

agatagagtc atattctatt tagcttggga catggcaggt actcagttgt 

<210> 7676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7676 

agcctttttg ggagtgaggg tttatatgat gtctgattct gtaatactgt 

<210> 7677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7677 

gcagccctga gcctggaata gatacttttt ggtcttttgg ttgtagatgt 

<210> 7678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7678 

ccctccctat ctttttatgg gtaatttgat tatacacggt gcttgaatgt 

<210> 7679 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7679 

tatgtcttct taccccagca cccctaattt aaaatacaga tccctgaggt 

<210> 7680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7680 

aaaaccttga cagttcattt caccaagcac ctatcaggta tttggcaggt 
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<210> 7681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7681 

agtgcccatg ctgtttcaga tgctcttcta gctcctggag atacatcagt 

<210> 7682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7682 

tgagcttctg ctagtaattc cttcagggga tttcctccat ggccgtaagt 

<210> 7683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7683 

gagggtgtct .gctaatgatt tccgaaaagt tcttcaaaac actccgaagt 

<210> 7684 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7684 

accagtgtga tgagttttga caagagacaa aaggaaaggg tgggagaagt 

<210> 7685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7685 

gctggttgtt gcctttcaag acagccaact accatttatt caacagaagt 

<210> 7686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7686 

agtctgtcta ttctcttctc tttagctctg tctgttgctc aaattcaagt 

<210> 7687 

<211> so 

<212> DNA 

<213> Homo sapiens 
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<400> 7687 

gccaaggtga gtcaaaacac tgctcttcag aaagcaatta tttgaaaagt 

<210> 7688 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7688 

cattgtccct cccgctgtgc tctcaggcaa taaatgattt gattatttct 

<210> 7689 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7689 

ggtcagaaac aggcccacag agactctgga gggttcttcc tttgtgttct 

<210> 7690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7690 

ttcaactgct ttggcactgc catgggtacc tgaggataag agagatgtct 

<210> 7691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7691 

gggttgacta aatgcacatg ggcttatctt tacctcttcc agaaatgtct 

<210> 7692 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7692 

tgcatgacca gaaacactgc ctgatacagt aagcagaggt agctgtctct 

<210> 7693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7693 

acctgccagc cagcccacaa ctataaactg tgtgacaccc aaatttatct 

<210> 7694 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7694 

ggtttctgag gtgattctaa tatgcagtca tggttaagaa cctgtgatct 50 

<210> 7695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7695 

aagccttgga ccagcttccc gtttctctct tgtctcctgc caaaagatct 50 

<210> 7696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7696 

acccaaagga tggtgtctcc tgtcccagtt gaaaaggttt ctacctagct 50 

<210> 7697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7697 

tggttgaata cgcaggaaca cccacagtac ccagggacta ataaatagct 50 

<210> 7698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7698 

ttagggcagt ggagaatcag ggtgtatcta ataaattcct tcatggagct 50 

<210> 7699 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7699 

gcagatgtct gcgtcatggt ttattactcc tgtgttcgtt tcaaggagct 50 

<210> 7700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7700 

tgtctgtatt tggagtccag tagtacactg aaaataatcc cgtaaaagct 50 
<210> 7701 
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<211> 
<212> 
<213> 



50 
DNA 

Homo sapiens 



<400> 7701 

ctcccttccc accatacaca cactcccagc tcattttgat tccttttcct 



50 



<210> 7702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7702 

ggtgaaattg actgggttcc tctcccacct ctctttccgt agcaattcct 50 

<210> 7703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7703 

actaattccc gtgtctggcc ctgaacatga agatataatg gacgatccct 50 

<210> 7704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7704 

ttaaaggctc aaacctacct cagacactgc tctacccatc cccatcccct 50 

<210> 7705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7705 

ccctttgtga gaagaagcag gtttcctttc ctatggattg^ atgtgaccct 50 

<210> 7706 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7706 

ttctacccat cacacagatt cttccactta ataaaatcca tcacctacct 50 

<210> 7707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7707 

tcattactgt tgtgaaggct cttcaagaga gaaagatgaa gctgaaacct 50 
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<210> 7708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7708 

gctgtccgtg aaagcactct caagtcagga actgaactaa gaactttact 



<210> 7709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7709 

ctcctgtaat cccagcactg gagcttgcag tgagccaaga tcatgccact 

<210> 7710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7710 

ttggtcacca cacctgggtg tctgaatgtc ttgtccttct aaaggtaact 



<210> 7711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7711 

gcaacaattc tttggaaagt gactctctag ggtgcggaga atggtgtgat 

<210> 7712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7712 

tcatctctgt aggtcttcct aatcctatgc ggagccaaat atagacggat 

<210> 7713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7713 

ctttgtattt caaagaaagt agccccttgg ctctgatatt agttgcagat 

<210> 7714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7714 
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tttaggagct gaccatacat gatgagtgat acagcctgta ctttgctcat 



<210> 7715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7715 

actgggatga gatgagattc aaggcacttt tggagggtgt agctagccat 

<210> 7716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7716 

aggctgttgc tgcacgggct tttcaaaagc gactcattat gaagaagaat 

<210> 7717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7717 

gcactccagc ctgggcaaca agagcgaaac tctgcctcca ataaataaat 

<210> 7718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7718 

cgggcggtgg cggctgcctg ggagaagatg aatctttcat gagtgatttg 

<210> 7719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7719 

gatggaactc aaggtgcttt acgctttcct cagtcttacc aggaggcttg 

<210> 7720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7720 

accaacccta tggacaactt gatcttgaac ttctagcttt cagacctgtg 

<210> 7721 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7721 

aatgtagctg acattggagc caccgcccat agaagaaggc taaaactgtg 50 

<210> 7722 

<211> 50 

<2X2> DNA 

<213> Homo sapiens 

<400> 7722 

cttcactgac gatctgagac actaggcagg ttggaaaggg tggagtggtg 50 

<210> 7723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7723 

gcccctggtg gttggaaaag tgttctgaat ccaataaaag gaaagcggtg 50 

<210> 7724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7724 

caacagtggc aagagtagcc agcccatagg acggaatgaa aatcaaggtg 50 

<210> 7725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7725 

catccttaga tgccagtctt cactttgggt attttcctgc ctcctcagtg 50 

<210> 7726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7726 

accaacagta ccgttattgc caccacaagt aaaccagtcc ctcacttctg 50 

<210> 7727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7727 

aggctaaatc agagctttcc tccccagata aaggaaattt tccctccctg 50 

<210> 7728 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7728 

aacttccaga ggcaggagat tagacaggga tgacagttaa ggggttactg 50 

<210> 7729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7729 

acctcttcgt tgtattttac ctttcactta caaacaagct catgccactg 50 

<210> 7730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7730 

gatcaaaaca aggtccttga ctttttgcag gggcagcctg gcaatcaatg 50 

<210> 7731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7731 

cctaaatgtt gtccctcaga gatgcacaga tgtatatggg taaggaaatg 50 

<210> 7732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7732 

ccaaccatag tcatgaagct gcttctgttc ccaatgcaat cccattgtgg 50 

<210> 7733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7733 

gcttttcaat gcttccgaaa ctgagtgcta acaggggcaa ttagtgctgg 50 

<210> 7734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7734 

agttcttgta acagttaaaa ctttcttgcc agctctcagg ttatcactgg 50 



1142/1427 



WO 02/057414 



PCT/US01/47856 



<210> 7735 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7735 

gtgtgtaaat gagtgtcaga tcttttcttg aaaacaggtt tggattgggg 50 

<210> 7736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7736 

agggtccaca aggagaatat tttcttaaag taactccctg atttgcgggg 50 

<210> 7737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7737 

gctcccctat gcctgtgtag cagaatctaa aagataatca tgtgaacggg 50 

<210> 7738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7738 

ttgtcttgtt tcttttatct cccctatgtt tcatcttagt gcaggcaggg 50 

<210> 7739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7739 

acagttgcct ttgagattcc tgtatttctg catgaataaa tccataaggg 50 

<210> 7740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7740 

gtccttggaa ggtaacactt gtgattggaa ccactcttca agctgaacgg 50 

<210> 7741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7741 

attcattcat tcattcaaca agcacttaaa aacaatgcct gtgtgccagg 50 
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<210> 7742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7742 

cacacccagc cccattcaca aaggactata aaatctacac cccagtcacg 

<210> 7743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7743 

ggcatagtag tgctaaacag aggtggaagt agtgaaggga gttttgaacg 

<210> 7744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7744 

ctagtcctgc ccccacctcc ccaagtatta cccctcctaa gtcctgctag 

<210> 7745 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7745 

agataagcag gataaacaag acaggttgga ttgtgatcag ctctatggag 

<210> 7746 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7746 

gatggctagg acaagatgat ttacaagagc gtggcgggag ggacggcgag 

<210> 7747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7747 

ccgtgtctgg attgtgtgtc ttacttctaa aggtgcacat acttcataag 

<210> 7748 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7748 

gtatctctgc acctcactac tacccttcac tccttggaga cctgggcaag 50 

<210> 7749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7749 

aacacaccac caaacattct tcccatcctt cttcaccaac cagctacaag 50 

<210> 7750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7750 

acaattggag ttggggctgt caccacctga agtgtgtcaa ccacagaaag 50 

<210> 7751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7751 

ttagggcaaa agtcctagtg gcggcagctt tcttgtctag accctggttc 50 

<210> 7752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7752 

agtgatgctt gccttttcgc tttcctaaag atgtcatttg aaaacaagtc 50 

<210> 7753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7753 

cccagcttca ttaatgtgaa tggtggcaga cacctctagc tatagagctc 50 

<210> 7754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7754 

gagccaagat tgggccactg cactccagcc tgggtgacag agtgagactc 50 

<210> 7755 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7755 

gagccgagat tgcatcactg cactccagcc tggtcaacag agcgagactc 50 

<210> 7756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7756 

ttcagtcatg cagcaacatc cgcttaatgc ctcctaagtg cagaacactc 50 

<210> 7757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7757 

ggtcctcttc tctctactct ccctagtaac taaccaccaa agcctaaatc 50 

<210> 7758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7758 

ttgtttgttt gtttatttat ttattttgag gcagcgtctt gctctgttgc 50 

<210> 7759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7759 

tgccatcttt acatctaatc aagaggtaga gcttcccctg gtgttcctgc 50 

<210> 7760 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7760 

tgctctgctc ttcccaaatc aaggaatgta gatcttgcta acagaactgc 50 

<210> 7761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7761 

tggcaccaac ttacacttcc agaagagagt ggttcaggaa attactatgc 50 
<210> 7762 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7762 

aactttggga agtgagactc tgtcttgggt ttttgataat aaatgtgggc 50 

<210> 7763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7763 

ccgagaaagt acggctggag cggactgggg agacggaaat attgagtcgc 50 

<210> 7764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7764 

cgaagaaaga attggatgca gaattgttgc ctaacctggg tgacaagagc 50 

<210> 7765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7765 

agtgcctgtg attccacccc cttacctccc actcaagtga caatgtaagc 50 

<210> 7766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7766 

agaaagttag gagtcggcaa ccttaaggag gagtttccta tcatctctcc 50 

<210> 7767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7767 

tgtcacaaag atgaagcaag gtggctcagg gaacgtgctc agaaacctcc 50 

<210> 7768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7768 

gcaaagtgaa agttttccct ttggccctaa aatatgaaag caaagcatcc 50 
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<210> 7769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7769 

ccctgtccat cttttcctgt tcctatccag ccttccctct cctttttgcc 50 

<210> 7770 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7770 

ccacggaggg ctccccatct aaagggagtt taataaacaa aggaatggcc 50 

<210> 7771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7771 

caattggtac attctcggca aacccttgcc cacaatttcc tcaggaagcc 50 

<210> 7772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7772 

agggtgtccc tgtgattttt aaattcacta tctagctgtc cctatccccc 50 



<210> 7773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7773 

cttatattat gttttctctg tgacaagcac ctcacctccc aacccacccc 50 



<210> 7774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7774 

gagaattcaa attaaatgca gagtcctagg cccaccctgg cataccaccc 50 



<210> 7775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7775 
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acaaccaatg cctcacactt aagctcctag aagtcactag ggaccagacc 

<210> 7776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7776 

gccctcacca gaattcaatc atgctggcac cttatcttgg actttcaacc 

<210> 7777 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7777 

agggtaagag ttccagacct gactggacaa taaagtgaga ctgtctctac 

<210> 7778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7778 

ctccgtctgc cgcctccgta gccacagcga ctttggaagt gatatttgac 

<210> 7779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7779 

ccctggagaa ggagggtgat ttattttcaa ctttctgatt taccaccgac 

<210> 7780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7780 

gattgtttga gcctgggagt tccacaccag cctgggctac atagggagac 

<210> 7781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7781 

ctgctctaga ctgagcacag ccactgacag gtgaccttca gaatcctcac 

<210> 7782 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7782 

acccctgctt tactgtgaca gacatatagt ttgtcataca taaaacccac 

<210> 7783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7783 

acctaacaga aatttggatt cgggttgtct aaatacaccc tggtgggtta 

<210> 7784 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7784 

gcctttccca ccaacagttt atgtgattcc ctgccctacc cttaccatta 

<210> 7785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7785 

tcccattgca tgtcccgtat attgaaagct gcctctactt ctctctggta 

<210> 7786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7786 

ggcaggggat gaaccagata atttccagcc cttcttggta gctcttcgta 

<210> 7787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7787 

gcttaggagt ttgggaccag cctgggtaac atagtgaaac cctgtctcta 

<210> 7788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7788 

ttgcagctat tttcaagttg taagaaatga acttgcaaca catagggcta 

<210> 7789 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7789 

tctcttgcca cagggatttc ctccaagctg gaatcaccat ttccttccta 

<210> 7790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7790 

cccacccacc agtaggttgt gattcaactg aaccatttca ggagcaccta 

<210> 7791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7791 

gaacccagct aagccacacc cagattctga cccagggata ctctgaaata 



<210> 7792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7792 

gtgtgtgctg gcgtgcctta taggtgtgcg tgtttccctg tcagttttga 

<210> 7793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7793 

aggaaaactc agaaataatt tctgccccct . ggattctcta agatttgtga 



<210> 7794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7794 

gtggaaagaa tcctacaacg aacactatta aagtctgcac ctagatctga 



<210> 7795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7795 

ggcctaggtt ccagcattca gtcatcaagt cttgttacag aaataaatga 



1151/1427 



WO 02/057414 



PCT/US01/47856 



<210> 7796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7796 

ccccatttgg agtctagtca aaacagcagc ttctttgagt taccattgga 50 

<210> 7797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7797 

aaggcttgta actgtaggcc cttgtactac actgtgctat acctggtaga 50 

<210> 7798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7798 

cactttggga ggcagaggtg agcagatcac ttgaggccag gagtttgaga 50 

<210> 7799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7799 

ggatcacttg aagccagcag tttgagacca gcctgggcaa taaaatgaga 50 

<210> 7800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7800 

tcagttgtga tgggatttct tgatggatga gatgtgtcgt gtgacagaga. 50 

<210> 7801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7801 

cctcctagaa ctggaaccaa gactgctcca tcagagttaa aggtgtaaga 50 

<210> 7802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7802 

gctcaccctt gcacctcctt cccaaatctg ctgtcacatt ttctcaaaga 50 
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<210> 7803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7803 

ttcctgtctc catgttgtgg tcaagattgc catttgcttc ctgagtttca 

<210> 7804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7804 

ctggttctag tgcagtctcc tcactttcct ggtgtttggt ttatctttca 



<210> 7805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7805 

tgacatgatt acctgactga tgtttctcct ccattagact gaatgcttca 

<210> 7806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7806 

tggcaaaaag cctaacactg actcatccca ttctatcagc acaaacttca 



<210> 7807 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7807 

gtttacaagg gatactagtt cctggaggga cgaaggaggc tctgtttgca 

<210> 7808 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7808 

tcctcaactc ggagattcct gtatggagag aatcaatttc tatatttgca 

<210> 7809 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7809 

acatttctta ggtgtgtagt ggtgaaggaa aatagtggaa gatgtctgca 

<210> 7810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7810 

tcaggaggct tgaaaagact caaggtttct acactatggg aaataaggca 

<210> 7811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7811 

gttttcactt gtgatactaa ctattgtttt tctcccccat gccaagagca 

<210> 7812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7812 

agccaaggga gcatattatt ctcttatttt aaacctctcc gtaggcagca 

<210> 7813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7813 

agaaggaccc ctggttgaga accacggttg tatagaaagg aattgaagca 

<210> 7814 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7814 

ttgactgcca tagccaagag ttaatatagt tgcgttttct taaggaagca 

<210> 7815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7815 

cttactgtgc ttttaggttt tgttgctttc tgtctgtatg ctatgttcca 

<210> 7816 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 7816 

tgcagttagg agtgtggaca ctctgcccat ctccattgaa ttaaattcca 

<210> 7817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7817 

acttgggttc tatccccacg ataacttgtt atgtatatgc caatatccca 

<210> 7818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7818 

agctagaaaa tgtccctttt tcttctttgg aggtctttaa ccaaggccca 

<210> 7819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7819 

atcaccaatc ttatttagca ctgtggatgc cgttttgcaa atgtcaccca 

<210> 7820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7820 

tgacttaagg ttggaatatc tcctactact cccctgtcct ccttggacca 

<210> 7821 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7821 

tgtggtttgc aatggtttac tgatgagaca gcaaaaatga gacaggacca 

<210> 7822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7822 

tggcgagcca gtctctggat gggattctga tcaacagaag ttctcataca 
<210> 7823 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7823 

tgcccatcct ttgctgtttt tctctttcag tcatggccta tttggagaca 

<210> 7824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7824 

ctcaaccttg gccctaaact aacagtgaca gggagttccc cagcctcaca 

<210> 7825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7B25 

tcctgaccgt tgacagagag cttttacaga agtcttaggc agtacacaca 

<210> 7826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7826 

agtgtgtggc acccagggat cactgtatga gaatttcctg aacaacaaca 

<210> 7827 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7827 

gctgtaagtc ccttccttac tcatcttccc tctcaaatac aacaacaaca 

<210> 7828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7828 

gccagttggc accatttatg aaacacacca ccttgtaacc actgaattaa 

<210> 7829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7829 

tcaacctagc acagtgcctg gctgataggt gttgaatatt tccactctaa 
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<210> 7830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7830 

gcaaccctct gcccctgcaa agagatattg tgacaaagat attcactgaa 

<210> 7831 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7831 

taacattcct ggcacagtcc ctggcatagg gtagataata aatggtggaa 

<210> 7832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7832 

tctctaacca tcaaggaagg tcaagggcca tgtatctctt ttagggagaa 

<210> 7833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7833 

ttccacaaac fccaggtgtgc aagaaacaat gcattacttt attttcagaa 

<210> 7834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7834 

caggagtttg agaccagcct gggcaacata gtaagtctcc atctcttcaa 



<210> 7835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7835 

tccctagtcc tggagactcg ggaactaaaa caatcaattc ccctgagcaa 

<210> 7836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7836 
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50 



<210> 7837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7837 

cagaacaagg cccacagtgt gaaaggtgct gctgaacaaa gataaataaa 50 

<210> 7838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7838 

gagtcagcaa cactggtcct cttgccttgg ttgatgcttt tgaactgaaa so 

<210> 7839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7839 

taaggatgta tccctatggg caggaaaccc aattctaaga aacttacaaa 50 

<210> 7840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7840 

gccactgcac tccagcctgg gcaacagagc gagaccttga ctctttaaaa 50 

<210> 7841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7841 

cacaacaccc aaaaggctgc attgcataac atgtatttgt tgaatgaaaa 50 

<210> 7842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7842 

ggggtccttg ctcacagagc tcccaagatg gtggtgggcc acttccaaaa 50 

<210> 7843 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7843 

tccctctata ggtaaaagac ctgtttgtct gaaatgtgtg gaacctgtct 50 

<210> 7844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7844 

gctgccgtgt cttttggcat tttcagcatg actatatgtt tttgtaatgt 50 

<210> 7845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7845 

ccgaaggccc gtgtggcgct tctcctattc tgtagagtgg tagtttgttt 50 

<210> 7846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7846 

aaagaggtaa acgcaagttc tctcttgtag gtcgggctac aggtgacttt 50 

<210> 7847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7847 

tggttctcag cctgggtgaa cagagaaggg gtctaatttg gtcttttgtt 50 

<210> 7848 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 7848 

tgttcttggc accctgcact gtcaggctat atcatttctg tttgtttctt 

<210> 7849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7849 

tctcattttc ttttcctagc tgtgatgcaa agtgtcagtg gtcccatctt 



<210> 7850 
<211> so 



50 



50 
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<212> DNA 

<213> Homo sapiens 

<400> 7850 

tgtccaacct tccttttgct acaaacaaag aatgcctagg gattcaactt 50 

<210> 7851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7851 

caagtggcct tggtgtttaa atcttgccct aaattgtaac tcacatgatt 50 

<210> 7852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7852 

accaaccagt ggtgtgctgg agctgtctca tactatcttg agagtccatt 50 

<210> 7853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7853 

agcacttgct ttgttccaga cattgtcctt agctcctttc ttgtgtaatt 50 ' 

<210> 7854 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7854 

tgcagcaaaa attgaatttc ataggccatt cagtgttctc tgcgataatt 50 

<210> 7855 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7855 

ccaggaatgg aaatacgcca acccaggtta ggcacctcta ttgcagaatt 50 

<210> 7856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7856 

aggaaattgg ttgaagtcgt ttttctcttg ttagtctcat gttaagctgt 50 
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<210> 7857 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 7857 

tcgcctgggg agaatttaaa atctaagtcg ctggaagtcc ctttgtatgt 

<210> 7858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7858 

acctgtagga agggtttgtg aatattctgt tgctctgaat tattagcggt 

<210> 7859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7859 

tgagaggatc ttgagacatt cttgtgttat ttgccctcta tgttttaggt 

<210> 7860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7860 

tcccaagcat gagacaagta ccaccagtgg ttcaggagat gattttaggt 

<210> 7861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7861 

acaagacagc agccttcccg aaatgtcact actaagaatt attcagaggt 

<210> 7862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7862 

gctgcccaaa cttccattta tttaccctcc aaacatcact tccttcctct 

<210> 7863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7863 

acatttgcca atgcacttga tgtaaagttg ttgaggatgt tgactctcct 
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<210> 7864 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 7864 

tcccccttcc taacaccaat ttgggaacat cactacttgt atattatcct 

<210> 7865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7865 

tcaagaccct tagagtaagt taactcccaa ggaaatgtag ttagttccct 

<210> 7866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7866 

aacccacaat ccaactccct tgatgaggat gatcattaac aacaatcact 

<210> 7867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7867 

tttgaagcct ctggtacttc cccttcccaa acccagtcac aggaaacact 

<210> 7868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7868 

ttggaggtta acagtattcc tttgagtggt gtgattaaag gtgcttttat 

<210> 7869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7869 

ccaacctcca gaactgccta tctaactcat ctgtggtgat ggaatgctat 

<210> 7870 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7870 

agtggctctc tgctgttagc atggttacta atcttttggt tacttttcat 

<210> 7871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7871 

tgacctcagt gtctacttca gcagaacctg tgggtatatg cctacctcat 

<210> 7872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7872 

aaggagaact gtcaactgaa tctcaaatgc agtcaaatga agagaggcat 

<210> 7873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7873 

ttcaagtcat tataggtttg ggcatacagg gttaaccttg tgatgtacat 



<210> 7874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7874 

agcagaacaa catgtgtttg acacttttcc ttctctgtaa tgaggtacat 



<210> 7875 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7875 

tgcctgtgtg ggtcaaagga atcatctatg ctaatgtatt tgagccaaat 

<210> 7876 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7876 

accgaaagca gcattttcaa tgtttaatta aatcgatgca ggaaattgtg 

<210> 7877 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 7877 

gtccctggcc cttcactctt cgtccaggct ctctgacctc tttccctctg 50 

<210> 7878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7878 

tgtccgctgt tttacctcac tgctcctgtt tatgccctta acttctgctg 50 

<210> 7879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7879 

gcacaagacc tcacttggaa caagtaccag gcagaagaga gcattacctg 50 

<210> 7880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7880 

tttcatatct tggcagttgg atgcggtaag agccacagag aaaccacctg 50 

<210> 7881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7881 

aggacccttt tcccatattt ctggctatat acaaggatat ccagacactg 50 



<210> 7882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7882 

accaggccta gaatttaggt- tctaggtgta aactattggc ctatcagatg 



<210> 7883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7883 

gtgcatttta gcaacagact tccaggtttc cagcgcgggc caggaagggg 

<210> 7884 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7884 

ctgtcatgca ccacctcatc ccctccttca gggccaggga cagtccctag . 50 

<210> 7885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7885 

agaggaggag ggggtagaat gaatttcatt taaagctcaa cctagttcag 50 

<210> 7886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7886 

cagtctccca gctttcttgg cctcctctgc caactggatg caaggctcag 50 

<210> 7887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7887 

tggagagaag gttcgggaag acgagggggc tgggaggttt ggaaagacag 50 

<210> 7888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7888 

ctgaaatggg ggaaggtggg ttatgacaaa gttcatggag aggcctgaag 50 

<210> 7889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7889 

taaagcggta cgggattccg caccctactc cagcaagaaa gagcctgaag 50 

<210> 7890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7890 

agcattcatt cctccaaaca cactcccagg gttaggtctc ttacctctgc 50 
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<210> 7891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7891 

ggtgttgaat atttatacgg attggcatca taagataccg cgatacctgc 

<210> 7892 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7892 

accttagtct aactgccttc tgtaaagtgg gttgctatag tctttaagcc 

<210> 7893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7893 

tgaggtttgg atggtggcag gtaaaacaga aaggcaagat gtcatctgac 

<210> 7894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7894 

tggagctgct acataattat ttcaggtctc aaagcttcca agaagtggac 

<210> 7895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7895 

agacggaacc tgagatgttg gatgttgttg atcttagcaa acagacttta 

<210> 7896 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7896 

agatctgtaa tctttggcaa atggaactca cctgcaacga tacctactta 

<210> 7897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7897 
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gaggacttcc attccccatt tcccgcatac ctgctgttct gtctgaatta 



<210> 7898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7898 

agctcacacc tgttccttca tgggtcagtt cctttcattt tcacttttga 

<210> 7899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7899 

agctgctgct tctctttcag ttgcaaatgc aaacctgtta taatctttga 

<210> 7900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7900 

tcaatatctg tgtgtctttt catgagtggc tgttacttgt gaagaattga 

<210> 7901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7901 

tgagtggact gaggaatgaa tagaaaacgt ggatatatgt agaaagctga 

<210> 7902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7902 

accagcccct gggaatgtta tgagcaaatg atactccatg agtaaaatga 

<210> 7903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7903 

tcgtgtgagt gtgagagaca tgttcattgt gaaaagatac tcctagtgga 

<210> 7904 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7904 

tttgtcaaat gcctgttcac catctgtgga agtcattata tgattcagga 

<210> 7905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7905 

acacttttct tctaaggaga gctttcttag gcatttcaaa gaactttcga 

<210> 7906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7906 

accaaatgag taccatctgt tgaacacagg gtggcgatcc aagtgtttca 

<210> 7907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7907 

acctgacttc cacgataaaa tggagatgag tgcaggggtg agtgtatagt 

<210> 7908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7908 

tgcagattta tactcctgac gtgtctcatt cacagctaaa taataggcca 

<210> 7909 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7909 

accctcgccc tttccctccg gttcagtacc tattgtttct cctttcaaat 

<210> 7910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7910 

aagaggaaat ggcagaatta aaagcagaaa caagaagatg gacatggatt 

<210> 7911 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 7911 

aagagtgttt gagtgcttgt catcaggtgt tttccttaat aagtagggat 



<210> 7912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7912 

ctgctgtcca ctttccttca ggctctgtga atacttcaac ctgctgtgat 



<210> 7913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7913 

ttccttggat tcatttcact tggctagaaa ttacactgtg ctcaatgcct 50 

<210> 7914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7914 

aggtctctgc cacctccttc tctgtgagct gtcagtctag gttattctct 50 

<210> 7915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7915 

gaataggagg gacatggaac catttgcctc tggctgtgtc acagggtgag 50 

<210> 7916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7916 

cctgtttaag aaagtgaaat gttatggtct cccctcttcc aatgagctta 50 

<210> 7917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7917 

tttcactttc acacttcatc tcattcctgt tgtcactttc cccgaaacga 50 
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<210> 7918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7918 

tctggatcaa tagcttcccc tctagggtct actgatgagt caaatctaaa 

<210> 7919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7919 

tttatctact gtgtgttgtg gtggcctgtt ggaggcaaat agatcagatt 

<210> 7920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7920 

gacatttttg taggatgcct gacgaggtgt agccttttat cttgtttccg 

<210> 7921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7921 

cccagtttgt ggaagcacag gcaagagtgt tcttttctgg tgattctcca 

<210> 7922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7922 

tgttcctttt cctgactcct ccttgcaaac aaaatgatag ttgacacttt 

<210> 7923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7923 

gtgacttgta cattcagcaa tagcatttga gcaagtttta tcagcaagca 

<210> 7924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7924 

ttgctatcga cattcccgta taaagagaga gacatatcac gctgctgtca 
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<210> 7925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7925 

cctgccagtg tcagaaaatc ctatttatga atcctgtcgg tattccttgg 50 

<210> 7926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7926 

agggagggga cagatgggga gcttttctta cctattcaag gaatacgtgc 50 

<210> 7927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7927 

tcaagaattt gggtgggaga aaagaaagtg ggttatcaag ggtgatttga 50 

<210> 7928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7928 

tgtgattagg ttgttttcct gtcatttttg agagactaaa attgtggggg . 50 

<210> 7929 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



<400> 7929 

tgggcttggt cttccagttg gcatttgcct gaagttgtat tgaaacaatt 

<210> 7930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7930 

aacaagatga gaacagataa agattgtgtg gtgttttgga tttggagaga 50 

<210> 7931 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 7931 

tgtagctccc acaaggtaaa cttcattggt aagattgcac tgttctgatt 

<210> 7932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7932 

tcactccccc atttcacttc tttgtcagag aatagttctt gttcatactg 



<210> 7933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7933 

tgggagtgac aaacattctc tcatcctact tagcctacct agatttctca 

<210> 7934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7934 

aatggaagga ttagtatggc ctatttttaa agctgctttg ttaggttcct 



<210> 7935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7935 

ccccagccta aagcagggat cagtcttttc ttgtggaata aatccttgga 



<210> 7936 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7936 

tgtggtaatg cctgttttca tctgtaaata gttaagtatg tacacgaggc 

<210> 7937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7937 

agatgcttag tccctcatgc aaatcaatta ctggtccaaa agattgctga 

<210> 7938 

<211> 50 

<212> DNA 



1172/1427 



WO 02/057414 



PCT7US01/47856 



50 



50 



<213> Homo sapiens 
<400> 7938 

aaaactgctc ttctgctcta gtaccatgct tagtgcaaat gattatttct 

<210> 7939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7939 

agctattagg atcttcaacc caggtaacag gaataattct gtggtttcat 

<210> 7940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7940 

tcctgcgtct atccatgtgg aatgctggac aataaagcga gtgctgccca 50 

<210> 7941 

<211> 50 

<212> DNA 

<213> Homo sapiens 



50 



50 



<400> 7941 

gccacaaaag ttccctctca ctttcagtaa aaataaataa aacagcagca 

<210> 7942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7942 

actgctttga ctggtgggtc tctagaagca aaactgagtg ataactcatg 

<210> 7943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7943 

ggcattgtct ctgtttccca gtggggtgga cagtatatca gatggtcaga 50 

<210> 7944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7944 

ccctgggcta ccatctgcat ggggctgggg tcctcctgtg ctatttgtac 50 
<210> 7945 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7945 

tcaagtgaac atctcttgcc atcacctagc tgcctgcacc tgcccttcag 50 

<210> 7946 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7946 

tcttggcagc catccttttt aagagtaagt tggttacttc aaaaagagca 50 

<210> 7947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7947 

agctaaagag agggaacctc atctaagtaa catttgcaca tgatacagca 50 

<210> 7948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7948 

gctgagtgct ggccctctgc gtcttcctta ttaaccttga atcctcatta 50 



<210> 7949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7949 

tgaatgatca gaactgacat ttaattcatg tttgtctcgc catgcttctt 50 

<210> 7950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7950 

tccgggccaa gaatttttat ccatgaagac tttcctactt ttctcggtgt 50 



<210> 7951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7951 

gcagagttca ttgttgcccc ttaacagttt ttcctgagtt tactgaagaa 50 
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<210> 7952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7952 

ttatcaagca gagacctttg ttgggaggcg gtttgggaga acacatttct 

<210> 7953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7953 

gggtatgctg cctctgtaaa ttcatgtatt caaaggaaaa gacaccttgc 

<210> 7954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7954 

ttgtctgccc cacaatcaag aatgtatgtg taaagtgtga ataaatctca 

<210> 7955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7955 

atgcccggcc tgggatgctg tttggagacg gaataaatgt tttctcattc 

<210> 7956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7956 

agcagtttgt gatatagcag aggtttaaat gtaccctccc cttttatgca 

<210> 7957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7957 

tgatgctgcc cattccactg aagttctgaa atctttcgtc atgtaaataa 

<210> 7958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7958 



50 



50 



50 



50 



50 



50 
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agcagccttt ctgtggagag tgagaataat tgtgtacaaa gtagagaagt 



<210> 7959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7959 

catctgaagt gtggagcctt acccatttca tcacctacaa cggaagtagt 

<210> 7960 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7960 

gccaggctgg ttccgcatgg tgatctccgt cttgtatgtc tgaatgttgg 

<210> 7961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7961 

ctatttccaa ggcccctccc tgtttcccca gcaattaaaa cggactcatc 

<210> 7962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7962 

aaagtgccag aatgactctt ctgtgcattc ttcttaaaga gctgcttggt 

<210> 7963 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7963 

ttgttggtag gcacatcgtg tcaagtgaag tagttttata ggtatgggtt 



<210> 7964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7964 

agtcctgtat catccatact tgtactacct tgtcctatga agctctgaga 

<210> 7965 

<211> 50 

<212> DNA 

<213> Homo sapiens 



1176/1427 



WO 02/057414 
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<400> 7965 

ttggccgctt ccctacccac agggcctgac ttttacagct tttctctttt 

<210> 7966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7966 

tatgacacag cagctccttt gtaagtacca ggtcatgtcc atcccttggt 

<210> 7967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7967 

ttggtgagtt gccaaagaag caatacagca tatctgcttt tgccttctgt 

<210> 7968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7968 

tgcatagatg acctttggat tattggactc tgactattgg gaccctaaat 

<210> 7969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7969 

tggacgccct aagaaacaga gaaaacagaa ataacaacca ggaactgctt 

<210> 7970 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7970 

caatagcttg tgggtctgtg aagactgcgg tgtttgagtt tctcacaccc 

<210> 7971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7971 

tgcactgtac tctcttcata ggattgtaaa ggtgttctaa tccaattgca 

<210> 7972 
<211> 50 



50 



50 



50 



50 



50 



50 



50 
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<212> DNA 

<213> Homo sapiens 

<40O> 7972 

tgaagtcatt tcattgggaa ggaaagctgc aaagattatt gggggactag 



<210> 7973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7973 

tttcatctgg cccaccctcc ttagactctc ctcccttcaa gagttggagc 



<210> 7974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7974 

gtgtagaatt cggatccagt catctcacag aactttccac tagggtgcca 



<210> 7975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7975 

cggaccccag tttcttgtac caagggggaa acatgcgggg accccaatgg 



<210> 7976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7976 

taaagatgtc cgggtacact tcgccaaggg ttagcgtctt tgggcatttc 



<210> 7977 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7977 

aacacaacac taaaaccgaa cacacacgta ctaacacacc cacgacccaa 



<210> 7978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7978 

ccttctggtt ctgcttttga ccagcatttt tgtgcccctc tgttactgtg 



1178/1427 



WO 02/057414 



<210> 7979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7979 

gatatacgaa acacaccact ggacgatgcg aaaaacgaga cgacataagc 

<210> 7980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7980 

tggacaggca tgaaaggtta caaatgggag aaaactcaca cacgttatgt 

<210> 7981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7981 

gcaggagagc gagagaggag aagaagaggc aggagggaga aagagcgtac 

<210> 7982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7982 

caagaagcag aagcagcaac cagagacaga gagacaaacg cagaacaaca 

<210> 7983 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7983 

agaggaaaga ataggaccag tgccgaggta tagggaggag ggcatactaa 

<210> 7984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7984 

tcggagtaag ggcgattgtc tcgttaggta atacatcatc ttcgtgcata 

<210> 7985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7985 

agacaagacg agcaacgaca accacagcag ctccatacac tctgcctctc 



1179/1427 



WO 02/057414 



<210> 7986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7986 

agtgaagtct atgatgtgaa acactttgcc tcctgtgtac tgtgtcataa 



<210> 7987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7987 

tcacaagaca gtcatcagaa ccagtaaata tccgtctgcc agttcgatca 

<210> 7988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7988 

aaactcctgc ttaaggtgtt ctaattttct gtgagcacac taaaagcgaa 



<210> 7989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7989 

cgtgccagat ataactgtct tgtttcagtg agagacgccc tatttctatg 



<210> 7990 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7990 

tccctgaggc ttgtgtatgt tggatattgt ggtgttttag atcactgagt 



<210> 7991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7991 

cagagaagaa acctactaca gaggagaaga agcctgctgc ataaactctt 



<210> 7992 

<211> 50 

<212> DNA 

<213> Homo sapiens 



1180/1427 
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<400> 7932 

tcagaacata gatatgtatt cagcttgtct tcaaatacgg ccaagcagaa 

<210> 7993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7993 

ttggggtcaa gtgaaagggt agggggatag tcctgatcaa gtgtgataaa 

<210> 7994 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7994 

cagcaaatcc atctgaactg tggaggagaa gctctcttta ctgagggtgc 

<210> 7995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7995 

ccttctcttc atgtgtgtaa atctgtaata taccattctc tgtggcctgt 

<210> 7996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7996 

ggatggcact tccccaccgg atggacagtt attttgttga taagtaaccc 

<210> 7997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7997 

tgagtcagtg tctttactga gctggaagcc tctgaaagtt attaaaggca 

<210> 7998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7998 

cccacactgc tacacttctg atcccctttg gttttactac ccaaatctaa 

<210> 7999 
<211> 50 
<212> DNA 



50 



50 



50 



50 



50 



50 



50 
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<213> Homo sapiens 
<400> 7999 

gtggcttgct agtctgttac gttaacatgc ttttctaaaa ttgcttcacg 



<210> 8000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8000 

ttgtactcac tgggctgtgc tctcccctgt ttacccgatg tatggaaata 



<210> 8001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8001 

tttatgatta ggtgacgagt tgacattgag attgtccttt tcccctgatc 



<210> 8002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8002 

ttgttgtttt ccctgattta gcaagcaagt aattttctcc caagctgatt 



<210> 8003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8003 

ttagaaacaa aaagagcttt ccttctccag gaatactgaa catgggagct 

<210> 8004 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8004 

ccattgttgt caaatgccca gtgtccatca gatgtgttcc tccattttct 



<210> 8005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8005 

gatgtctggt gcccaatccc aggaagtgag agccatttct tttgtactgg 



<210> 8006 



1182/1427 
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<211> 50 
<212> DNA 
<213> Homo sapiens 

<400> 8006 

agttggacta aatgctcttc cttcagagga ttatccgggg 

<210> 8007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8007 

tgaatttact tcctcccaag agtttggact gcccgtcaga ttgtttctgc 

<210> 8008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8008 

aaacacatac acacaaaaca gcaaacttca ggtaactatt ttggattgca 

<210> 8009 

<211> 50 

<212> DNA 

<213> Homo sapiens 



catctactca 50 



50 



50 



ccttgttgga 



<400> 8009 

ctgaggatga gctggaagga gtgagagggg acaaaaccca 

<210> 8010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8010 

tctttcttcc ctcgtgacag tggtgtgtgg tgtcgtctgt gaatgctaag 

<210> 8011 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8011 

gctagatccc cggtggtttt gtgctcaaaa taaaaagcct cagtgaccca 

<210> 8012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8012 

gcatggctta acctggtgat aaaagcagtt attaaaagtc tacgttttcc 



50 



50 



50 



50 



1183/1427 
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<210> 8013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8013 

ccgccctgta ccctctttca cctttcccta aagaccctaa atctgaggaa 



<210> 8014 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8014 

ggacagccca cagggaggtg gtggacggac tgtaattgat agattgatta 

<210> 8015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8015 

attgaagccg actctggccc tggcccttac ttgcttctct agctctctag 



<210> 8016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8016 

actagacttt atgccatggt gctttcagtt taatgctgtg tctctgtcag 



<210> 8017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8017 

gagccatatg aaagagacca tgccgtggtc gtgggagtgt acaggccacc 



<210> 8018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8018 

ataacagact ccagctcctg gtccacccgg catgtcagtc agcactctgg 

<210> 8019 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8019 



1184/1427 



WO 02/057414 

PCT/US01/47856 



ctggcctctg tgtcctagaa gggaccctcc tgtggtcttt gtcttgattt 



50 



<210> 8020 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8020 

cccaaagctc actttacaaa atatttcctc agtactttgc agaaaacacc 



50 



<210> 8021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8021 

atgtctgcta gaaagtgttg tagttgattg accaaaccag ttcataaggg 



<210> 8022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8022 

ctctgcatgt tctgctcttg tgcccttctg agcccacaat aaaggctgag 



<210> 8023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8023 

tgcatcgtaa aacctttcag aaggaaagga gaatgttttg tggacacgtt 



<210> 8024 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8024 

agccctattc atgtctctac ccactatgca cagattaaac ttcacctaca 



50 



<210> 8025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8025 

agtgacagtg aacttaagca aattaccctc ctacccaatt ctatggaata 



<210> 8026 

<211> 50 

<212> DNA 

<2l3> Homo sapiens 



1185/1427 
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<400> 8026 

acacatgccc tgaatgaatt gctaaatttc aaaggaaatg gaccctgctt 



<210> 8027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8027 

gccactgaac caatcacttt gtatgctatg ctcctactgt gatggaaaac 

<210> 8028 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8028 

aggaccgaag tgtttcaagt ggatctcagt aaaggatctt tggagccaga 



<210> 8029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8029 

ttcaatggaa aatgaggggt ttctccccac tgatatttta catagagtca 



<210> 8030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8030 

gctccatgtt ctgacttagg gcaatttgat tctgcacttg gggtctgtct 



<210> 8031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8031 

gcagcagctt aatttttctg tattgcagtg tttataggct tcttgtgtgt 



<210> 8032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8032 

acctcccact ttgtctgtac atactggcct ctgtgattac atagatcagc 



<210> 8033 
<211> 50 



1186/1427 
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<212> DNA 

<213> Homo sapiens 

<400> 8033 

agccctattc atgtctctac ccactatgca cagattaaac ttcacctaca 

<210> 8034 

<211> so 

<212> DNA 

<213> Homo sapiens 

<400> 8034 

acatggaaga ctaaactcat gcttattgct aaatgtggtc tttgccaact 

<210> 8035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8035 

agacccctgt gatgcctgtg acctcaatta aagcaattcc tttgacctgt 

<210> 8036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8036 

cgcactactt cacctgagcc acccaaccta aatgtactta tctgtcccca 

<210> 8037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8037 

ctgtagactc agtgccagcc acagcttcag agattgtgct cacatggtat 

<210> 8038 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8038 

tgacaaagga ttttacgttt ataaaattat gacagaagcc atgtgccccg 

<210> 8039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8039 

gtctgccctg ctggctggaa acctggtagt gaaacaataa tcccagatcc 



50 



50 



50 



50 



50 



50 



50 
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<210> 8040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8040 

ctcgtcatac aatgcctgat gggctcctgt caccctccac gtctccacag 

<210> 8041 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8041 

ctagggagcc gcaccttatc atgtaccatc aataaagtac cctgtgctca 



<210> 8042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8042 

tccgtatcca ttacttcgac ccacagtact ttgaatttga gtttgaggct 



<210> 8043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8043 

ccagtcctcc acacccaaac tgtttctgat tggcttttag ctttttgttg 



<210> 8044 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8044 

ctgttgtctc tctgaggctg ccagttgttg tgtgttaccg atgccagaag 

<210> 8045 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8045 

aatatagtca agcaagtttg ttccaggtga cccattgagc tgtgtatgca 

<210> 8046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8046 

tttgctattt tcgtcatgcc tttgagactg agtcttactc cgtcccccag 



1188/1427 



WO 02/057414 



<2X0> 8047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8047 

ttgtgggtgt gaaacaaatg gtgagaattt gaattggtcc ctcctattat 

<210> 8048 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8048 

caggaaggag gtaggcacct ttctgagctt attctattcc ccacccacac 

<210> 8049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8049 

gggagccatc cctctctacc aaggtggcaa tgatggaggg aacttgcatg 

<210> 8050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8050 

tggcccgcaa tactgtagga acaagcatga tcttgttact gtgatatttt 

<210> 8051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8051 

ggttttctac tgttatgtga gaacattagg ccccagcaac acgtcattgt 

<210> 8052 

<211> 50 

<212> DNA ■ 

<213> Homo sapiens 

<400> 8052 

agccctgcaa aaattcagag tccttgcaaa attgtctaaa atgtcagtgt 

<210> 8053 

<211> so 

<212> DNA 

<213> Homo sapiens 



PCT/US01/47856 



50 



50 



50 



50 



50 
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<400> 8053 

tggggactat agtgcaacct atttgggtaa agaaaccatt tgctaaaatg 

<210> 8054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8054 

accactgtat gtttacttct caccatttga gttgcccatc ttgtttcaca 

<210> 8055 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8055 

ttgacctccc atttttacta tttgccaata cctttttcta ggaatgtgct 

<210> 8056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8056 

gaggaggttg cccagaagaa aaagatatcc cagaagaaac tgaagaaaca 

<210> 8057 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8057 

aacctaccag cccttctccc ccaataactg tgggtctata cagagtcaat 

<210> 8058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8058 

agagagttgg accactattg tgtgttgcta atcattgact gtagtcccaa 

<210> 8059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8059 

ccctgtactg ctgctgcgac ctgatgctgc cagtctgtta aaataaagat 

<210> 8060 
<211> 50 
<212> DNA 



1190/1427 



WO 02/057414 

PCT/US01/47856 

<213> Homo sapiens 



<400> 8060 

acacacatac acacacccca aaacacatac attgaaagtg cctcatctga 



50 



50 



50 



<210> 8061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8061 

acctcccact ttgtctgtac atactggcct ctgtgattac atagatcagc 

<210> 8062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8062 

aacaacatta acttgtggcc tctttctaca cctggaaatt tactcttgaa 

<210> 8063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8063 

tctctgctca atctctgctt ggctccaagg acctgggatc tcctggtacg 

<210> 8064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8064 

tgtcttactc aagttcaaac ctccagcctg tgaatcaact gtgtctcttt 

<210> 8065 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8065 

aacttttaca ctttttcctt ccaacacttc ttgattggct ttgcagaaat 

<210> 8066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8066 

tggtgagtgg aatttgacat tgtccaaacc tttttcattt ttgagtgatt 50 
<210> 8067 



50 



50 



50 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8067 

gagtgaggaa gacccccaag catagactcg ggtactgtga tgatggctgc 50 



<210> 8068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8068 

tggcaaagcc cctcacactg caagggattg tagataacac tgacttgttt 50 



<210> 8069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8069 

ggaaaggaaa ctttgaacct tatgtaccga gcaaatgcca ggtctagcaa 50 



<210> 8070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8070 

agttaagatt attcagaagg tcggggattg gagctaagct gccacctggt 50 



<210> 8071 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8071 

ttaccttgtg gatgctagtg ctgtagagtt cactgttgta cacagtctgt 50 



<210> 8072 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8072 

ggggtcttca cattatcata acctctcctc taaaggggag gcattaaaat 50 



<210> 8073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8073 

tttccttgtg caattcagac ttaagcatcg agtttttacc atcttccact 50 
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<210> 8074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8074 

acatgtgcaa ataaatgtgg cttagacttg tgtgactgct taagactaaa 

<210> 8075 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8075 

aaatgtagct tttggggagg gaggggaaat gtaatactgg aataatttgt 

<210> 8076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8076 

acccactgca aaagtagtag tcaagtgtct aggtctttga tattgctctt 

<210> 8077 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8077 

gcctgctgtg aactgctttc cctcggaatg tttccgtaac aggacattaa 

<210> 8078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8078 

gaagagccat ctcaacagaa tcgcaccaaa ctatactttc aggatgaatt 

<210> 8079 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8079 

aggagggtgg gtggaacagg tggactggag tttctcttga gggcaataaa 

<210> 8080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8080 



50 



50 



50 



50 



50 



50 
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tgcttgatta agatgccata atagtgctgt atttgcagtg tgggctaaga 



<210> 8081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8081 

ttgggggaaa tgttgtgggg gtggggttga gttgggggta ttttctaatt 



<210> 8082 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8082 

agcatggtaa acctgggttt tgttcatatt ttctccagac agaaatgcaa 



<210> 8083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8083 

ggtctctttg actaatcacc aaaaagcaac caacttagcc agttttattt 



<210> 8084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8084 

gcccttgatg ctggagtcac atctgttgat agctggagaa ctttagtttc 



<210> 8085 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8085 

gccgattcca agcgagggat ttaatcctta catttttgcc catttggctc 



<210> 8086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8086 

ttccctggac agtttgatgt gcttatggtt gagatttata atctgcttgt 



<210> 8087 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 8087 

ggcggtgact gccccagact tggttttgta atgatttgta caggaataaa 

<210> 8088 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8088 

tgaccatttg gaggggcggg gcctcctaga agaaccttct tagacaatgg 

<210> 8089 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8089 

cagtcctcac accagccaag gtcacaggca agagcaagaa gagaaactga 

<210> 8090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8090 

cctcagtgat ggaatatcat gaatgtgagt cattatgtag ctgtcgtaca 

<210> 8091 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8091 

acacacaact tcagctttgc atcacgagtc ttgtattcca agaaaatcaa 

<210> 8092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8092 

ggaatttcgc accagaggac ccaccacgtc ctcgcttcga catcttgaac 

<210> 8093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8093 

ggaggcagcc agggcttacc tgtacactga cttgagacca gttgaataaa 

<210> 8094 
<211> 50 



1195/1427 
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<212> DNA 

<213> Homo sapiens 

<400> 8094 

cagagaaaga aaaggcaaaa gactggtttg tttgcttaat ttccttctgt 

<210> 8095 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8095 

gaaagcaggg aagcagtgtg aactctttat tcactcccag cctgtcctgt 



<210> 8096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8096 

tggttagatt gttttcactt ggtgatcatg tcttttccat gtgtacctgt 



<210> 8097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8097 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 



<210> 8098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8098 

tggacctgtg acattctgga ctatttctgt gtttatttgt ggccgagtgt 



<210> 8099 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8099 

tgcaactagc aactcatctt cggaagacac agccaggaga atgaagtaga 



<210> 8100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8100 

gactttcctc tctgcgagct tctacttcta agtctgaatc cagtcagaaa 
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<210> 8101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8101 

gtttctcttt ggttttccag attttcttta gaacggtgac tgaccctcct 

<210> 8102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8102 

ctgagcaata actagcataa ccccttgggg cctctaaacg ggtcttgagg 

<210> 8103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8103 

tgcccatttc acattgctca ttactcatgc aaatttcttc ttgctaacct 

<210> 8104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8104 

acccaccatt ggtaaaatat tcaggggaac ttggtttaaa agtttatgct 

<210> 8105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8105 

gtcaaataag gttgttcttt ccttgaagga cagcacccat gccacagcac 

<210> 8106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8106 

ctggaaaaac atcacatggt tgagtcaagg atgaaaagtc aaaactacct 

<210> 8107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8107 

atccatccaa taaacacagc aacaccctat gctactgacc aagcaaagct 



50 



50 



50 



50 



50 



50 



50 
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<210> 8108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8108 

tagttagagt ccaagacatg gttcctcccc ctttgtctgt acatcctggc 50 



<210> 8109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8109 

cagcctgcct gcttgccatt tttcttcccc ttccattttt ctaacctcag 50 



<210> 8110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8110 

acttcctccc cctcccccta gcattactta tatgatatgt ttccataccc 50 



<210> 8111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8111 

aaggaatttg ttttccctat cctaactcag taacagaggg tttactccga 50 



<210> 8112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8112 

tttgcatccc gagttttgta ttccaagaaa atcaaagggg gccaatttgt 50 

<210> 8113 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 8113 

aaacaggaag ggggtttggg ccctttgatc aactggaacc tttggatcaa g 51 



<210> 8114 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 8114 

aaaaacggtt tatgggggta gggaaacagg ccgaaaagaa cgtggagaaa 

<210> 8115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8115 

ggggactcag gcccccgctg ggggtcccac atagggtttt tatccaaaaa 

<210> 8116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8116 

tgttgttgga tacgtactta actggtatgc atcccatgtc tttgggtact 

<210> 8117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8117 

tgagagcaca ccataaattc acagcaggaa taaacgaaga cacacgagca 

<210> 8118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8118 

accagggctt aaaacctcaa tttatgttca tgacagtggg gatttttctt 

<210> 8119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8119 

agccatagaa ggtgttcagg tattgcactg ccaactcttt gtccgttttg 

<210> 8120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8120 

ccatgccctt gtcatcaatc ttgaatccca tagctgcttg aatctgctgc 

<210> 8121 
<211> 50 
<212> DNA 
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50 



50 



50 



50 



50 



50 
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<213> Homo sapiens 
<400> 8121 

ttaagaatgt ggcagaaatg tatgctgagg tagcccagtc aatccttatt 



<210> 8122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8122 

atcagtagca aaacaaaccc agcaacttct gtccagcatc tgctgtaggg 

<210> 8123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8123 

cccatctaac tagcacacga accttccacg aggacgcctg gcgagagaag 

<210> 8124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8124 

gaacttggca gttgtagcag aggcagttga ggcttgttga ccatcaccat 

<210> 8125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8125 

cgctctctcc tgcacagcac caccaccaac agtctggatg attttaggca 

<210> 8126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8126 

ttttgggaag aaaaccctat gcatctgaaa tacaattggc aatggaagct 

<210> 8127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8127 

ctctttgttg ctactcattt ctctccggcg tctgctgagg ggtaggtgtc 
<210> 8128 
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<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 8128 

caacttcctc ttggttaccc agaagaacag cagcaccgtg atccagagca 



50 



<210> 8129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8129 

ctgtacatct gcatcccagc aaagagcagc agggacagga gggaggagag 

<210> 8130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8130 

cacagacaga aggtttcgtt cctcattcga cagtggctca ttcagctctg 

<210> 8131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8131 

tcaagattgg caattcactg tgcccattaa accactcagt agctcagcct 

<210> 8132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8132 

agttgtcctg agagttttac acttgtgaga aaatactggc agctttgatt 

<210> 8133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8133 

cacataggaa tccttctgac ccatgcccac catcacgccc tggtgcctgg 

<210> 8134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8134 

aacaggaacc tttatctctt tgtgaggcga tttgcattct ccacacaggc 



50 



50 



50 



50 



50 



50 
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<210> 8135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8135 

gtacttgccg ccggtggcct cattgtagta cacgttgatg cgttccagct 

<210> 8136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8136 

atagtggcta gggattagga ggcgaaggcg acaggagcag acaccgggtc 

<210> 8137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8137 

cattttggct tttaggggta gttttcacga cacctgtgtt ctggcggcaa 

<210> 8138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8138 

ccctggttca ggaattaagg ggacagactt gaataagaaa caaaacaaaa 

<210> 8139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8139 

acagtagaga atttgagtac acagggtatg gagagtaggg cacaaaatgt 

<210> 8140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8140 

gaacagcctc gtctttcccc gaatgccagg caggatgacg atgaacgtgg 

<210> 8141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8141 
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gacctccaga atttcctcat cgctgtcggt gaccaagtcc acagacacta 



50 



50 



<210> 8142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8142 

tcttgccatc ctatggaact gcctcggtga gttttctcct tcattacaga 

<210> 8143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8143 

tgttactcct tcaagcccct gaatcactat agccacgact ctccaactga 

<210> 8144 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..<290) 

<223> N=A, T, C, or G 

<400> 8144 

agtcaaccta ccaaagacca tacctgacac ctaggctctc tcacccaatg gaatagactc so 
taatggtgat acataccaat aangggaaat ctagtggtgg taaactgttt atgcctcatt 
ctatgaaagc tgaaagattg ctgttagctg tatgatgtat aatgctaatc gcgatanggg 
tacattgtct tctacagact cctacatatg tatgattatc acagtatgat gccagatact 
aacattcata ttgaacaaat ggctggcgtg ggtagatgtc aagagaacat 



50 



120 
180 
240 
290 



<210> 8145 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8145 



ggcaggtgga gaacacaaac gagtgagagc tgactgtagt 


cgaagatcat 


acaaggaaag 


60 


gtaagaaggc ctgcaagctg tgaattagac 


ataatacatt 


attaattata 


ggatgtaaca 


120 


ttatgtatat ggggaatata tatctaaact 


tatttatcaa 


tatttaatat 


tatatatatg 


180 


999tatgtgt atgtaaacgc atatatatta 


tatatatgta 


ttattaataa 


cttttgtgtt 


240 


atgagactga atatctataa atatatgttt 


tattaataat 


tactatatgc tgtgtaagta 


300 


tcacgttata ttttgtgtgc tgactaagta 


agcaacgcta 


tgtagataca 


aagagttgtg 


360 
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tgatggagtc cactggtgat acaacg 386 



<210> 8146 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8146 

cgagtacaag cttttttttt ttattttatt tcttgttctg gctatgatga caaactgggt 60 

agtatatgat atatataacg tagagaagag taacatatag acacaaaaaa tatatatgag 120 

tcatgtatta actagaaatg cacataagat aaaatggcct attgaatcat gtttttatta 180 

tagatatatt acaaaatggc attgaaggaa acctacttat ttttcaatat gagaacaaca 24 0 

gaaggctttt atgtatcacg aaaataacaa tatatctgat tttataattt ataatttaca 300 

ttacataagc tgagaactac acaataaaaa ctcaccaata ttgaatatta tata 354 



<210> 8147 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8147 

atctcgaagg caactcgcat gcacactagc aacatatata aacaatctta tattagactg 60 

taaatggaaa ctgtaaagtg attagcttga atcttttgtg cgaaagattt gtaacagaca 120 

atcgggtgaa atcacctcgc gcatgttatg gagagattgt gacgttcagg acaaaacgag 180 

taacagactg atcttctgtt tgatactacg accaggactc caggac 226 



<210> 


8148 




<211> 


530 




<212> 


DNA 




<213> 


Homo 


sapiens 


<220> 






<221> 


misc 


feature 


<222> 


(1).. 


(530) 


<223> 


N=A,T 


,C, or G 


<400> 


8148 





gacactgagt ctaggaatan gcacatatgg agctaaagac ctatgcttta aatactctaa 60 

atatatagac tacacaaaaa catatgggaa aaatgtactg atgctaagat aatattgttg 120 

atatcatatt gtagaaacta taactttaaa ccaatagttg tgagcataaa tgttacagtg 180 

atattgtgtg taatatatag tacatgtaaa aatgaaacta aatttatata taattgtata 240 

tatgacatca acaatgtaat tgatattctt gctgttatca caacactcga aattaatgaa 300 

tgctacagac atggattaaa aagactangc tctctaaaga gataaagaat attacttaaa 3 60 
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gcacatatta ttatgtgtaa tacactatta gaagattaga tctaaactat acaacacana 420 
acgtacttct tttcatcatc ctctgctaca aactattgcc ctcctcaaaa tatagacgat 480 
tgctaaaaga gtctgagcga tgatgccatc aatgaacaaa cgttttgagt 53 0 



<210> 


8149 


<211> 


514 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . - (514) 


<223> 


N s A, T, C, or G 


<400> 


8149 



tgtcttggag taaattttaa gttcatggat gtaatgtggt ctacaggaat actgtatttg 60 

taaaaaaata agaacattct gcaactgtag aaatgacccc attatatatt ttctgaaaat 120 

gaaaacagtt acatgaaaaa aatgaccaat gaacatgtca tcatttgatg aaaaaccaga 18 0 

agttattaga tgagagcagc gagtgaatct ttaaaacaga cttgatcacg cacactcaat 240 

aagtaatatc tctccgaaac cggatgtcat tctatatctg ttagaaataa tgtcatcaaa 300 

agaaagtaaa ttagaggata tttttgccaa tagtttatac aaaatatatg aaccaaagag 360 

attggaattt gtaaaaatgt aaaatagtafc gaacaatatt tgcactctac catatttgaa 420 

catctnnatg agttcacatt catactaggt tatcaacatt gcgttctttt tgcattcatt 480 
ctttactgtt attaaaagtt caaaaccaat ataa 

514 



<210> 


8150 


<211> 


170 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . ! (170) 


<223> 


N = A, T, C or G 


<400> 


8150 



gtagcatatt tgattttctt ttttctttct ttttttggca tcattaacat ttcatttgaa 
atgcatattg ttcttgaagt acctcggccg cgaccacgct aatcactagt 



60 
120 
170 



<210> 8151 
<211> 162 
<212> DNA 
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<213> Homo sapiens 



<400> 8151 
aggcgacagg gaatggcaag 


tttctgaagt 


cggcatagct 


tagttgttgc 


atccagcaga 


60 


gagacagcac agggagcagc 


ctacgcagga 


agattacaac 


agaggaataa 


cacagaatac 


120 


aatctgggat ggataatagt 


gaatggcatc 


cactagatga 


tt 




162 


<210> 8152 

<211> 498 

<212> DNA 

<213> Homo sapiens 












<400> 8152 
cagtcttttt tttttttttt 


tttttttttt 


ttttgggttt 


ggaaccttta ataaaaataa 


60 


aaaaggaatg caaaaagaac 


acaatgttga 


aaacttaata 


tgaatgtgaa 


cctcactaga 


120 


tgttcaaatc tgggagagtg 


caaattttgg 


tcatactatt 


ttacattttt 


acaaactcaa 


180 


atcactttgg ttcatatatt 


ttctataaac 


tattggcaaa 


aaaatcctca 


aatttacatt 


240 


cutcuggcua cauuacuucu 


aacagatata 


gatttacttc 


cgggttcgga gagaaagact 


JUU 


tattgtgtgt gcgtgaacaa 


gtctggttta 


aagattcact 


cgctgctttc 


atctaataac 


360 


ttctggtttt tcataaaatg 


gtgacatctt 


cattggaaat 


ttttttcatg ttactggttt 


. 420 


cattttcaga aaaattataa 


gggggggatt 


ccaaaggtca 


gaaagatcct 


atttttttaa 


480 


aaaaaaaaaa ttctggta 










498 


<210> 8153 

<211> 194 

<212> DNA 

<213> Homo sapiens 












<400> 8153 

actattaagt tctttcacaa 


aataatcatc 


ttatatcaac 


acagtaccaa 


tctaagtgtc 


60 


cgcaggaggg ttactttaac 


atctccctcc 


tgtgtttact 


ccaatgtttc 


tccctttagg 


120 


tatggtctgg gtaaatcggt 


ttatggatgc 


atctgtccac 


accacgctcg 


cagcatgtca 


180 


ctctgcgcat taag 










194 


<210> 8154 

<211> 178 

<212> DNA 

<213> Homo sapiens 












<400> 8154 
gtgcgctggc tatggacacg 


taaaggaatt 


gccacatggt 


ggacattgat 


tgcaaattgt 


60 


tgaggggatg gaaaggatgt 


tggacgttct 


ggtgaaaagc 


tggaagatgg 


ccctaaattc 


120 


ttgaagtact ggtgaagctg 


tcattgtcga 


tttgggtggt 
1206/1427 


ggatagcttc 


tgtacgtg 


178 
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60 
120 
180 
240 
300 
360 
420 
450 



<210> 8155 

<211> 450 

<212> DNA 

<213> Homo sapiens 

<400> 8155 

caactattat actattctct totgctttca ttctgatgtg gtctgtaata gcaaaataca 
tgacttattt gtgtggatgg caaaacaaaa ggtgtgtgtt ggatggtctg cttatcagtg 
gatgatacaa cagtcaagca aaacctcgcg gccctaaccc aaaatcgatg aatctttgga 
acttgaaaga caatctggcc tgtatgaatg ggcaaacagc gaccatcatt cgaaatgaaa 
ctggtaggca gtcacatttg acattcatga tcttcactgg ctactcgtcc agactcaaaa 
cgctggtgac tgttaacagt gtcaggtttt aaccaagcgg aattccatta aatatttgcc 
ccaatgctct ggaaactggg agagaatctt tgcactgtga tagotgctac actgtgcgcc 
tgaacacagc gccattggtg gtaccccccg 

<210> 8156 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8156 

tatcatatac ataaaacaga tggctgggga ggaaggaaga caaacaagaa tgactcagct 
ggatggacat acacttaatg catgatcaat catcaatctg tctgttatac attagttggt 
gagtgggatg tccatacatt aactattgaa tgaaaggtaa gttatttaat atatttat 

<210> 8157 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8157 

tttttttttt ttttttttgg ttttgaacct ttaataaaag taaaaaatga atgcaaaaag 
aacacaatgt tgaaaactta atatgaatgt gaacctcact agatgttcaa atctgggaga 
gtgcaaattt tgttcatact attttacatt ttttacaaac tcaaatcact ttggttcata 
tattttctat taactattgg caaaaaaatc ctcaaactct cattcc 

<210> 8158 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8158 

tactgactat ggaaacatga atatatgtaa gggccattca tgatatatga atgagaagag 60 



60 
120 
178 



60 
120 
180 
226 
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taagctttca tatggaaaaa 


cacaatcatt 


caaaaaatga 


atgacatgct gatgtatagc 


120 


aacacgcatc ataaaatgaa 


gagtatatca 


ataacatatc 


tatgcttaga taagtactac 


180 


cttctgtgta ttatagaaca 


ataagtgtgc 


attggttgta ctttgcaact aacgcatggg 


240 


tatcatgggt atgcacccat 


catgatggag 


tctggattac 


catcttgctt ttggataaaa 


300 


cagatctatt tggggcatct 


acataggatt 


aatagagaga 


gaaagaggat atatgattca 


360 


taaatcatat atgctctgat 


caaatgcaag 


catcattaaa 


aaacatatgc tatctataac 


420 


tactcatcag attgctgtga 


tctatacact 


ctctccacat 


attaatactg tgaaacttca 


480 


actatagcac attactctgg 


atatgcaaag 


ttagcacggt 


aggacatgaa 


530 



<210> 8159 

<211> 578 

<212> DNA 

<213> Homo sapiens 

<400> 8159 



agcatttaat ccaaacaggg 


gttcttagcc 


tcagcactat 


gacattttgg gctgactact 


. 60 


tatttgttag gcgggagctc 


tcctgtgcat 


tgtaggataa 


ttagcagtat ccctggtggc 


120 


tacccaatag acgccagtag 


caccccgaat 


tgacaaccca 


aactctccag acatcaccaa 


180 


ctgtcccctg cgaggagaaa 


tcactcctgg 


gggagaacca 


ctgacccaaa tgaattctaa 


240 


accaatcaaa tgtctgggaa 


gccctccaag 


aaaaaaaaat 


agaaaaagca cttgaagaat 


300 


attcccaata ttcccggtca 


gcagtatcaa 


ggctgacttg 


tgttcatgtg gagtcattat 


360 


aaattctata aatcaattat 


tccccttcgg 


tcttaaaaat 


atatttactc ataaacattt 


420 


gtgttttgtt gaaaagatgg 


agtttacaaa 


gataccattc 


ttgagtcatg gatttctctg 


480 


gtcacagaat ggtgtggcat 


ttggaaacgg 


gaataaacaa 


aattgctgca tcaatgcact 


540 


gagtgaagga agagagacag 


aggatgaagg 


gttttaga 




578 



<210> 8160 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8160 



ggtgaggtag tatgtgagtg 


aaataaatgg 


atggaattag tgatatgaat aattgaagtt 


60 


tgagaagtag aatggatggg 


cgtgttgtga 


ttattagtaa aataagatag aagaatgttg 


120 


taagaattat atggatggat 


atgatatgta 


ggttattatt gtaatttata cttttatgaa 


180 


ttgtgaataa ggaaatatat 


tctatataga 


ttaggagtga aagaatcagg tttataaagt 


240 


gaaataatta aatagaatgc 


agaaatgaag 


agaaagggat attgtgtaac atattattgg 


300 


aagaataatt aaaatattta 


atatgtgtta 


taaaagtgaa gataaaagtg tatttttatg 


360 
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aacagaattg ttatgaaata ttatttttac attaaattaa aagtgtattg agtgaatatg 
ttaaggaata tttattggaa atattagagt taggtacaat tgaagaaatg tgtgaatgaa 
gaagaggaag tgattactgg gtgaaattat agtgaattgg aaataattga 

<210> 8161 

<211> 693 

<212> DNA 

<213> Homo sapiens 

<400> 8161 

gcggtggttg tgatcggcta tgtgggtagc ttggtggtgt ggtggcggca gtgaggggct 
aggatgggtg gtaggatatc taggactgag acggagactt gacctccacg atgcaacatc 
caatgagtat gctatgtgag aaaaatgaga gattaacgag ctaaatgcag tgtgtatgat 
gtgtgagaac atcacagatg gatgatcgca caagaggcat ttgcatgata tgatcgcttc 
atagatggaa taatcgaact ggtgaatatg tatgagctgt gatgaatgtt gctgcagaat 
ccatctgttg aaccatgtat atgcaatgtg tgaggaggct agatgaatgg atcatatcat 
gatgatgtta acaatgttgg gtgagattgc tatggtgaca aatcatgtgg atgtatacag 
gaatatttct ggttgctgcg gttgacaacc atgggggatc agacaagaga agtagtagag 
agtgatgttg acatcgatgg gggatacgct tataaatgat gaagtggatg acgtgtgcat 
gtggagcgta tacgatagtt actaacgagt ttggagcata gtgtgagtat tatatattgt 
caagttaata acgtggtgga tgcattgtta tagttgttta ttgtgtgaaa ttgatatctg 
gttataatta tggtcataat ttgtatcctg taa 

<210> 8162 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8162 

atgatagttg tgaaatgatt gattggaggg taagttattg gttgttttta gatttaggtt 
agaaagagga ggtatgtgga taggagtaaa taatgtgatt ggtttattgg gtgaaatatt 
atgttttgtt gtttggatat atggaggatg gtgattttag tttggataat agaggttata 
taaatgcaat ggaa 

<210> 8163 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<400> 8163 

cagcatttaa tccaaacagg ggttcttagt ctcagcacta tgacattttg ggctgactac 

1209/1427 



420 
480 
530 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
693 



60 
12 0 
180 
194 



60 
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ttatttgtta ggcgggagct ctcctgtgca ttgtaggata attagcagta tccctggtgg 120 

ctacccaata gacgccagta gcaccccgaa ttgacaaccc aaactctcca gacatcacca 180 

actgtcccct gcgaggagaa atcactcctg ggggagaacc actgacccaa atgaattcta 240 

aaccaatcaa atgtctggga agccctccaa gaaaaaaaat agaaaagcac ttgaagaata 3 00 

ttcccaatat tcccggtcag cagtatcaag gctgacttgt gttcatgtgg agtcattata 3 60 

aattctataa atcaattatt ccccttcggt cttaaaaata tatttcctca taaacatttg 420 

aagtttgttg aaaagatgga ggttacaaag ataccattct tgaagc 466 

<210> 8164 

<211> 672 

<212> DNA 

<213> Homo sapiens 

<400> 8164 



cccttaagat 


tctggacctc 


ttagaaggaa ggctcatcta tacacttcaa ggacatacgg 


60 


gacctgtctt 


tactgtttca 


ttttcaaaag gtggagagct atttgcatca ggaggtgcag 


120 


acacacaggt 


cttattatgg 


aggactaact ttgatgaatt gcattgtaaa ggtcttacca 


180 


aaagaaatct 


caaaagatta 


cattttgatt caccaccaca tcttcttgat atctacccaa 


240 


gaacaccaca 


tccccatgag 


gaaaaagttg agactgtaga aattaatcca aagcttgagg 


300 


taatcgattt 


gcagatctct 


actccccctg ttatggatat cctttctttt gattctacca 


360 


caacaacaga 


aaccagtggt 


aggactctgc cagacaaggg tgaagaggcc tgtggatatt 


420 


tcttgaaccc 


ttccttaatg 


tcaccagaat gtttgccaac aaccacgaaa aagaaaacag 


480 


aagacatgag 


tgacctcccc 


tgtgaaagtc aaaggagcat acctctcgct gtgactgatg 


540 


ctttagagca 


tattatggaa 


caactcaatg ttttgacaca gactgtttca atcttggagc 


600 


agcgactgac 


tttgacagaa 


gataagctga aagactgcct tgaaaatcag caaaagcttt 


660 


tagtgctgtc 


ca 




672 



<210> 8165 

<211> 514 

<212> DNA 

<213> Homo sapiens 

<220> 

< 2 2 1 > mis c_f e a t ure 

<222> (1)..(514) 

<223> N = A, T, C, or G 

<400> 8165 

ggcttgggct gctggggcag gggcaactgg aggcaagcgg aaaacgacga ttagttcttt 60 
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atgtatgata ataaattaat attaatacat atanatatat agatattatg taaatgttac 
tatgataatg gttatcgttt atacgttatc gtaatatcat aagattttta tacaaaatca 
aaatacgaag actactaaca tgaggatgga gaaggaaaaa agtttctgaa tcttgaccgt 
ggctgaggcg gagacgattc ttggacttgg agctgtatct gtatgtaaat gaacatagag 
gaatacgact acagaaccta ataccaatac caggacaatg gctctgcatt taaatgatag 
tgactgtgac tgaatacagt ttaagttaat tgttgtaggt gattgtgatt atattaatgc 
gatagcgtat attgagatga agatctaagt gattgtgaac acttgacctt gatgtccctg 
gacacagtgc attagcgtca tttctaggtc acgc 



<210> 8166 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_j£ eature 

<222> (1) . . (402) 

<223> N= A, C, G, or T 



<400> 8166 

ggtactgtga aaccaccaac ttcagttgcc tcagactcca gtaatacaac ggtcaccacc 
atgaaaccta cagcggcatc taatacaaca acaccaggga tggtctcaac aaatatgact 
tctaccacct taaagtctac acccaaaaca acaagtgttt cacagaacac atctcagata 
tcaacatcca caatgaccgt aacccacaat agttcagtga catctgctgc ttcatcagta 
acaatcacaa caactatgca ttctgaagca aagaaaggat caaaatttga tactgngagc 
tttgttggtg gtattgtatt aacgctggga gttttatcta ttctttacat tggatgcaaa 
aagtattact cagaagaagc attcgtatcg aaccataaat ga 



<210> 8167 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1)..(322) 

<223> N= A, T, C, or G 



<400> 8167 

ttctccctta aggactttgg caagaataac aagttcattg gaatttgact ttctgacata 
gagcagacag ccttgccctg tcatgccagg cctttcatgt gaagttacca tttattagct 
gcttctgtct ctccnaggga agatttccct tttataagcc tgggccaggg ggatgatagt 



12 0 
180 
240 
300 
360 
420 
480 
514 



60 
120 
180 
240 
300 
360 
402 



60 
120 
180 
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aagattcccc atgtgatacc agagttggaa taagctgtag tgagattang gccaggactg 240 
tcccattttg attcttgaat ggtttctgtt acaacttgtc atgggggaaa aagtaacact 300 
tatttttttt ttcctccctt aa 322 

<210> 8168 

<2U> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8168 

tactatgata tgtgaatgga aaagtaggca gctgatgact caaattaaga attttaatta 60 

cattgactcc aagtctgata ttctgatgag tgtcatatag cacttaatgt ctgcttcata 120 

taatactacc acttattaga tatatataga ctcaagagca ttaacaaaag tagagaaaga 180 

gtgagtcatt atatacctat gagtaaaata tgaaaatgac tatatgtgtc tgtctgtgtc 240 

ttgttatcgg tgatgcaaat agttaattct tgatggaagc tgtcgacgtg 290 



<210> 


8169 


<211> 


242 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (242) 


<223> 


N = A, T, C, 


<400> 


8169 



cggtggtnca tcgcttgntg gtgtggttct tatnattaac nccattgtgt atacaggttt 60 

ccagtccctt ggggtacagt agtggttggc cagatggtta tgtaagtatt tggagtcagg 120 

tgtataatgg attttcgggt gatatggatg taaagaaaag ctttccttgt tcacccggac 180 

ttgaaatcgt ggagttttaa tagcagatct tcagcaggtg agagaatcac agctgcattc 240 

ca 242 

<210> 8170 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8170 

ctgtcgagaa tggaggattc ttacgtggac atgagttgca ttgttctttg atgctgtagg 60 

cttattaaaa gtatgtagtg actagtttcc aggcacttgg aatctgtgtt cctatggttg 120 

gcggcatagc agctagcatt tttgatcacc atacagcagg gcttcgggta gtcgcgat . 178 



1212/1427 



60 
120 
180 
240 
242 
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<210> 8171 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(242) 

<223> N = A, T, C, or G 

<400> 8171 

ccagnaggtt atccctgtac ctgccctggt gattggccag cgaatcaggt ctaaccagca 
caactcccac ctggaccagc cgaaccagct ctgagcatga gttgggtcag atctgaaaca 
tcccctgcat aaccccagca agctacctcc cctgctaatt atggatgctc atctcctgca 
agcatcaacc gcattggcag aagcagcaaa cccacttcct ccttgcttag catggaccat 

gg 

<210> 8172 

<211> 722 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(722) 

<223> n = A, T, C or G 

<400> 8172 

gggaccggga ggtgacttag tgctgatact ggcaattggn aaagatgagg gacgnctgct 
tgcactccag catgcggcca tttttaatta cattgtttcc caagtatgca tattctgnac 
atgtctatag cacttagtgt ctgcttcata taaactacca gttattatat atttatgatg 
caagtagttt tccaaatgtg gtgaaagtct gagtcttttt atccccatgg gtaaaatctg 
aatctggctc tctgtgtctc tctgtgcttg tttattgctg gtcagagagt caattcttga 
taaaagctgt tgacttggct ctcacagttt atgcagacat tggagagacg atctggttat 
ttcaaacatc acaggatctg agtaagaaga cctggttatg aaacaaggct ctcataatta 
ctagctatga ctgttgacaa gttacctttt cttgtttaca agttatttgg cctctttgaa 
ttacttgtaa aatagagata gggattcttt cttgatcatg gaacatcaaa tgaagttatt 
tgatgaaata ctttgttatc tggaaattat aaatatcact tcatgtttat tattatttgg 
aatttgggct tctcatggtg gcattttcta tggtcatttt tttcttttct tgcataatgg 
ctataaagtt agttagacat gcaaacaaat gccctaagtg ggaaattttg aataggttag 



gg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
722 
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<210> 8173 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8173 

ttgtttgcag agtcctcaaa tgtatcacag aaaacagttg ctgtggaaac ttatagtgga 
ccctactgac gcacaagcat taagaagtcc acttgctgca tactgtaagg agaacttgct 
gcatttggga aatgctgctt aaggcaacac acattacctt tgtgacaggg ctctgtccac 
tggggtgggc tgatgcaatc tatacagaat gcacatgctg cctttttttc ttcttttttt 
gc 



<210> 


8174 


<211> 


194 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) (194) 


<223> 


n = A, T, C < 



<400> 8174 

agcacgtaac ccatccgatc ccccaagatt aaggaaaaag agtgggagag caaatggaag 
aagcccctgc taacgggatg ctaatgagaa atggggagca ggaggctgac aatgaggtag 
acgaagaaga ggaagaaggt ggggaggaag aggaggagga agaagaaggn gaaggtgagg 
gggggggggg cggg 



<210> 8175 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8175 

tttttttttt tttttttttt tttttgggct tcccaattat tttaatgaag ggattgggag 60 

gaggacatac aaaacggcca gatacacagg gtagcagggg cttgataatg agataatttt 12 0 

cccccacgtg ttgggaaaaa aaatactatg tattttttta tgaacactat taaaaaaaaa 180 

taaacccact cacaacattt tggagggact aaaggccaag agaaaccaat ggagaatcat 240 

tatttggggg atgggggggg gagtttctgg ggggcagggg gggatgtgga caggcagggg 300 

ggggtggagg aaccttgcct ctggcgggaa tgggaaggag ggacaaggaa caaa 354 



<210> 8176 
<211> 603 
<212> DNA 



60 
120 
180 
240 
242 



60 
120 
180 
194 
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<213> Homo sapiens 
<400> 8176 

ccccaaataa ctttcttatt gctctgaaag aagaaaagca atgtaaatca ctatgattat 
tgcacaaaca accagaattc tccaacaatt ttaagtaatc tgatcctctt cttggagaaa 
attgttacct aatagttttt ccttatgaat gttattacta ctggtataaa tcaaatttct 
ataaatttcc tacttaagtc ttaagaactg ggttcttcct ttgatgttat tcatgttcag 
aaaggaaaca acactttact cttttaggac aattcctaga atctatagta gtatcaggat 
atattttgct ttaaaatata ttttggttat tttgaataca gacattggct ccaaattttc 
atctttgcac aatagtatga cttttcacta gaacttctca acatttggga actttgcaaa 
tatgagcatc atatgtgtta aggctgtatc atttaatgct atgagataca ttgttttctc 
cctatgccaa acaggtgaac aaacgtagtt gttttttact gatactaaat gttggctacc 
tgtgatttta tagtatgcac atgtcagaaa aaggcaagac aaatggcctc ttggtccccg 
ccg 



<210> 8177 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8177 

ttattttatt tatttggtat tatgtttttt tatttttttt ttttttgtta tttttttttt 
tttttgtttt tttttttttt tttttttttt gttttttttt tttttttttt tgtttttggg 
9g9gggaata ggagaggggg ggggaggggg gggtgatgaa ggggggggga aaagaggatt 
tataatataa aaaaaggggg aattaaaggg ggggagagaa gttaatgaaa aggaggaaaa 
aaaaggatat attaataaaa aaaaattgga aaaaaggggg agttttttat taagaggggg 
gtatattttg gggggaaaaa aatatggggg gggggaaaaa aataatagtt tggg 

<210> 8178 

<211> 352 

<212> DHA 

<213> Homo sapiens 

<400> 8178 

acggattgaa ttgactgatg catgctcaca tatgtctaaa aacaatctgt ctgcaataac 
atgtcatgaa tgtgtgactg actggtctgt ccttgtgcga gctactacct gctgcctgct 
atcaatctct ctaacaacgg gtggacacac acccaccgac tgctggttgt cttacacaga 
gaggaaggat ccttgcaact atctgggaga ttaatatgta accagcaacc tgtgtttgca 
gccagctgtg ggaggtcaaa caaacaaaag catgcaagca tgtgcggact gaaccgagtg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
603 



60 
120 
180 
240 
300 
354 



60 
120 
180 
240 
300 
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atgcgtgcga gagtacctgc ctgggcggac ggtcgcactc tcttactatt ga 352 

<210> 8179 

<211> 464 

<212> DNA 

<213> Homo sapiens 

<400> 8179 

gctttttttt tttttttttt tttttttttt tttttttttt tttaaaaaac taaggaaatt 60 

aattgggttc agggaaaaaa ccggaaaaaa tggtggaaaa aagtggtaaa aaaaggttaa 120 

cttaaaaaat acaaaaaata ccttggggta aaattttgga aggggggggt atttaaaaaa 180 

aacggaaaaa aaaccaaaac ctaaaatatt gggaaaacaa aatattaact tttttttttt 240 

tttaataaag gggggggatt gtttttggaa taaattaacc aaaaaaataa aggtacccct 300 

ggttttttta agggaaaatt ttttatttta atcaaaccct aaaaaaacct tggtaaggtt 360 

ttatcccatt ttaagggggg aaaaaaaggg ctaaaagggg gaagggaaaa tccttggtgg 420 

gcaaaacgga ttatgggggc aaggtaattg aaatggaccc caaa 464 

<210> 8180 

<211> 448 

<212> DNA 

<213> Homo sapiens 

<400> 8180 

tacagttacc attgtacaat ttatgaacac atggattacc ttatgacaaa gcattatata 60 

caccactgta ctagatgatg aagtgctaac cactcacatc actagcatgc cttctattta 120 

tccaaatatt taaaggtgat atttattgtc gaatgggtgg ggtggtacca atggtctcta 180 

gtatggttag tgtgaaaact ataaatatgg atctttcagt gagctattag tgagcaccta 240 

ggggctataa gatggtttca cttattaatc acaaaatatt cattattatg gtgaatgtta 300 

gatatactct ctatgtaaat tggttagtaa aacgagttag aagatatgat gaatacaaaa 360 

aaaataaaaa cagacatgca tgggcggtgg aggccatgat cttaaggaaa aaaatgttgt 420 

gtgagtcgtg tataacatta aatgaatc 448 

<210> 8181 

<211> 576 

<212> DNA 

<213> Homo sapiens 

<400> 8181 

caagtaaggg gttgtacggt gctgcgaggt cgaatagcat accaatattg gttgatctgt 60 

ctgcaacatt agaaatatgg agatatatac tatttataca tatttaacat taaatatatg 120 

gggaatatat ctttagactc atgaaaaaga ataatgtatt attatatgca tcatttgtga 180 
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tatgatatat gactgtgaca tgaatatatg aattatttgt aatctgtata accagtgact 
9Ctc t gcgaa tatcactggt ttatcgactg ggccagctag gctatgagac tacgcaggat 
catatggggg gcgcgctatg caaccagccg aaacaagaac cactggagaa gtgaggtgat 
actactcgat gactcgacga acagctatat gtgaggcgat agtatccagt gcactgacgg 
cttgacaata tgcacgcgaa tgtgtccagt gctccaaggg catgacataa cataaccaga 
aagtgtcagg cgggcgcgta gaaaacatgc cgacaaatga gactgcacgc gtgcggcttc 
aaaaattgct gacaactgtg accgctacct gccggt 



<210> 8182 

<211> iso 

<212> DNA 

<213> Homo sapiens 



<400> 8182 

gacagggggg gggggggg gg cggggggggg gggg gggggg gggggggggg gacgggcaga 
ggggacctat tggatgcaaa aaagaatatc tatataaaaa aaatatagtt gtttttttgt 
ggtttagaac caccagtaac aatgaaaaag tattcaataa 



<210> 8183 

<211> 208 

<212> DNA 

<213> Homo sapiens 



<400> 8183 

cagttgtcaa caatatttgg taagcaacca gacatgtaaa tcttctgtag atgctttgtt 
tttcattatg gtgcacctgt acacatttca agttctgttc tgacatgtcc attattatca 
ctgtgctctt tattgtcaag catatttttt tttaccggtc tgtaaactgg gatagttatc 
actttctctt tttttatttg tttatttg 



<210> 8184 

<211> 160 

<212> DNA 

<213> Homo sapiens 



<400> 8184 

gaagtcttgt gttttactaa tgggaaaaaa aaatacagaa aaaagttttg ttactcatgg 
ctgccccacc gccagcctgg gccctaaaaa cagcccagcg cctcacttct ggcttgggag 
aaatatttct ttgctccttt tgggaattca tggcttgatg 



<210> 8185 

<211> 160 

<212> DNA 

<213> Homo sapiens 



240 
300 
360 
420 
480 
540 
576 



60 
120 
160 



60 
120 
180 
208 



60 
120 
160 
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<400> 8185 

gaggtcctgc aaaccatctc aagaccaaaa taagcgaccc ggcctatgtc cccctgttat 60 

tgggattgac ccacacggcc tctacattgg catgcctagt tttgcttgca tctggaaaga 12 0 

aaaagaattg aatcgcacgt ttctgggtaa aaaagctggg 160 

<210> 8186 

<211> 528 

<212> DNA 

<213> Homo sapiens 

<400> 8186 

tttttttttt tttttttttt tttttttttt ttttttttta aaattaaaaa ggaattattt 60 

tttttattgc cgggttttat taaaggggga ttttaaatta attcattgga gggggtaaag 120 

gaaatggagt gggtgggtgg gaaaaggcag gggggccaaa aattattacc cattaaaatt 180 

aaaagtggtt tgggtgattg gtggggttct ggtgggttgg gttgggtttt tgtttttttg 240 

gg99tgggtt ttctggtctt tgttcttgac cactttttta accattgggg ttgggggata 300 

agaaaaaatt tttaggcaag gttgggtatt aaaaccacaa aaattttggg gggaggaaaa 360 

ttaaatttat tgttttaaag gagctttcgg ggaggggggg ggtttggttt ttgttaccgg 420 

gaggtggggg ggtagggggg ttaacacggg tctttttatt ggaaatttaa ttctcttaaa 480 

ctttcaaaat ggttggcggg ggaaaaaaaa aatggccggg agggccag 52 8 

<210> 8187 

<211> 384 

<212> DNA 

<213> Homo sapiens 

<400> 8187 

tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 60 

tttttttttt tttttttttt tttttttttt gggggggcaa aaaatttttt tttttttttt 120 

tggggttgga aaaatttttt aagggaattt ttgggggggg aattttgggg ataagtttta 180 

aaaaaaaaaa aaaaaggggg ggtaattttt gggaatattt aaggaattaa acaaggtttt 240 

tatattaatt ttaggggggg gtttaaaaat ttatttgggt tttaaaaaag ggtaccatta 300 

aaaaaaattg ggattggctt ttttaggggg acttaaagaa tttaaggggg tttggggggg 360 

gggaaggggg ttatataggg gagg 384 



<210> 8188 

<211> 222 

<212> DNA 

<213> Homo sapiens 

<400> 8188 

cttttttttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttatg 60 
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60 
120 
180 
240 
300 
352 



gggaaattta ccttttttta ttttttttta atattgaaaa ttttaaaaaa ggaattattt - 120 
ttcatttggg gtcccggccg gggggggg gg taggatcact tgagtaatca ggggggcggt 180 
ggatggggcg ctgaggggag aacacaaaca cagggcaggg gg 222 

<210> 8189 

<211> 352 

<212> DNA 

<213> Homo sapiens 

<400> 8189 

tcttggtcta atatagggta tgtgtaatga actgctagac tgtatgcggt acatgaacta 
tactagtgat ggggtgctgg ctgcatattg tgtattacta ggtctagttc tatgtattaa 
tatgctgcat tgtggatatg gggcaatata ttttttggac gcatctctct tattagtatg 
atttatagte ctctttcgtg taatgcaata atgaatatct attattagat ggtattattt 
cttatgacct atatcctgtg actgtctctc ttactccttt gtccgcggac tgattaggca 
tggctatgtg tttacgtggc tttatttctg gggccatcct ggcagtgccc ct 

<210> 8190 

<211> 160 

<212> DNA 

<213> Homo sapiens 

<400> 8190 

agcttttttt tttttttatt ttttttttta atgtttgggt gtaaatttat taaaagattt 
gatttataat atttgtaatg gtgactgtca ccttttttcc tgccttgcta ctgatgggat 
tattctgctt aatatatttt ttattagatg tgcaagttaa 

<210> 8191 

<211> 160 

<212> DNA 

<213> Homo sapiens 

<400> 8191 

tactgacatg catgtactaa ctagggtcta tggcatgact tgcataggct attacatgct 
gagttggtag cattagactg catggtatca taataattga acacaatgct gatgaagaat 
attatctcgt ggtagttagt atatttatag gcaagtggga 

<210> 8192 

<211> 480 

<212> DNA 

<213> Homo sapiens 

<400> 8192 

tacaagcttt tttttttttt tttttttttt ttttacaagc tttttttttt tttttttttt 60 



60 
120 
160 



60 
120 
160 
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tttttttttt tttttttttt 


tttaaaatat 


ttttattttt 


attattttgg tattaattaa 


120 


aaatatgaaa aaaaaagtaa 


aaggggttcc 


tttttggggg 


gaggccacct tgatggctta 


180 


aaacaagctt aataaatcga 


aaaaaaaaat 


gggatgccaa 


aagatggggg gggaaaaagg 


240 


acttaaciaat taaaaaacaa 


aaaagttggg 


ttaaaaaath 


aaciacraaaat aacaaaaaaa 


300 


aaaaaaaatt cagtttaggg 


gaccctaagg 


ggacgggggg 


gggggggggg gtgagggaca 


360 


cttggaaggg tttttggagg 


gggattgggg 


ggggagggtt 


tttgttattg ggggagatcc 


420 


gggagggagg ggcggggcag 


ggtgggggtc 


cagtggggta 


aattttctta agggcataaa 


. 480 


<210> 8193 

<211> 240 

<212> DNA 

<213> Homo sapiens 










<400> 8193 


LLULLILLIL 


ULLULLLL Ctcl 


zjy U-Ctclclct ddddd L- L. U U L- 


fin 


atttttttta aggggtgtta 


aaaattggaa 


taaagaatat 


gtataatatt tgttagtggg 


120 


9999gtttgg tgtaatgatt 


gaatatatag 


gaggatgaaa 


gatatttggt tgtaaataga 


180 


taaaattggg agggaaggtg 


gaggggaaag 


ggggaatttt 


aaaaagatat attaaaaaat 


240 


<210> 8194 

<211> 224 

<212> DNA 

<213> Homo sapiens 










<400> 8194 


vdL LyayaaL 


apaarnrrtrt 
dv-ctcn— y v^*— t-y 


hhrrrriflaara anaa^ar rtn a 
l uy uyyactua ay actLacyya 


fin 


atggggctaa caacagacta 


agtactttat 


tgttaggcgg 


ataatatata actcatttgg 


120 


acaggcctgg gccatatctc 


tgactatgcc 


ctatattgga 


tgcctggcag gggcccaagc 


180 


ccaagaggat tctttaccct 


cggaacagct 


ccccaggcac 


tcag 


224 


<210> 8195 

<211> 192 

<212> DNA 

<213> Homo sapiens 










<400> 8195 

ULaayauuyci uaauc Ly uy i. 


duyuydUdLd 


dd^>yi^i— L»wd*_ 


t*apr»anat*nt" nt" □r , a^*t - t"aa 
uaLuayaLyt yta^ati.Uaa 


fi n 


tgagctatca tttacattat 


aaaggttgtg 


tgattctttg 


tattttttaa acacaatttt 


120 


tatattcaaa tctgttggag 


caatgaaaag 


atggagagca 


taaacaggtt tttctatget 


180 


gatagaccat gg 








192 


<210> 8196 
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<211> 288 
<212> DNA 
<213> Homo sapiens 



<210> 8198 

<211> 240 

<212> DNA 

<213> Homo sapiens 



<210> 8199 

<211> 224 

<212> DNA 

<213> Homo sapiens 



<400> 8199 

agttgtattt aaaaaagcat aagtatagat tgtgttgggt agaaggagag gagaatgagt 
tgatttgttg aagaggaggg tgtttgtgga tgaagaggag taagagttga aagtagaaag 
ttgaatagat agggaagtgt tgtgagtaag gaaaagtaag gaaaaggatt cattataaga 



60 



<400> 8196 

tgatgaaagc caaattgacg caggatatga acctgttttg tattgtgata aggttaatat 
tgtgtgcaat tttggtgaaa tgagagaaaa gattgatcgt ggttttggtt gaaagatgga 120 
tgatggtgct tgattgttgg atgatgggga tgatgacatt gatgatatgg ctggtggaaa 180 
gctgatgtgt ggtgatagat tcttaaacta tggagatgct ggtattgttg atgtgggtga 240 
tgtgaaacag atgagtgttg agagtgtcat aaaatataga ggattaga 



288 



<210> 8197 

<211> 304 

<212> DNA 

<213> Homo sapiens 

<400> 8197 

tttgattttt ttgaaatatg ttgatatgat aatttatgat ataatttgga ggatagttgg 
ttatttttaa ttttataatt acaaaaatat tgtaaaaatt tgtgtttagt atacattttt 120 
aatagttgta tgaaaggtgt atatgaatat tataatgaaa catgttagta agtgtaatta 180 
agaatgatat gaatatattt tgtgttaatg atataaagaa atatgggatt gatatttaaa 240 
tgaaaatgtt tgtattaagg ataataatga taaatgtttt aaattaattt actttaaaaa 
atta 



60 



300 
304 



<400> 8198 

tcgtgctaat ggtggttctg aatgcaatat ttgaatatta aatttaaatc tatatattat 
tatggaacat aatttatatg gggaatatat tataagactc ataactgaaa taagtatgta 
taataaaaag aatatgtgta atgataatga atatctatta atatatagta tcagttataa 180 
gttttatatt atgtgagtgt cttaattaat tattggttgt ctgagtgatt taggcgacgt 240 



60 
120 



60 
120 
180 
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gaaaatgtta ctgagtgaat taataatatg taagtttggt ttca 224 

<210> 8200 

<211> 704 

<212> DNA 

<213> Homo sapiens 

<400> 8200 



caagcttttt 


tttttttttt 


tttttttttt 


ttttggtttt 


gaacctttaa taaaagtaaa 


60 


aaatgaatgc 


aaaaagaaca 


caatgttgaa 


aacttagtat 


gaatgtgaac ctcactagat 


120 


gttcaaatct 


ggtagagtgc 


aaattttgtt 


catactattt 


tacattttta caaactcaaa 


180 


tcactttggt 


tcatatattt 


tctataaact 


attggcaaaa 


aaatcctcaa atttacattc 


240 


ttttggctac 


attatttcta 


acagatatag 


atttacttcc 


ggtttcggag agaaagactt 


300 


attgtgtgtg 


cgtgatcaag 


tctgttttaa 


agattcactc 


gctgctttca tctaataact 


360 


tctggttttt 


cataaaatgc 


tgacatcttc 


attggaaatt 


tttttcatgt aactgttttc 


420 


attttcagaa 


aatatataag 


ggggtcattc 


ccaagttcag 


aatgatccta tttttttaaa 


480 


aaacaaaatt 


cctgtaaaac 


aaattaactc 


caggaactta 


aaatttactc caagacattt 


540 


ccctcaaaac 


aaagcaaaaa 


acccagccaa 


gatcgttaca 


tcacaaaacc aaacacaaag 


600 


aacagcgctc 


acaggcaagt 


tcctctaagc 


tttcattctg 


ctgactggtg gcttccattt 


660 


taaaggagtc 


tttttatcca 


gccactttca 


cagaatttta 


taac 


704 



<210> 8201 

<211> 576 

<212> DNA 

<213> Homo sapiens 

<400> 8201 



atgagtgaag 


ataaaatgac 


cagcagagga 


atgcatgtct 


ggtttcagag ttgcaggtta 


60 


ttatcctgaa 


ccatacatga 


acatcataag 


cgtgagtgtg 


atgaactgta tcggatagct 


120 


acaaagcgca 


cattagaatg 


cgagtttgat 


gagttgaaag 


gaaaaataga ttgccggtct 


180 


gggtagtagt 


tggaagatgg 


ttctaaattc 


ttgaattctg 


gtgatgatga ctatgttgat 


240 


atggttattt 


gggagatatt 


gtgtgttaag 


agtttatcaa 


attattcttc tttaggtcga 


300 


tttgcgggtc 


atgatattaa 


atatatagta 


gtagatggtg 


taatcataag tagcggaata 


360 


cagtgatggt 


ggaactggat 


acgttcgcaa 


ctctgctcat 


aaagctcaga tagctgaatg 


420 


aatagtatca 


cttataggtg 


cccactaagt 


cttaatcatt 


ggtgagataa caggcgtaga 


480 


attgtttgtt 


tcatttggga 


ttctatgtat 


agttataaat 


gaatggataa tgatcacaat 


54 0 


gtgtcgtata 


agcattatag 


cgagaagaga 


gatgtc 




576 
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<210> 8204 

<211> 288 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1)..(288) 



60 
120 
180 
240 
300 
360 
368 



<210> 8202 

<211> 368 

<212> DNA 

<213> Homo sapiens 

<400> 8202 

ctcatgcaag tgataggtgg aactgtcgcc tgcagctaaa acagggaagc ggaataagat 
gctgatgctg tgtcgaggtc gatgagcatc ctggtagtgg tggctgtgcc tgcaatattt 
gaattttaaa tctaaatctt tttatttata tttaacatta ttgatatggg gaatatattt 
ttatacttat cattaatata tatatttata atttctgctt ttgggtaatg aatatgtata 
tctatttata tttgttttat ttattatttc tatttactgt gactgtctca cttttttctt 
tggtttctgt ctgattaggg ttgggtatgt gatggcttag ttttatggtc agggccgaat 
tggcaggc 

<210> 8203 

<211> 672 

<212> DNA 

<213> Homo sapiens 

<400> 8203 

tttttttttt tttttttttt tttttttggt tttgaacctt taataaaagt aaaaaatgaa 
tggaaaaaga acacaatggt gaaaacttaa tatgaatgcg aaccttactt gatggtcaaa 
tctggtagag tgcaaatttt ggtcataota ttttacattt ttacaaactc aaatcacttt 
gggtcatata ttttctataa actattggca aaaaaatcct caaatttaca ttcttttggg 
tacattattt ctaacagata tagatttact tccgggttcg gagagaaaga cttattgggt 
gtgcgtgatc aagtctggtt taaagattca ctcgctggtt tcatctaata acttctggtt 
tttcataaaa tggtgacatc ttcattggaa atttttttca tggaactggt ttcattttca 
gaaaatatat aaggggggca ttccaaagat cagaatgatc ctattttttt aaaaaacaaa 
attcctgtaa aacaaattaa ctccaggaac ttaaaattta ctccaagaca ttttcotcaa 540 
aacaaagcaa aaaaacccaa caaagatcgc tatatcacaa aaccaaacac aaagaccagc 600 
gctcacaggg aagttcctct taactttcat tctgctgact ggggggcttc atttaaaaag 660 
ggtgttttaa tg 



60 
120 
180 
240 
300 
360 
420 
480 



672 



1223/1427 



WO 02/057414 PCT/USO 1/4 7856 

<223> n = A, T, C, or G 
<400> 8204 

catgagtccg cncagtgcgg taaaaattgn tggaaaatct gacctgtgga gtgccttaca 60 

tatgtacttg aatagaagtg gtcaataaga ttgattgcat actgcattgg aaaaagacat 12 0 

aaagaatgct tgacctatct atttatcctc tctcatgatg tcttcgtnta gaaaagttaa 180 

atatgctgtt ataagctcat agtttgcaat tgcggatagt ctcatgagag cttgatggat 240 

gaaggctagt aatctgtggt ataagccatc tggggaacga ggacagga 288 

<210> 8205 

<211> 160 

<212> DNA 

<213> Homo sapiens 

<400> 8205 

actgctgaac ctttttatgt tggttacttg tctatatatg ctatcttttg gtagtctttg 60 

ctagcttttg atattgtgac tgacaaaggt ctgtggagtg tctatgagct ccagcgtgac 12 0 

aacactgcct gctggcagct tggccagtgc tcactcaaaa 160 



<210> 8206 

<211> 255 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 

<222> (1)..(255) 

<223> n = A, C, T or G 



<400> 8206 

cagctttttt tttttttttt tttttttttt ttttttttat tttttaaaac aagcaaattt 60 

ttattaaagg aaaaattttg cgagttttaa ggtttgcgag gtgtaaattt tgtgagggtg 120 

aaaaggttta ctttttcacn cagtctgttt ctggcatgtc ttttaatgga tgtcagaagt 180 

ccacctggta tcaatgtata tgccagtggt gcacactctt gtagttattt tcccgcatgt 240 

ctgtgcgcca gtttt 255 



<210> 8207 

<211> 192 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (192) 

<223> n A, C, T, or G 
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<400> 8207 

tgttcgtgcg gacaagnttg tggcgtacag caaaaagcac ccaccaaggc aagacagctg 
acttcatctg ctcatntgta ttatcctgca accatcctag tgcaaataaa gcgccggact 
atgacctgct ggtattggga ttgagcacac gtgtctcaca ttgatatgtc aagtgttgac 
tgaggctgag ag 



<210> 8208 

<211> 224 

<212> DMA 

<213> Homo sapiens 



<400> 8208 

ttcccctttt tttttttttt tttttttttt tttagggttt tattttaaat gggaagggaa 
aaattaaaag ttaagggaac attaaagtgg aaaaaaaaag ggaaacactt aaccccaact 
tttttgaaaa agaaaaaatg atgggggggg gagaaaaggt aaggggggaa aaagggtatg 
gggggattgg gggggggggg acgtgggagg aaaggggagg gagg 



60 
120 
180 
192 



60 
120 
180 
224 



<210> 8209 

<211> 752 

<212> DNA 

<213> Homo sapiens 

<400> 8209 

ttatgaggta gatccttgct tgaaagtatc tgctgaaaag cccagtaacg tggcagcttc 60 

atgcataaag atataaatga catttgcctt aaatttggca gcctaccctg gcttgggtca 120 

gattttgttg ttgaacacaa gaaagtattt aagcaaagaa acacttcagt ttaattgaaa 180 

acaacttttt gtaatgctga cgtgttaaat tggcctgagg gtattaattg atatotgttg 240 

attttgtttt tctttgaagt ataacattac tttttggagg gaatttttga aagatgcttt 300 

cgatttctct caattcttta agtcatgcaa aatgaattta aaatccaggg agtatggatg 360 

cattgcctta gttttgatga gctttaaatt aaatgtgtgc aatatcaaaa tattcaaact 420 

tacaagctgg gtaaatacat ttcctgatta atatcttagt gcttaattgt tcccacattt 4B0 

tcaaatttga ctttactctt ttttggcgta attcagtaag attgttacca gccagtgtgt 540 

ttgcacacat ttgggttgtg tctagatgag ttagggacag tcataaaagc tggggatatg 600 

tcgcatttgc aatcagtagt agcatatttc cagaatatga gccataaggt gcagtcctga 660 

atacaacagt gttatccata gaaaggagct ttctgacaaa tatacatagc cttactaatg 720 

agtacccctg cgccctccct cccaccgcac ct 752 



<210> 8210 
<211> 368 
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<212> DNA 

<213> Homo sapiens 

<400> 8210 

tttttttttt tttttttttt ttttttggtt atttctattt ttttttgtct ttttgtatag 60 

gctaatttgt cggatttggg gatgagatat tgaagggttg aaaggattat atactgtatt 12 0 

ggtggttggt tggttggttg ttgggctggg ggaagggggg ggaggtggga aattaattaa 180 

taaaatagta ataaggtctt agataaatat tatagttaaa gggaggaggg gggggggtag 240 

ggggataaag gggcaattgt gaagggggga tgggtggatg tttttgtgga gctgtgggag 300 

tgaggatgtt aaaatgattt atttttatag gtaggagggt gggggggtgg tgggtgttac 360 

gtggcggg 368 

<210> 8211 

<211> 690 

<212> DNA 

<213> Homo sapiens 

<400> 8211 

atgtggtgtg tggtggacac aaagttcatt tttattttct ttttccttta ttttttctta 60 

tggtgaatga tggaagatta ccgattaatt acacatggca catggataat ggatgttggc 120 

tgtcatattc aattgcaatt tgttatagtg ctgtgtgatt aagtattgtt tattgactat 180 

tatttattct atatggtata taagaaggaa gcaggaatgt tagctgatga cacgtgaata 240 

tttattatac atgctgtgtg ctgcgtccat gttgattgct tatgacgtat ggcgtatgga 300 

acatttttaa gtcattcttg atggtagctg atacctgatc tgtgtgttga gttatcctgt 360 

atgtggatca tattttaaac tggattacgt gttactggtt tgggtgtggg ttgtgaacca 420 

caccagagat cactaaactt gcttcaggtt tagtatctga ctggtgtatg gattcttaag 480 

cgccataagt catttgagta tttgattatc tgaataataa catgcaaatt agcaagaact 540 

gggcatacag ggtaagcggc aaggacaata aggatttttg tagatattat atattttttg 600 

tttttggtta aggagacaag tttgaagagc agacaaaatc tcttttttaa tatagtatga 660 

atgagaatac ttaaaaaaat ttaaaaaata 690 

<210> 8212 

<211> 370 

<212> DNA 

<213> Homo sapiens 

<400> 8212 

ggtacatttt tatttttttt tggttgatgt tgtttgtctt tgaatgaagc atgtaattta 60 

ttctcttaaa gaggagaata catgtggatc tttagaaagt aggaggacat gtctaacata 120 

gatcgcttgt gtatatttta gtctataact gatcatgcat tacttagctg ggcgtggtgg 180 
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ctcatgcatg tattctgacc ttctggggca actgacgctg gataatattt aatacctgga 
tagtggatga tgcagtgagc cacaatcacg ccaatgcact ccaacctgcg tgacagaccg 
agactatgtg taaacatcta cttcaaatat atgggcctgg atgaatttaa atccgtggat 
ggcgacgtac 



<210> 8213 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8213 

tactcttcca attaatatct acattgatat tcaccagata ttgtgaactg ataacactga 
aataataaga attgcatagt atttgaagct gcatatcaat aacagctttc ttggtaatgg 
ctcctaatct atcttcttta tggtgtggtc tgcctcatat tc 



<210> 8214 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8214 

gatagggaaa agttagatta ttggaagatt gtgtatactt attgatgaat atgatattaa 
aaatggggat gtagataaag aagaattgtg atttgaatga gaatattgag aatggattat 
tgtattgagc ttttagtgtt tttttattta ataatggaaa ataagotgtt gtttagag 

<210> 8215 

<211> 498 

<212> DNA 

<213> Homo sapiens 

<400> 8215 

gtaccatttt gcagcggagg gcatgatgga aggacaagcg tttagaaagt atgtatctac 
tctgtgatcg gatattggta tgtaaggagt gctgctgtaa ctggaaccat aagagggatt 
atgcttacac aatgatctca tggatatgtg ttgttagcat gagctgtgga tgtaggattg 
tgtgctagag gaacgggtgg agagattctt caagctatgg tgaatgatag agataatata 
tctgtatggc agaatatgga cggcagaaag tatttctata tgacaatgat tatttgctat 
gtatagatgg tgacattatt gcaatgaagc taggacgtga gcacgctaat cactaatgaa 
tacgggattg gctgcagctt gaccgtatga gataggtccc aacgtggcgg atgcatagat 
tgagtatttg tatgtgttat atagatagct aggtgtaatg atggatatag gtgatagtgg 
gtgaatatgt tattcgct 



240 
300 
360 
370 



60 
120 
162 



60 
120 
178 



60 
120 
180 
240 
300 
360 
420 
480 
498 
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<210> 8216 

<211> 550 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) .7(550) 

<223> n = A, C, T, or G 



<400> 8216 
caacgctctg aacgttccac 


tccacaatag gagacaccag ctgaagatgc 


gagatattgc 


60 


tgggcaggcc 


ctggcttttg 


ttcaggatct 


tgtgacggct cttctaaact 


ttcataccta 


120 


cacagaacag 


aggattcaaa 


tttttcctgt 


tgattctgcc attgacacta 


tatctccatt 


180 


gaatcagaag 


ttctcacaat 


accttcatga 


aaatgcgtcc tatgtccgcc 


ctcttgagga 


240 


aggaatgctt 


catttatttg 


aaagtatcac 


tgaggatact gtgactgtct 


tggagacaac 


300 


tgtgaaattg 


aaaacttttt 


cagaacactt 


aacctcctac atatgttttc 


ttangaagat 


360 


tcttccctat 


cagttaaaaa gtttagaaga 


agaatgtgaa tcctctcttt 


gcacatctgc 


420 


gttaagagcc 


aggaatctag 


agctgtccca 


agacatgaaa aaaatgacag 


ctgtgtttga 


480 


gaagctgcag 


acttacatag 


ctcttcttgc cttgccaagt acctcgggcg cgaccacgct 


540 


aatcactagt 










550 



<210> 8217 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1) . . (162) 

<223> n = A, T, C or G 



<400> 8217 

gctgggcacg taaggtnacg ttggtgaata tctctaactc acggcatngt atatgcaggt , 60 

attttcggta ccaaggacaa ggttctaagt catactatta aaggctaata aaattcaaaa 120 

atggtttaaa gaattcgaac attttgaatg acgcagaggg ct 162 



<210> 8218 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (530) 

<223> n = A, T, C or G 
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<400> 8218 

ggnccgagtc aagcctgcgt atcagaatct gagacagcgt gttgacaact ttgttgcaaa 
tcacttggca actcacacat ggagtccgca tctcaataag aaccagctaa gaaacaacat 
tagacaacaa gtcctcaaat oangaatgtt ggagtctggt attgaccgaa ttatttctca 
ngttgtggac ccaaagatca accacacatt cagacctcag gtagagaaag ctgtgcatga 
gtttttggcc acgctaaatc acaaangaga angaagtggc aacacagctc ccgatgatga 
gaaaccaggc acttccctta ttacacaaag tgttcctact cctgggccca gtgctaatgt 
agccaatgat gccatgtcga tattggaaac cataacttct cttaaccaag aagccagtgc 
tgctanggct tcaacagaaa catcaaatgc caagaccagt gagagagcgt caaaaaaact 
tacatctcat ccaaccactg atactaataa ccctgccggc ggggggtgga 

<210> 8219 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8219 

gtccggggat gcacgcatga tggctggtgg tggtatgttg aaaggataaa ccacagccaa 
atgaaaacac tattgataca ggttatggcg acgctgatat aagtaaagac agacagcagg 
gcacatgaca cgacatacac acagcatgga cggcaagcag gaatacagat ctgattactg 
agatgtgcca ttattgatgt caagaaggtt cacatgatac agtgtatgag tgaaggtctc 
at 

<210> 8220 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8220 

acatgatata agagaaatgt tcctatggta tatatgaact cctaacacta tgatcgtttt 
ttttttttta aatgtgggta ttggtgtgtt ttattttttg ctgtttactt cttaactgaa 
gacttgttgc gttgtaaaac tgtttaataa aatatatggc attaacttgt atttacaaaa 
aaataaaaga caggctttac actatttcta gggggacact atttcgggaa tgttatgtaa 
aactctctat ctagccattg ggaccgatat cagttgattg ggtatcgtct 

<210> 8221 

<211> 242 

<212> DNA 

<213> Homo sapiens 



60 
120 
180 
240 
300 
360 
420 
480 
530 



60 
120 
180 
240 
242 



60 
120 
180 
240 
290 



1229/1427 



WO 02/057414 



PCT/US01/47856 



<400> 8221 

aacaactcca ggtgcaagtg aacaggaata aaaatgccat cgtttttact aatgaatttc 60 

acaaacatat ataagcgaaa taacaatggc agatgcctcc actgtacttg agcaagtcat 120 

cactgatctg tttggagaaa ttagtggtga tgtcggtgct ggctgtggcc tgtttctgtc 180 

tgattgtgaa ataggtaggc ctggttatgt actggtgtgt aactccaggt aacggcatat 240 

tt 242 

<210> 8222 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8222 

gttttatgct tgtgggtttt ttttttctct gatctaggta ttaactacca aataattcaa 60 

aacaccaaag aaatcatttg aatgggagaa ggagaaacag gttgaagcac tgacaatttt 12 0 

tgcaagtgag aattcaagga ctgtattgta gccacagtta tgtacattat ctacgaac 178 

<210> 8223 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8223 

cactatattg gccaggcttg gatatatgaa acttgtgtca cttaaaacta aggcggtgtg 60 

tgatattaaa agaggtcttt tacatctgtg ttagctggct tgagaactcg caactttgac 120 

tatcttgaat gtgctgctgg atggatggcc tttgctctga ttaggatccc catggtgaac 180 

cctgtgccca cagatggatc cggatgcagt gcacttgtcg ttaatggagc tcgtctgaat 240 

gcataggaga tgtggttcac acaacagtgc aagaaaccta cggcctaggt gaggggaatc 300 

cacttgcgca cagtgtcctc tatctcacac ccttgctcga cgactgcaca gcat 354 



<210> 


8224 


<211> 


450 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc_feature 


<222> 


(1) . ! (450) 


<223> 


n * A, T, C, 


<400> 


8224 



gttccagcac tgagggaaga ctcagtctct gccatcacat acacctcatc actaagaaga 60 
gacacatgaa ataattacca tccagtgtga taagtgctct gacagaggat ggagtgagga 120 
ctagtcacct tggggaagac agagaagcaa ggtcccacca agagatgaga agccagcctc 180 
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cangagtgcg ctatctgaga gggcaagaga aagaaggcaa aggagacggg tccatacttg 
aacaacttga aataacttgt ctgcatttca agaacaacct accacagacc ttacctgtca 
ccttggctct cccacccaat ggagatggct ctaatggtgg cacaaaccan ggaagggaaa 
tctgtggttt aaattcttta tgcctcatcc tctgagtgct gaaaggctgc tgtnagctgt 
atgctgttaa tgctaattgg gatagggggt 



<210> 8225 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8225 

aggggtagga agtgaggtgt atggatatgg aaatgtaatg aggtggtaag taataggaaa 
tttaaagggg aaggtgaaat gagttaggat gtttgtggat gagaagaatg ttatagatat 
ttatgatttg tagtgggaag ttattgtatt gttatattaa ttttataata gttatggt 

<210> 8226 

<211> 514 

<212> DNA 

<213> Homo sapiens 

<400> 8226 

ggtggcggag cttgaggtaa tggtgaaggg gtttgtgtgt ctttgagaga tagagattaa 
tacatctatt tataaaatat aatcaattag ttaatataat attgattaat gttaagtttg 
ttacgtaatt tttgtttatt atgattttat tagaatatat gaaaacttat aagattataa 
tgaagaatga aaagatttaa ggttattaca tgatgacggg agttgtgatg agtctttttc 
•atggaatgga agatgtattg aaaagtaata ttgagagaaa ggactgcaga gacaagaatt 
aataccaata ggaaggcagt gctttgaaat tataatgaat gtgagtgaat gagcttaaag 
tataattgaa gagttgttag tgattaaaat aattagaagg cgatcgtttg tgatgagatt 
taatcgaaag tgattattag aaattgaaaa tacgtgaaga gtggtgtatt gagtttgtta 
aaacgttaag ttaacgcatt ttagttataa gcta 

<210> 8227 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8227 

ggctcgctgg acgcgcaggt tactatggtg acttaatgta attctaatgt actacattta 
taaattttgg ctatatgaat gtatcatcaa tggaaatcgc atatctgtca aggatctgct 
ctttgctaat gaaaagtggt agagcaatgg aacgagcgct tg 



240 
300 
360 
420 
450 



. 60 
120 
178 



60 
120 
180 
240 
300 
360 
420 
480 
514 



60 
120 
162 
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<210> 8228 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8228 

caggtaccgg agttggatcc ggctgctagc tacacggagt gtagggacac tcaaggctct 60 

tacatgcggg aaccgagcac atcatcatgc tgggtacttt ctggccacat cggagactct 120 

gacaattact tgatgctatg atctgactga agacatgaag taagaggtca ctgtgactaa 180 

atatccagaa gcctggaagg aggggccggg agctctcaag aatgggggac aagatggcca 240 

catgagggca gctctgtgcc atatcggcac aaggcggaag aaagaccaag 290 

<210> 8229 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8229 

aggtacataa aaacgctgct gggtagaggt cctgtggtga cagagtcaaa agactgcaat 60 

gttgatgtca cccggtgaac tcctggtttg tgagagtgca tcgggattca atatcatgga 120 

ccttaatgga gtaattggaa gacctcaata aggaaaccat tgagcctatg gaaggttt 178 

<210> 8230 

<211> 370 

<212> DNA 

<213> Homo sapiens 

<400> 8230 

acaatatggt tcgttctttt atatcgaaaa aagtgtaact taaaaaaagt ttatttatcg 60 

tataaaaata agtcttttac atctgttgtt agctggtagt gaaaacttga aagactcaga 120 

ctcagtggta aacaggatga atggtcccac ctcgcctttc cgtttgggag agggatcttg 180 

agggctggga cccctctgcg tcacagtagg ttgagtgcgt tgctggggca gcaggtttct 24 0 

aaaattttgg ccttcaaggc aaagccatag caggggatgg ggtttcagca caaccagtgg 300 

caagaaaaga ctaggggccc tcggctgatg ggaaatccac cttgtgcacc agcggttcct 360 

cacaactcaa 370 



<210> 8231 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8231 

ttctagggta aaggaaatat cataaaaact aaatataagc agaagctcaa gggatctatg 60 
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tatgaaagtg ctgggagaat aaaagttatg gaagaggagg aaattctgaa tcaaacacag 120 
attctttggt ttctgggcag gattataagt gtgtatagag tgggaagaag ctcatatg 178 

<210> 8232 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mi s c__f e a t ur e 

<222> (1)..{210) 

<223> n = A, T, C or G 

<400> 8232 

tatggntcag ntcttttata tcgcaaaaag gtgtaactta acaaaaaggt taatttattc 60 
gtattaaaaa aaagntcttt ttacatcctg ntgnttaggc tgggtggtgt aaaaacttgn 
aagcaactca gcacctcaga tgggtaaaca gnatggaatg gttccaccct cgtcttttcc 
ttttggcagc aggatcgttg nagggctggc 



120 
180 
210 



<210> 8233 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(194) 

<223> n s A, T, C or G 



<400> 8233 

ataotcgggn ggnatggngg nctccatccg gncctcgcgg tccaccttcc atcagatgtg 
gtatcancaa gacagnagta ggacgagtcc ggccccctcc atcgtccacc gcaaatgctt 
ctaggcggna cgtatgactt aagttgcgtt tacacacctt ttcttggaca aaaacctaac 
tttgtcgcag naat 



60 
120 
180 
194 



<210> 8234 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1)..(242) 

<223> n = A, T, C or G 



<400> 8234 

tcggagtctg ntagcgaggt aaaatacgna cccagtaaaa ttgtcaatag ccagtgtctt 60 
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gtaattgttt tggtttcggn ttgttttcta ttagtactta tggtcagtct ccggctgtat 120 
tgcatacctc ctgcatgcgt aggtaattac ggtatgtgtt ttagtggagc tgggtacttt 180 
ctaggggatt ttagtcgggg gtgtatgtcc tttgttgggg gctcagctgc tcctccctag 240 

242 



tt 




<210> 


8235 


<211> 


242 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1)..(242) 


<223> 


n = A, T, C < 


<400> 


8235 



ggtacaagag agtcatggaa agtatttgaa cttgaactta atagcgatat tattaatgtg 60 

tgtgtggcgc acaatcttgg cctcaaaagg tcatggataa cctgagcatg ctcttattac 120 

ataactggtt agacaatacg accgttcata tacactgctt gctgtatcca cggaaagcac 180 

acctgtcgca caatgctctg aaacagctac ttcacgttgt gctggacagc tgaagangtg 240 

tc 242 

<210> 8236 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8236 

agtacaatta tatggcccca gggatattgc ggagggatgg gtttaaaaaa gtctttcgga 60 

tataagaaag aacataggat gaaatgagtg gtggagaaag ggttacctat agaagactaa 120 

ttattcaaat acttcctcta tctatagtat agtatattca ta 162 

<210> 8237 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8237 

gtgtacaggc tggacacgat gatggatcac aggcgctgga tccacgtgta agccaggacg 60 

ctcagaacag gcttggcgag ggcgtggatg tgctcgcgat gtacgacaag caccaggact 120 

cagagtgcat aatcagcgtg cagacacatc gcacagtgca tgcttccgga gtggagtagg 180 

actgccacat atgggagatc aaagatggca ctgaagtaag cgaaca 226 

<210> 8238 
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<211> 194 
<212> DNA 
<213> Homo sapiens 

<400> 8238 

gagtatttgg ggaacacatg tctaatgaat gccatccttg agtctctcat aatcattgat 60 
cagtcatgct gttatctcat gcaactgccc gccgaggtag ctaagaatgg gttaacagcg X20 
agcagggcag acataccatg cctggatcca atgggataac aatgtttatt tggcagacta 180 
attttactaa gata 

194 

<210> 8239 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8239 

gtataaaaaa ttggagatgt agggggttgt agttgatgta ttattatttg attttatatt 60 
ataatattct atttggtgtt atataaattg atggggaggt gttttttaaa tatttaaatt 120 
taggtttgga ttgattatgt ttatttgtga gttgtgatta tttttgagtt gtgaagtttt 
gtaatattta gtggtggaga tggtgttttg gtatgtgaat attagcttgt gtgggataag 
gtggagaatg tggttgta 



180 
240 
258 



<210> 8240 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8240 

caaccttttt tttttttttt tttttttttt ttttggtttt taaggggg gg ggg Ccacaat 60 

ggttaaaaag gaccttggga aacagggaac gaaaaaaatg gttttaacaa aatttgggaa 120 

ccaaagtaaa atgggataat gggggttggg aagaagggaa ttggtttggt gggagccggc 180 

tttgggctcc caattccttt tttttgtcct ttggctgggg ttagggaaag gggggaggca 240 

aagggcaaag ctccacccct gggtattaaa aaacggcaga acaaacatgt 290 

<210> 8241 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<220> 

<22l> misc_f eature 

<222> (1)..(290) 

<223> n = A, C, T or G 



<400> 8241 

acatagatta tctgggcgtg gtggtctgtg tctgtgtaat accagctact tgtnaagtgt 



60 
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aggtgggatg atcaactgat ccaaggagga caaataggtg acaatgagct gtgatattaa 120 

cactgaaatg caaccggagc tgcatgtgaa cctggttgaa tatacataaa taaagattgc 180 

tgcaccattg gatgaagata ggtgatttca tatatgactt gcggccagat gcagtaggaa 240 

acatatatct gtgacacgat tctacggaga tgactggagg gagagtacgt 290 

<210> 8242 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8242 

tactgtgttg aacttcatta ttcaatgtca ttctatgtca taataacaga aaaccctata 60 

caatcagagt tgctcaatac tggaccttca tgcaatacta ggaaccgtta cgctggtgca 120 

ttgatacacg cacaccatac gagtcacaat gccaaatgga aa 162 

<210> 8243 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8243 

gggaccgcag ggtgcactac aacctacgaa ctacgcgcac caccaactac caccagctgg 60 

tcgaacagac gcaagtatca tcacaagcat ggtatacaac actgctcctg cgcacgaaca 120 

cctctggagg gacaccatgc tgtatgctgc taggctagtc tagtatcctg ggatattcaa 180 

tccacttaat ctgagttatt tagcaagtcc 210 

<210> 8244 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8244 

tactcactat cggtgctgga atcagtttca tagaatgact agctaatagc tgcaggtggc 60 
tataaaagaa aggaatgtgc aacaaaggaa atgaatgatg tatatctaca tatgataaca 12 0 
ctgacagctt gtgtaggtac catggagaac agccgaatag gctgatgtga agatggtctg 180 
tgtagggcta aaatgactaa gtaatgtgta ttgtcaaggt atgttccaat acagtataac 24 0 

242 



ag 




<210> 


8245 


<211> 


178 


<212> 


DNA 


<213> 


Homo sapiens 


<400> 


8245 
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gtacacagga tatagacaat aggaaaataa tacctcggtc attaacaaca catatagaag 
gacaccagct gtatcgtgct ggctatcacc tacctgtata taattactta tctggtataa 
gctgacaaca tagaccttaa gtgtaggtgg gcaatgatgc taggaatctg tggaaggt 



<210> 8246 

<211> 1G2 

<212> DNA 

<213> Homo sapiens 

<400> 8246 

gtctggacaa ttcactgagc tcgttctctc tctctctctc tgtgtgtgtg tgtgtgtgtg 
tgtgtgtgtg tgtgtgtgta tctggcttta tgttgcattc tttcccattg ggccactgtt 
ctgtgccaac atgcaacgca ataatctgtt acccacattc ag 

<210> 8247 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8247 

tacatgatgg aaaggaagaa tggacgacga tgcacgacgc tgatgaaggc acagataatg 
acgaggacga agtgggggga cgaacgaggg agatggatgg tcactagaat agtatgaccc 
ctgtggtggg cgaacgagcg agattgacag acatcacagc cgcatgcact ctgcagtggc 
aacagatgga ggctcaacag cattaaccac gccaagcctc gggcatgtac cagccggagg 
tgactcaggt gcataagaca gcccacagtt gaggcgatga cgtgggggaa gagcacaagc 
gagaaa 

<210> 8248 

<211> 600 

<212> DNA 

<213> Homo sapiens 

<400> 8248 

gccggtacca taaagaaagt aggattaaaa tctaaaaaga cccccaaagc ttttcaaaac 
ctgatctgag aattagataa gaatatgtca cttagaaaga caagcctgta gcacccatag 
ctctgattaa cctgaaagca tcaagtgact ccctcttttt ccaccctacc aacatcactc 
taattatact tccaattaga aaaataatgt agcatttccc tggcagtaga gattaaatat 
gagttcagga atcagctcct ccaaacatgc ataaatgagg acaaggagaa gccagtcact 
cctgactgca cggtcaagtg tgtgg gca gt tgaaattaag gtaaaaacag tgaggctgaa 
caaaatcaca ttaagaaaaa gcatctcatg aggcttttcg aggtcagttg atgaaggcca 
gataggagtc aatattttct catatacccc agctgttacc actattcata ttccaacagc 



60 
120 
178 



60 
120 
162 



60 
120 
180 
240 
300 
306 



60 
120 
180 
240 
300 
360 
420 
480 
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ctccagattg ctcgaggcca cctggttgac ttttaccttg gagtcggtcc agaaaagcat 540 
tatttaccct tgtgatattg tcctcacagt acctcggccg cgaccacgct aatcactagt 600 

<210> 8249 

<211> 434 

<212> DNA 

<213> Homo sapiens 

<400> 8249 

caggtaccac tatttgttgg agatattgca cagtggaaaa tgacataatc atggatatgc 60 

tatggtgtac gctgtatata cagttgaaaa ctatggagtt cgaaatgttg ggggagaatg 120 

tgatatgaga aaaaagatat acatgtggta agaacctcta acaaggttaa tgtgcatgcg 180 

cgaaggctca tgaaagatca gtgtgtaaat tggcttatag cttatacaaa aaaaaaaaga 240 

aataaaaaaa aaaatgacct cggatcgcga ccgcgctaat cactatgtga attgacggcc 300 

gcctgcgcga tccaccatat gggcatagct accaacgcgc aggatgcata gattgagtat 360 

tctatagtgt aacc.tggata ggttggcgta aatgtggtcg tatgctgtgg ctgagagaca 420 

attgtatcca ctcc 434 

<210> 8250 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8250 

ggacgagctc cagtatattt cgtagataag gcacagatga aaatgacata gtcatccatt 60 

gctatgagtg taagcagtct gtacaatgaa aactatggat gttaaatgat gaggaaaatg 120 

ccatgcgaga aagagagaca tgtgaaacta acagctgaca aaggtaatgt gcatgaccga 180 

ggtgatggga gacttcaggg tgtatattac cttctacata atagaaaaca aaagaaagga 240 

aaaaaaacaa atacttgg 258 

<210> 8251 

<211> 434 

<212> DNA 

<213> Homo sapiens 

<400> 8251 

gcaggtgcaa gggcatggtg ctgagggggc agggggaggc tgaggcagcc gaaaacgcat 60 

tatttttctc tttgaatgat aaagataaat acaactacat atacaatata aacattagga 120 

aactgagaca aagataatgg ttaaggttat aacgtaatcg taatagcaaa agattataat 180 

agaaaaaaag aatacgaaga ctagtaacat gaggaaggag aaggaaaaga gaaaatgaaa 240 

catgaccgtg gctgaggtga agatgattca tggagaagga aatgtatatg aaagaaaatt 300 
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gagagagagg aatacggaga cacgaaccaa taccaataca agggcaatgg ttttgcatta 360 
agatgaaggt gacggagaca gataaaggct aagtttaaaa gtggaagttg atgaaaataa 420 
tagtaagggg atgt 



<210> 8252 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8252 

cgtaggtacg gccctccccc tgtatgcctc ttcgtggcag taagcatgga atattgtaaa 
tggtaggact ccagtaattc cttccagtgg ctctactatc aggctaggct caggtataac 
ccaggttatg gcatattcgt aggtagctgc tctctatgtc tc 



434 



60 
120 
162 



<210> 8253 

<211> 546 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 

<222> (1)..(546) 

<223> n = A, T, C or G 

<400> 8253 

ggcaggtgaa ggacctgttt atctctgatt tctggagttc agcnactaga aaccatcaat 60 

agatgtctca caaaacatct ggaacaactg aagacccctg tggggactct ttcagacatc 120 

tttggaaacc tgcatcttga ctcattgcca gaggagtcag atgtggccac tgattctatc 180 

ccaagagaga tcttggtcac aggaacctgc catttgaagt gtgtgtgtta cggcattggg 240 

aactttgcca cctgcatcgt agctagaaac cagctaacgt ttttgctgct tttgttggaa .300 

aagtgccaga ttcccagaag tcactgttgg gtatatgacc ctctgtttag ccaacttgaa 360 

attgaagtcc ttaacaccct tggtgtgact gttctcagtg agaacgagga agggaaacgg 420 

agtattcgcg gggagcccta ccatctttta catgctccat tgtgggacgg ccttgtacct 480 

cgggcgcgac cacgcctatc actagggaat tcccgggggc ctggcggtcg gaccatttgg 540 
ggagag 



546 



<210> 8254 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (530) 
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<223> n = 


A, T, C or 


G 










<400> 8254 












ccngggtgta 


acatgccata 


ccatgaccca 


taacaggggc 


catgcacacc 


catcagtgag 


60 


gaccttcggc 


ctagccatgg 


gacttcagtc 


taactatgtg acgctactca 


tactaggtat 


120 


agtaactaac 


acaatgacta 


tataccaatg 


aagacacgat 


gtaacactga 


agagcagatg 


180 


ccaaaggcac 


aagacaacac 


cagtgcaaaa 


aggcaccaga 


tgcgggataa 


tgctatcgat 


240 


tacgtgagat 


gttatttatt 


tcgcaagatg 


tttctgagtc 


tgttagcact 


ccatgatagt 


300 


ctctacactc 


caaccaagag 


ggcactggcc 


aactacgagg 


gtaacggcgc 


tcaacacgct 


360 


agaagccgca 


ctactaaaca 


catgcgcaac 


acttgcataa 


agaggatcaa 


ccagcagagc 


420 


gaaccatagt 


caaatgagaa 


aaacacgaaa 


ccatacaata 


caagcgctgc 


ttaacacaat 


480 


aagaccgggt 


cattacaata 


ccactgtgca 


tgcatcatag 


cctcccgaca 




530 



<210> 8255 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8255 



cgggcaggta 


ctcaccgtgc 


gtgacactca 


agcctgactt 


aacacagtgc 


atgtcatctg 


60 


atctacaaga agatacagaa 


ctggaaatga 


aaagacatgt 


ggcggactat 


cgggcaatgg 


120 


tggaattgca 


taacgaacct 


gtctagtgag 


tctagcgtga 


tgctccataa tgatgcacac 


180 


ttggtgcatc 


atagaggtgt 


aagcaggaac 


caagaaccag 


ccagcagtgt 


ctacactttg 


240 


tgattggaca 


cttgggccgg 


ggaacacgcc 


tcta 






274 



<210> 8256 

<211> 418 

<212> DNA 

<213> Homo sapiens 

<400> 8256 



agcccccccc 


cccccccacc 


ccggcccccc 


aaaccaccaa 


atgaagggca cgggaggagg 


60 


acacacaaca 


cgcccagaca 


cacagcacag 


caggggccgc 


gaaacggaga 


caaccccccc 


120 


cccacggccc 


cgagaagaaa 


aacaccacgc 


ccccccccac 


gaacaccacc 


aaaaaaaaac 


180 


aaacccccca 


caacaccccc 


cgggacccac 


agcccaagag 


aacccaccgg 


agaaccaaca 


240 


accgggggga 


ggcggaggca 


ggccccgggg 


agcagggagg 


aaagcggaca 


gccaggggag 


300 


gccgcgacac 


ccccgccccc 


gccgggaaag 


gcaggcggcg 


gcaagcagca 


acaaggggac 


360 


agaagggggg 


gcaggagcgg 


ccgggagccc 


cccagcaaaa 


ccaaccacaa 


attccggg 


418 
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<210> 8257 

<211> 450 

<212> DMA 

<213> Homo sapiens 

<400> 8257 

ggtaatatga tgaataataa agatgatgca aacacagaac atacttagtc agacatagat 60 

gagtacagat agatgttgag gtggctgggg agtcctgagt ggggatgttg gagaatggga .120 

atacgaaaca gcatgctcta ataatggaca cactgggaga gatgcaacta agggttacag 180 

actgcaagat gagacaacaa tgagccagcg tacacacaaa agatataaga ggaacacgot 240 

acagaaatca agcaataaga tgaaaaagat agggtacaaa ccacacacat taacaaaagt 300 

ggctacaact gggaggaatg gagacaagag gctgtatctg ggtgctaagg tgacaagatg 360 

caaggagagg gaagtcacat gcaatgatgg aaaggacaga gagaccacgc tgatggtggc 420 

tatggactgg gtaccaccat gatcgtagct 45Q 

<210> 8258 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8258 

ggggacagga tacggaggag aactcaatag catggtcact ggtgtaaatt ctgcattgta 
gatacacgaa gcagccttta cctattactg gagcctgcct tcactaacaa taaatgaaaa 
agctgctatg cacttctaca gcaggctctg ggattgtcat at 

<210> 8259 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8259 

gtaccattgg tggccaattg atttgttggt aagggaggga tcgttgaact tatttgatat 60 

ggaccggtag cgtagggctg gggacgggga cgaggagcac gatgtaggta gggacgatac l 20 

atcataccgc ttctatttgc tgcacgactg accatgatag tactagccaa gtgatggt i 78 

<210> 8260 

<211> 594 

<212> DNA 

<213> Homo sapiens 

<400> 8260 

aggtacacct aagttcacat gaagttgttt cttcccaggt cctaaagagc aagcctaact 60 

caagccattg gcacacaggc attagacaga aagctggaag ttgaaatggt aagtgaaact 120 

gtatccaagt aagcaggtaa ctgggcaaac ttcctacggc acaaatggct ttttagttac 180 



60 
120 
162 
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ctcctagtgc 


tgaatgcatt 


aaataaatgg 


cggattcttg 


tcttgttatg 


attaataaga 


240 


aagtttgtaa atgcagcctg 


gatgatgata 


agcaaatgct 


gactgaacat 


gaaggtctta 


300 


attagctcta 


actgactaaa 


ggcatttgtt 


agttttggca 


ggggatgaac 


actcatctgt 


360 


ggctattcta 


agaccactct 




gcggagucca 


acxcgccxgg 


accagcxnaa 


Ann 
4<£ U 


tggttctggt 


aagttttaat 


gaaaacagta 


gatagactta 


atgaaaatgc 


tgatggtgat 


480 


atgcttactg 


ctgagctaat 


ggcttaaagc 


ttggctgatg 


aatactgact 


gtattttcct 


540 


tgagcatgtg tggaacagcg 


gttatgtgtt 


ctccttgacc 


gtggttggga 


cggg 


• 594 


<210> 8261 

<211> 674 

<212> DNA 

<213> Homo sapiens 












<400> 8261 
gtaccttgag aggtgtcgtt 


aactttcctt 


gttaacgaaa 


acagtatatc 


acattttctt 


60 


gctgattaaa 


gttattaatt 


cagagactga 


aggggctgga 


cttgctacct 


gtatagaact 


120 


gtgtgtaaag 


gctcttcgct 


tggagtctac 


agaaaatact 


gaagtgaaaa 


tatctatttg 


180 


catgaccatt 


ttatgtttgt 


tgcctgatga 


tctggaagtg 


taaacgtgct 


tgtcaactga 


240 


gtgaatatat 


tattgagtct 


acagtagatg 


cgtattatgc 


tgtggaaatg 


ttgtataatc 


300 


agacagacca 


gatatatgat 


gaagagaatc 


ttcctatacc 


aaattcttta 


cgctgtgagc 


360 


tgttacttgt 


attgaaaact 


cattggccct 


ttgatctaga 


attctgggat 


tggaaaatct 


420 


tgaaacgaca 


atgtcttgca 


ttaatgggag 


aagtagcata 


cattgtgtct 


tcaataggat 


480 


gaactaaatg 


acagtgagga 


tatgaaaaag 


tggtagacta 


ccaagaagag 


agtaaagaaa 


• 540 


cttctatgaa 


tgggctttct 


ggtggagtgg 


tgctaatttt 


ggccttctta 


aggacttggt 


600 


gatgaaaaga 


caaaaaaaga 


gaaagataaa 


acaagtaaaa 


aaaaaaggga 


ttaatatgtg 


660 


cttggattat 


gtat 










674 


<210> 8262 

<211> 324 

<212> DNA 

<213> Homo sapiens 












<400> 8262 
ggtgaccatg tgagatgtgg 


attaccatga 


gcaaaacacg 


acgaatgagg 


acacctctga 


60 


aatatataca 


aagcaacata 


ctgatgattg 


tgataacgtg 


ccgtaaatgt 


aactgatctc 


120 


tctgtcacca 


atgacgacag 


aggaggcata 


taacacaaat 


ggcaaataag 


ggtctaggac 


180 


tggaggatcc 


agatgagact 


gaatgaatgc 


tataaataat 


cggtggctac 


cacgcatatg 


240 


aatagagaat 


cttcgtgcga 


ttagctggtt 


aacaatattg 


gataaccttc 


atacgcatag 


300 
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gaaggatatg tagtaaatta tatt 



<210> 8263 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<400> 8263 

aagcttggta tttagttttt tttttttttt tgtgggttta gagtggctca ggggggcgtt 
aaggtgtgcc agactgtacg cgcatagttc agaaaaaagg ggcttgaatt tcatgtgcaa 
cttgggatgg ggggaaaggg ggacgtttga gaaggaggga aaacaggggg ggaatatttt 
tcaaatcaac cttc 



<210> 8264 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<400> 8264 

attggggcaa tctcaaaagt agtaaaattt tttttgtctt ttggcttaac tctacagtca 
cagcagacca agtttcagct tacatttaat aggcagaagg ggagaaaaaa aattgacagg 
aatgaaagtg cgtaagaaca tcacccttag aaatcaatta caaggtactt acatggaagt 
agaaaaccat ctct 



<210> 8265 

<211> 226 

<212> DNA 

<213> Homo sapiens 



<400> 8265 

ataggccggg cctggaggcg catgcctgtg gtgccacctg cttaggatgc tgaggccaga 
taaatgattg agcctgtgag gcggaggatg gggatacatt gttgattagc tagatgagct 
tgaaaatata gagataaaca agatcctaga gtgcatgaag ttggcatgag aaatggaatt 
tgtttggtgg atgaatctga aacataatgt tagtgacagt aaaaag 



<210> 8266 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8266 

aatctatgac tgcatacagt tactaataca aatattaatt acaccacact ttggaagtat 
aaaaatggta aggtaatggt gtgtaattga gaggatgaga tgagaggata gtttaggccg 
tgtcttgctg cttacatgaa agaagacttg taacaatgaa tt 



324 



60 
120 
180 
194 



60 
120 
180 
194 



60 
120 
180 
226 



60 
120 
162 
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<210> 8267 

<211> 418 

<212> DNA 

<213> Homo sapiens 



<400> 8267 

4— /-» -a +* g*% r\ /— r oq/^ ^3 •*> V* ^> ^ ■f- 

tyaccagaac acaucagacc 


aycuacagty 


uugggatcac 


gggtgtgatc 


tattgctgac 


60 


ggattgtgat attgtttgtg 


tcattatttg 


gtcactttga 


tatcgtagat 


tattattgtg 


120 


ttgtgttaat atagtataat 


atgtgtattc 


aatcacaaat 


taaaagacaa 


tatagttgtt 


180 


atcatcaaca gggaatgatg 


aggaaggagt 


gtaaggagag 


atcagagact 


gcaagagaat 


240 


aagtgcagag aagccagcag 


agataattat 


atatgtatta 


tataagtatc 


agtgtatgtc 


300 


gtggttttca tattgctagg 


tagattcata 


aaattgagat 


ctctgtgata 


ctatagggta 


360 


tatatgttca acttgatatg 


aaactgtgat 


gtgttttcca 


cagcggatga 


tacggccc 


418 


<210> 8268 

<211> 434 

<212> DNA 

<213> Homo sapiens 












<400> 8268 
cgggtatatt catagttaag 


tgataggtac 


aattaaaaat 


tcatggcatg 


tgattaaata 


60 


tctatcgaca catgctctgt 


ttattatgta 


attctgatat 


cttgaactag 


gatgtggatg 


120 


tggattgtgg tctgataggt 


atctattgga 


tactactacc 


aggttgagtt 


gttcatgatt 


180 


gacatggaaa actaccaatt 


gttataacat 


ataataatca 


tctatactta 


catatgggat 


240 


ggttcattag ggtcgacagg 


tgtgtgcagt 


gtcccatgtt 


agtaatctga 


cttaatgtga 


300 


aatttatgac ccccccttgg 


tgctcctatg 


tggttagtgg 


atctattata 


ttttctttct 


360 


gtttggcttt tctctttttt 


ctgtgttata 


accgttgtgc 


ggtctggaga 


atagtgacta 


420 


ttttgtgtct gttt 










434 


<210> 8269 

<212> DNA 

<213> Homo sapiens 












<400> 8269 
ggtctaattc tctcttttgg 


aatgtagatt 


ttttttttac 


catgctttac 


gatgtaaaat 


60 


atttatgttt tattgattcc 


tggatatctg 


gctgagggat 


tatacatgga 


acaggaagat 


120 


gcgtggtgac tattcttgtc 


ggtgatgttg 


agagtctctc 


gtgactgtca 


tattgtagtg 


180 


gtagatcata tattcactct 


ggtaggccgt 


gacttttagg 


cttagttcag 


actgtgtggg 


240 


cggcgctcta gatgacttgt 


gtctgcgcgt 


ctgtctggag 


gacagcacta 


tgggatagat 


300 
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cctaat 



<210> 8270 

<211> 290 

<212> DNA 

<213> Homo sapiens 



<210> 8271 

<211> 178 

<212> DNA 

<213> Homo sapiens 



<210> 8272 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<210> 8273 

<211> 258 

<212> DNA 

<213> Homo sapiens 



*<400> 8273 

ttgatcgaga agatgagaat gtggcttgtg atttacaaag aatattaggc ttatagtctc 
agtaacataa tgatcatttg aaaggtatat gaatgtgttg gataacagtt tacatttgag 
tgtgcttctc tataacatga ttgatctacc ctaatattat gattatgtat ataaggattg 
ggacatgtgg atcaggtgtc cggtattgat ggtgacgatg atatgtgatt atgggtgtga 



306 



<400> 8270 

tgtatattct agaagctgat aattccagtt ctggcgaact aggaagatta gagcaagatt 60 
ctcaatcagc gtatgatctt cggagaggtg tgggaatgtg ttatataaca ttcatctttc 120 
ggtgtgctct tggaotaatc aacttatctt ccataagatg tggttatggg ttctgtatta 
gtggtggagg tgggatgaga cgcacttaat catgatgagg attaatttag atattgggtg 
tgatagtgtc ttgagaattg ttaagcacta ttatgtaata gctatttgat 



180 
240 
290 



60 



<400> 8271 

gaggctgtca atggtgttag agaaatgagg gctccctaaa acaatttctt tatgtatatg 
ttagtcaaaa gttatcatgc tgtgactata gttatagcga tgaagatgaa gaaaaggcag 120 
atgctttgat cagtttactc atacaggaag ggatagacat aagtgacctc ttcatgcc 



178 



60 



<400> 8272 

cggagggata agaaggtaag taagataatg taaaataaaa ataagtgatc aaaaaacatg 
taaaaaaaca aatatattta gagaacataa gttatgttct tgttgtggtg gtggaggtgg . 120 
ggagttggtg aggtggtttc atcgtcaaac gaaacagcac gaaataataa agaagaaaat 
acaccaaaaa acaa 



180 
194 



60 
120 
180 
240 
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gagtgaatat tgaaatgg 258 

<210> 8274 

<211> 498 

<212> DNA 

<213> Homo sapiens 

<400> 8274 

aggtactagg aaaaggcctg gctgccatcc atcgctgcct ctgagggtgg agaaggaggc 60 

gggtgatgtg ctcacttctg atcaacatgt gttgcctcct ctcagccaac ttctagctca 120 

ctgcactcac tctggtcatg ataaatgttc gtcacctttc tgcttcattc cttagggcct 180 

aaatcaggaa gctgttttat cgatggtttc cttttgggtc agtaaccagc tttggataat 24 0 

ttcctctgat tattcaagtc gtgggacagg taaactacat tcagcaggaa cttttctcga 3 00 

ggagtgttat gtcatggaaa agacaccaaa cacagcaagt attttaatga atacaccatc 360 

ccaggggggt cagtaagctc tgcctggcaa gaagacacag tgagaggggt ccacagttcc 420 

tgatgagggt gggtgtgggt acttgtagac cctaacatgg gcaggtctgg gtcaccttta 480 

gaaactctca gagaaact 4 98 

<210> 8275 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8275 

ggtacatata atacagtctg tcaagagaac tactggttaa ccaggaaaac ttggcatgat 60 

tctcagcgat attgtgttct actgaaaggt acaggaatgc atcagataaa atataaagtg 120 

tgatgtgctc ttgcgacagc gtcacgcatg tgccctaaga tttagttgct tggatccgaa 180 

aagagggcgg tgtggcatta ggctcctgta ggcagtatga ggatgatatc aaatcatggg 240 

tgtgaacctt ggctgctg 258 

<210> 8276 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8276 

gccgccccgc ggccagggta caatgacacc tttggggaag gaaaagaaag actaccgttc 60 

tcaccccctg accatttggt attagcctgg ctgccctcaa aaacttccca cgctcccctc 120 

ccctgcgcca ccctcctaaa gatgacctgg atactacggt gcctgccccc accccagtta 180 

gcctccccct actccctggg cctacggagc gcgcacaggg cgcatgtacc tcctaagaaa 240 

tt 242 
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<210> 8277 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(162) 

<223> n » A, T, C or G 



<210> 


8278 


<211> 


402 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (402) 


<223> 


n = A, T, C or 


<400> 


8278 



<210> 8279 

<211> 274 

<212> DNA 

<213> Homo sapiens 



60 



<400> 8277 

tatattaata tntgaatgtc gttgtgattc ttatggtact gtgatatatg ctatagaaag 
atggattgga gggtttgaat aggttatggt atagtcagga gagatagaaa tggtgtatgg 120 
gaaatggtcg tggtatgata tgatatgtta ttctgatctt ca 



162 



60 
120 
180 



atcatgaaat atactctatc cctcttctgc ttaatataga tctgatctca tactgactta 
gaatacaatg atatatgtag tgtgtgagtc gtgcagtggc aaggtcagga atgatagtga 
tataggatat agtcttgtcg tggtgacggg atattgagtt tctattatct aacttagtgt 
cacaatcttg aagaagtgaa tagtttgaat cagaccagtt atcattcttg atggaggaaa 240 
agggatgatg anggtgggtg aacagcatct cctttgctgc ctctctgcct ccactatcct .300 
gtccccatga ggagcggaag aaccgttatg actgatgagt ggttcactgc atccctttct 360 
cctggcgtgg tcttggctct agctgcactc tttaggggca ga 



402 



<400> 8279 

tgtattgaag taccaaatct attgatgttt ggtgctgata aagaatgtag actgtagaga so 

ctagcagtaa ttacttgttc tacttaatga tgtcctatgt tttattctac atgcaaaaag 120 

aatgattgat cttcgagcat tgttaaatgt tgtgggcggt aattattgtg gacagatgat x80 

tcttgatttt gagtctatac agatgtgcat tattgctgtg gaaaggcacg aggcagctgt 240 
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gtagctctta taaataagga tcaaatatta gctt 



<210> 8280 

<211> 194 

<212> DNA 

<213> Homo sapiens 



274 



<400> 8280 

gtgatgaagt taaaattatt gagtgggtgc agaataagag tgtatacagt agagaataga 60 

agtaataata tggtctactt aatgatgtcc tatgtaatat tcgacaggca aaaagaatga 120 

ttgatcaccg agggatgata aatgttgtgg gcggtaatta tagtggacat atgattcttg 180 

aattagagtt atgg 194 



<210> 8281 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8281 

tttggatgta ggacaactca tttgagaatg gtatgatgaa tggattgaat ctactgggtg 60 

ataaatatgc atacaagtga ccagctactt ggcgtcaatt caaaatacta ttgataatat 120 

aacaaatccc aagatggcat ggtacagaaa agtggatgat gtgcatactt aatgttca 178 



<210> 8282 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8282 

cacagcagag ggcaagcgga cacgacgaag agacaaaaga cacaaaacaa gaaacacgaa 60 

accaaaaaca acggccaaac gcaacacaac acaccaacac aacaacacac acacacacaa 120 

aaacaacaca acgcaacaaa caaacaaaca caggacacag gc 162 



<210> 8283 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8283 

gcaacacgag ccccatacac acagcaccgg ggcaaagcgc agagccggac gggcaccggg 60 

cgaccccgcg ccccgccgca gcaaaaacaa ccaaacacgg gcaaaaggag accctaacaa 120 

gccgagaagc aaaacgtcat cacacgccac cccctgcgca aacccgccgg gaggagcaca 180 

acaagaagca cccagacgcc ccagccaacc ccccagagcc ccgtaacaaa cgcccagaga 240 

gg 242 
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<210> 


8284 


<211> 


530 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (530) 


<223> 


n = A, C, T or 


<400> 


8284 



gggcaggtac aagtgtgcag agctgggcct tcattccaca ggacataatg catggacaat 
ataatgttct acagaaagat catgccaaga ccagtgatcc angaagatca tggaaaataa 
tgcacatcag tgnaacaaga gaacccatag agcttaaatg tgtgtctgtg acaggattca 
ctgcactgtt tacttgggaa gtggaaagga tgggctatac cattaccctc tgggatttgg 
agacccaggg catgcagtgt tcttcccttg gcacaaagtg tattcctgta gacagtagtg 
gagaccagca gctgtgcttt gttttgacag agaatggact ctctctgatt ttgtttggtt 
tgactcaaga agagttttta aacagactca tgatccatgg aagtgccagc actgtggaca 
ctctttgtca tctcaatggc tggggaaggt gctcaattgc catacatgca ctataggccg 
ggatagaaaa tcgtcagctg gacacaggaa atttcttttt ggagagcaag 



<210> 8285 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8285 



<210> 8286 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<400> 8286 

tgagaaggcg ccgggcccgg gactaggcgt gagccgggga gggtacactg gggcgcagct 
ctgcggcact cgtctggtgg taataaataa actaaaccat gggtcacaag gtacgatccc 



60 
120 
180 
240 
300 
360 
420 
480 
530 



acaccaaaaa gtaaacatgc aaagagggcc gaacaacagt cataatgata 


aggtctgaga 


60 


acaaaatcag gagaggatag tgctaaatgg ctgacaggat 


attagccata 


cgacattaac 


120 


tacatctggt gaggaggcta catgactgga gaggcagcaa 


acaactggaa 


gccaaagaac 


180 


acctcaatgc atgactcaga ggggatagca gcagaatata 


ctgcaccctc 


ggatccgaac 


240 


taacatcaag gatataggcc taaagaggat ggagcttcta 


agatgttatg 


aactggtacg 


300 


agagca 






306 



60 
120 
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taatgaagct ccgagtagga caaaaatgct cgatgatgat gtcacttcct tctgttgcca 180 
gaactttgcg tcgt 194 

<210> 8287 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8287 

cagttgcagt agtataaatc cgaccgtgcc tggcccagca ggacccccag gtggacctgt 60 

tgaccaaaac accagcatct ggggccgtgt agtacaggta ccctgtctga acgatagttc 120 

caaaaaactg caagtaagta tggtgggata tagaccccac cccactaaca cagtgttt 178 

<210> 8288 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8288 

tgtggtggct gtataggcaa gttctagcag ccttcttttc cgacaggtcc ctttccaata 60 

ccaaccgctg gttgctcacc tgcattaacc acccccacgt gcggtctgtc ttgggggaag 120 

tggaaatggg tggagatgat ggcctgagtg ttggatggtg agaaaaggtt tgtcgaggag 180 

gacgcgtagg cgta 194 

<210> 8289 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8289 

agcttttgtt tttttttttt ttttttttgg gaagggatga tgtgattttt tcttttataa 60 

catgattttt aaagacatta tgcatggggg taacattccc ttgaaagggg gcttgcaagg 120 

gttatgagcc tctagccgag ctggaatctg gaggaagagg cagagaagct tggggaaaaa 180 

gaggcagggg aggagggggg gggcataagg 210 

<210> 8290 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8290 

tgggtgataa gggtagatgt attattattg tttttgattt tgatgttgtg ttttttaatg 60 

atttgattat agggaaatat tatgtaaaat aagtgtggat aacaagtatt gaatagggaa 12 0 

ggggatgggg attgtggggg agagagtgag ttgatagtga gt 162 
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<210> 8291 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8291 

gttgtgaggg ttgggtggtg ttatttgtaa aaggggtgaa ggtgaattta gaatggactt 
atttgttgtt gtgtttagga ggttaaaata atataaatga aagagtggaa gaatagtaaa 
agtaaggggg aaggagggat aagggattgt ggtttggttt gt 



<210> 8294 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8294 

tctggagtcg gcaggatagc gggaacagcc actgggcttt ggggaaagga ctcgattagt 



60 
120 
162 



<210> 8292 

<211> 514 

<212> DNA 

<213> Homo sapiens 

<400> 8292 

accgtttttt tttttctaga gtcagtaaat ataagcttga gttgaaagac tttacttatt 
cctgctgcta caatttaatt ctctaataat aatattatat tcagagtatg gcttattaag 
tacagggcco acatattgaa ccaagttcat gcagatttgg attgaagtta atactaaccc 
aattacaggt tgactataac ttgactctta aatttgatat tatcttcaaa attataaata 
gattacagag atttagaact ggttataatt tagtaagatt aactttgcag tgttagaatt 
tttagcaaca aatttttaga atttttttag caaaaagagg aaatacacat taacaataaa 
atatgctaga ctggctctgt tggctgaaca gagcatcatg tggttaaaga actgtagaaa 
cgggcttacc aagggttgaa ttctacccac tgctctccgg tgatgtagct gtgttatcct 
ctctgctgta ttctcgggtt ctcttagggt catt 

<210> 8293 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8293 

gggagcgcag ggagctgacg tctttccgtt acaaccctga gttctactct ggcattgggg 60 
actgtgaggt acacatactc aggtccaggg atggaggggt ggtcagggac gctataggtg 120 
accttctggt tgtatatacg ggtgtgtgct taacagccaa agtttacctg agtccgtttt 
cttggggtga tgaacagatg ctgtcttgcc 



60 
120 
180 
240 
300 
360 
420 
480 
514 



180 
210 



60 
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agatcgagag tattcgtttc tatgcattat caccagcgcg gcatgcatat gttctagggg 120 

cagatcattt tatatatctg agttatttag gttgattcat tgcaggggtc tagttacatg 180 

gaatgagggt agacatgagt tctgtaatta catgagagta ggtaatgggg ctttcttcag 240 

ag 242 

<210> 8295 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8295 

gagtgagcat acattaggat agggatggat gctagtctaa gtattgtcga tgtgcttact 60 

actacctcct gtgatcgtaa aggtgattga tatataggag tggtcttgct atgtacgtgt 120 

atgagacaga gtggatggtg aggttaagaa gatggacctg ttgcgcgccg ttttgcacat 180 

ggtatagata gatggtgatg agtgcagaat aatctgatgc ttatgtgaat gagtacgagc .240 

tggatttgta cagccggt 258 

<210> 8296 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8296 

ggcgcaaggc agcactggtg gtgccggcat tcgagaccct gcgctaccgt ttcagcttcc 60 

cacaattgaa ggtggagctg ttggcgttgc tggatgctgg cactctctac accttcaggt 120 

accacgagtg gtcccgaggc ctcgcatctt acagactatg cccgctggcg ggaggctcag 180 

gtcccgtacc gtgtgcaatg ggcggcccgc tatgaactct acgtggtggt gccacgagac 240 

tgtccccgct atgatcctcg ctttgtgggc ttcggctgga acaaagtggc ccacattgtg 300 

gagctggatg cccaaagaat atgagctcgt ggtgctgccc gagggcctcc gcat 354 



<210> 


8297 


<211> 


162 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (162) 


<223> 


n = A, T, C < 


<400> 


8297 



aaaanaagta ccacctgagt cagtgagggc cacagattgg tattaatgag atacgaaggt 60 
tgttggtggg tgggtgtgtg ctggagctaa gtggataaga atgtagtggg agtggaggta 120 
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agaatgggtg ggggtaaagg aagggggatg ggagggcggg gg 



162 



<210> 8298 

<211> 354 

<212> DNA 

<213> Homo sapiens 



<400> 8298 

tcaaatgtag agtagagagg gaagggaagg agaaggtggg aagtgaaaaa agaagatgaa 
aggaggatat agagcagaaa aaagaaaaga tgagtatttg tgaaagggga ggaaaaaaag 
aaaaaaagat tgaaaaggaa gaggatttat tgtatagaag taattgaatg aggaaaatgg 
tgtgtttgtt tgatttagat ttgtatattt tagtaaatta tagttggggt tagagaattt 
gtatgatata ggatgaacaa aaaagggtta gagagagtta tatgtcataa ttctgaattt 
aattgtggtg tggagatgtt aattaattat ataaaggaga aaataagttg ttaa 



60 
120 
180 
240 
300 
354 



<210> 8299 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<400> 8299 

tcagtgtatg acccgtgagg tgcctgagcg tatttgacgc gtttctgatg attctgcggg 
aacagtggtg catgtgccgc tagaccggcg agctcggcga cttgagtgat gacgacttgg 
acgtggtgtc caacgacaaa gagaagtgta agacgttagc cggacacgtc tgagccagga 
gggaggtggg gttg 



60 
120 
180 
194 



<210> 8300 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8300 



tctggttact atgtgacctc agggagaagt tagtaagata ttgtgcatac acgttattag 
atgggcgtac aagtgcatac aagtgataaa agaagggtga gaagagatgt ctgaatccag 
aatcgaaggc gatcaagaat tactgaaagc agttgagcga ggagaggtag gtttgatgta 
gccggcagaa gaatcgctat ttaggaaacg gcaaactggg agtcgg 



60 
120 
180 
226 



<210> 8301 

<211> 533 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(533) 

<223> n = A, T, C or G 
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<400> 8301 
tacactacac cagccgccag 


ctctgcccca 


cagacaagac 


catggagttt 


ggccgagact 


60 


tccggatcaa gcactatgca 


ggggacgtca 


cgtactccgt 


ggaaggcttc 


atcgacaaga 


120 


acagagattt cctcttccag 


gacttcaagc 


ggctgctgta 


caacagcacg 


gaccccactc 


180 


tacgggccat gtggccggac 


gggcagcagg 


acatcacaga 


ggtgaccaag 


cgccccctga 


240 


cggctggcac actcttcaag 


aactccatgg 


tggccctggt 


ggagaacctt 


gcctccaang 


300 


agcccttcta cgtccgctgc 


atcaagccca 


atgaggacaa 


ggtagctggg 


aagctggatg 


360 


agaaccactg tcgccaccag 


gtcgcatacc 


tggggctgct 


ggagaatgtg 


agggtccgca 


420 


gggctggctt cgcttcccgc 


cagccctact 


ctcgattcct 


gctcaggtac 


aagatgacct 


480 


gtgaatacac atggcccaac 


cacctgctgg 


gcttcgacaa 


ggcaggcgtg 


age 


533 



<210> 8302 

<211> 594 

<212> DNA 

<213> Homo sapiens 

<400> 8302 



tcaggtgggc gtcccctctt 


cccttgccct 


tctctgcacg 


gtaactccgt 


ccctcggcat 


60 


ttctcaatac cccttgcccc 


tagatccaag 


cctgtctctt 


gaggaacaac 


cgcgcagacc 


120 


ctgcctcttc tgaccacacg 


acccgccttc 


agecacttgg 


tctggtctca 


gacccctcag 


180 


agcaggaagt gaatgaattg 


tgtcagtegg 


tgeaggagea 


tgtggagctg 


ctgggctgtg 


240 


gggctgggcc ccagggtgaa 


gccgctgtgc 


gccaggccga 


ggatgecate 


caaaatgeca 


300 


acttctctct cagcattctc 


cccattctat 


atgaagctgg 


aagctcccca 


agccatcact 


360 


ggcagcttgg gcagaagctg 


gaggggcttc 


tgagacaggt 


gggcgaggtc 


tggegecagg 


• 420 


acatccagga cttcactcag 


ggcaaactgg 


acacagcaag 


gagectctgg 


ccacagatgc 


480 


tgcagggatt caggtggagg 


gaggagatag 


agggggtctg 


gcagggtggg 


aggggctccc 


540 


ggagctggtc ccagagcagg 


ggtgggagat 


gccttgtgtt 


agctcaggga 


gatg 


594 



<210> 8303 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8303 

aggaggaagg tggtcggtgt gtagcaagat agtagagaga actatgtcct gatcctctga 60 

taggaaatgt gaagacggga tgttttgatg ggtcccaggg agetactget tggtacaggc 120 

cccaggagga gggecaaact ctggacctca tttctgcagt gactaatctg gatgtacg 178 
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<210> 8304 

<211> 178 

<212> DNA 

<213> Homo sapiens 



60 



<400> 8304 

gggtgacatg tcagatcttt gtacgtaatt aaaaatattg tggcaggaaa aaaaaaaaaa 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa agaaaaagaa aaataagtaa 120 
gggggccgga gggttattcc ctttagggag ggtgaatgtt tagtttggag gtgggcgg 



178 



<210> 8305 

<211> 642 

<212> DNA 

<213> Homo sapiens 

<400> 8305 

agtttcttct aaggcatcaa gagccccagg ctgaaaagca ccccagagct ggagcttata 60 

gaacccaggg cagcaggttc tccaaccttc tgacatcatc agagcacagc agacaagtta 120 

tcagccacta gatttttttc cccctttctg aaactgtaac ctttcattcc agccattccc 180 

cagagctgga cagaggacgt ggctggctgg ctggtttctg tagtcagaat gacagttggg 240 

tgatagatct ccttcgtgaa gcaatgtctt agctcagtaa ctctgcagag aagctggctg 3 00 

gttcaggatg tggcttatgt aagaagatgg ccctggcgtt ttacgcgcac tggtgggtga 360 

ggctctgaaa gtggtagaag ggaattcttt cctagagttc agctgcccgc tgtcctgctc 420 

ctcaggggaa atgctgtgag atctgcattt agcctgtgtg tgctgahtgt ggttctgccg 460 

cttcctggct gtgtgagctc agacaagtca cccaccccct ctggggcagt ttcctcatct 540 

ggagaagggg agagtgcccc acacattggg ctggttgtgt ccatggagtg gctgacaata 600 

accagcacac acgagacatc agtagcaggt gggttcttcc cc 642 

<210? 8306 

<211> 546 

<212> DMA 

<213> Homo sapiens 

<400> 8306 

cgttcttcta aggcatcaag agccccgagg ctgaaaagca cgccagaggt ggagcttata 60 

gaaccgaggg cagcaggttc tccaaccttc tgacatcatc agagcacagc agacaagtta 120 

tcagccacta gatttttttc cccctttctg aaactgtaac ctttcattcc agccattccc 180 

cagagctgga cagaggacgt ggctggctgg ctggtttctg tagtcagaat gacagttggg 240 

tgatagatcc ccttcgtgaa gcaatgtctt agctcagtaa ctctgcagag aagctgcgtg 300 

gttcaggatg tggcttaagt aagaagatgg gcctggcgtt ttacgcgcac tggtgggtga 360 
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aoaahtcttt 


tctahaofc t* c 

\~ \^ bp CI C*M ^ l» L 


a cf^ , 't"c^^^^ , ^ , or , 

ayt — y 


t" rrt~ Prhnrnr 
uy LLLtyLyt 


*± u 


ctcagggcaa atgctgtgag 


atctgttttt 


tagctgtctg 


tgctgattgt 


ggtgctgccc 


480 


cttcctggct gtgtgtactc 


cgacaagtca 


ccccacccct 


ctggggcggg 


tttcctcatc 


540 


tggaag 










546 


<210> 8307 

<211> 370 

<212> DNA 

<213> Homo sapiens 












<400> 8307 
atgctcgatt gtgtaccatg 


tactggagaa 


aaagcatcaa 


gttcttaaac 


catgtagctt 


60 


cgtaccttag tacgcatcct 


ctatctgtgg 


aggctcaacc 


aattattagc 


cagcagacag 


12 0 


tatatgcatt gaaaatggcc 


taatgtcata 


taactgatgg 


gggtggaaac 


aggatggccg 


180 


aggaagctgt gagggtggat 


sgagctggct 


tatcattctg 


tigccgtcttic 


atctgtccat 


240 


accgcttcca ggttgcatca 


ctctcacagc 


gtgtgagtga 


cagtatcagg 


atggttgccg 


300 


gagtctcatg cgttgtgttt 


atgtataaag 


ggtgcagaga 


gattcactga 


aacagatact 


360 


aaaggataac 






• 




370 


<210> 8308 

<211> 450 

<212> DNA 

<213> Homo sapiens 












<400> 8308 
gagtgagact ccggtggcag 


gaacaaaaac 


aaagaaaaac 


gacaccaaaa 


aatataaaaa 


60 


cacatcagct tgacattttg 


gaggcattcc 


cagactcagg 


gttagtcagc 


agattagcat 


120 


ttaagaagaa agtcttgtcc 


ctacagattg 


cctgacctca 


gctacccatg 


aagggtggga 


180 


agaggagtgc tgaggaagaa 


gtacaggaag 


gggacaacct 


cctcagacct 


gataggacac 


240 


tLLL.yi.tLtt cittttyttV-t 


ctyactyati. 


Lac tc tcggg 


ggtgugagga 


t~> <~l 4- <-* /—» — » /T —> f- 

cctctyayat 




aggcgccagg agtctcacgc 


gcggcactga 


tgtctcaagg 


gtgacccgag 


agtcgctgaa 


360 


acagatacta gaggaggggc 


aggtgatagg 


ataaagtgag 


aggtactgag 


acttgctggc 


420 


gtgggtgagc ggctccgggg 


gggccgaacg 








450 


<210> 8309 

<211> 642 

<212> DNA 

<213> Homo sapiens 












<400> 8309 
gccgccactg gtcgaactcc 


attgtcgggg 


ggcctctacc 


agccgcccct 


ggcgaagtcc 


60 
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attgtcgggg ggcctctacc agccggccgt ggcgaactcc attgtcgggg ggcctctacc 
agccgccgct ggcgaactcc attgtcgggg ggcctctacc agccgcccct ggcgaactcc 
attgtcgggg ggcctctacc agccgcccct ggcgaactcc attgtcgggg ggcctctacg 
agccgcccct ggcgaactcc attagtgggg ggcctctacg agccgccccg gtgaactcca 
ttgtcggggg gcctctataa ggcggcccgg tgaactccat tgtcggaggg cctctataat 
gcacccctgg caaactccag ggctcgactc aggtcggatc gagcccgctc tggggtttca 
ctgaaatcgt cagcattttc agagacagca ggagccctgg atgaaaggaa gactggcacc 
cttgtgtggg aaggaccctc ccccgatttt ggaacagagg aggcagagct cctcctgaaa 
ggtggcacct gccccggggc tctcctggtt accccggagc aggatgaggc caggaggtga 
gcgatgaggc caaggttgtt aggaaaggag gggcagctgg gt 

<210> 8310 

<211> 370 

<212> DNA 

<213> Homo sapiens 

<400> 8310 

gaggcccgac ctgggaaggc tggcgaacgc taaccggagg gtttttcttc cagacttgat 
tccgggatgt tgagatcgtt attcgaaata gactagcatt cgagtcgcct gtgatggagg 
gagttcctgc accgtaggcc tggcctcatt tattctgcaa atgtttattg ggtccttgcc 
ctttacaaga tcctgtgctg tgagcaggat cagggctttc atgtggaaat aagtcggcct 
ttggttgacc aactgaaact cctctgaatg gaaaatcaag aaatttttgg aaaacttagt 
aaaatgttca atgagttgca tataagtatt ccttgtttag gtagcctgga ctttgtgaac 
ttgagattct 

<210> 8311 

<211> 434 

<212> DNA 

<213> Homo sapiens 

<400> 8311 

ccagagcgag actccggtct taaaaacaac agcaacaaca aaaaagattt gatgcctctg 
atggagctga acatttatta tacagcaaca gcagcaagga ttgctggtgg gcagactaca 
ctgtagggca tctggtcttc tgttagagtc tgaaggacac tattgtcaga gctctgccct 
tttggaatga agaaataatt cccagatcca ggaggggaaa caggtgttgg ttgagggtcc 
tggcagcagc ttttctggca cagtcgagac ttgggaggct ctcccggaag ggggcatcat 
ggagctgagc ctgcccactg ggtattccat tgtctatgaa ttgaacagga ggagcttgaa 
gcccattgag ctcatgcagg taccaggaga cgaagagggt gtgcataaag acatggaagg 

1257/1427 



120 
180 
240 
.300 
360 
420 
480 
540 
600 
642 



60 
120 
180 
240 
300 
360 
370 



60 
120 
180 
240 
300 
360 
420 
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ggtggtggtt aggg 434 



<210> 8312 

<211> 482 

<212> DNA 

<213> Homo sapiens 

<400> 8312 



cacgtttcac 


agatgtggca 


actgaggctc 


agtgaggtga 


cctgccaaca tcctcaggct 


60 


cagcagttct 


caagcactac 


tgcccactgt 


acctgattgc 


ctgggtctgc gcctgggccc 


120 


ccgccctttt 


acaaaagggt 


cacggcctct 


caagagctgg 


acatgaagga tggggcaagt 


180 


ccagtcttga 


tcggtaatgc 


ccacttgaca 


ctcccaggag 


cagcatcata gcatttatac 


240 


aactccttgt 


ctcattcccg atgctgggca 


cacaggccat 


atcagtggac tcccctcacc 


300 


cgtccattca 


gttacaccac 


ttaagcctgc 


ccatgaagac 


aatggctaag gtgacagttg 


360 


gttacataaa 


ttgaagatga gtctctcctc 


cagatgcatg gtccgtgaag aaatttaata 


420 


gcaaagacga 


gaagaagata 


caagtcttta 


atagttctct gggtattttc tcacccaaac 


480 


ag 










482 



<210> 8313 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<400> 8313 



gacatgcccc 


aggggacatc 


agaggtctct 


ctgcatgggg 


attaacagga 


gaggaggaag 


60 


ccctgacatg 


tccaataaac 


tcaatcatct 


ggaagatagc 


tcagtaggtg 


tatccttgac 


12 0 


ccagcattgt 


gggagaagat 


atgtctggaa 


tgtgtatatc 


tgcggggagt 


gagaaaggaa 


180 


tgtcagcagt 


caggatgtct gcagatgggg 


aattagaaat 


ctgtcttagt 


gttggtggga 


. 240 


gccagttcaa 


aagagacttc 


agaaggattg 


atggtttaga cggggtatct 


atataggacc 


300 


tgtttagatt 


aacttcagtg gaatgaggga 


tgatgtatta ggataatata gttagctgta 


360 


accagcaact 


gagctgtaac 


aaagccactg 


acacttctca 


ctcatattct 


atagtccagt 


420 


gagggtctag 


gggacagggg 


gtgctctgct 


ccctccattc 


tttctg 




466 



<210> 8314 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<400> 8314 

acagtccggt accagatcgc cccatctgcc atcaagaatc aataccacac actccatcca 60 
caccactccc agccctgaga ggggctctgg ccagctctgc taggtctgag ctgtgtctat 120 
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gcccggatgt ggcagataag gagaaccatg gtaggagccg taagcagctg tgcgcaggca 
gccagagggt ctcgagggag gaaggcgagc gggcgggcgg agcctggcgg cgggccacag 
cttcaagagc ccaagccagc ggtgcggcta tccgggggat ccatatagag agggaggtgc 
ggcgcacggc catctagagg gg 



180 
240 
300 
322 



<210> 8315 

<211> 562 

<212> DNA 

<213> Homo sapiens 

<400> 8315 

gctgcagcca agattctggg ggctggggtg gcgggtggag gtggggttgg agggagcggg 
aggaagcagc cagaactacc aggcggcatt gcccagcttc ttctgcttgg ccgcctcccc 
cgccagccgg ccggctattt ttggcatctt ggcagctgag cccccctcgg catcccccca 
ggccccgtgg cccaaaccag gttgtgcgtc tcctcacggt tcccactggc cttcgatcct 
catttgctaa atatctgcga aggcagctcc- cgcctcccca gtgcctacgc gaatttaatc 
ccagagcgaa cagacgcgga gccccgggag actgcttcat gtcagagatg aattgtacgt 
aagtgaggac agggtttgta tcttgcagct gtaattcatt aagatgaggt cacgcaggag 
cagggagaag cctaattcaa tgactggcat ccttataaga aggaaatctg gacacagaga 
cacagggcac gggcaagtca caacacaagc agagactgga gtgattcatc cacaagtcaa 
gtgacaccag ggatgggcag ct 

<210> 8316 

<211> 418 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(418) 

<223> n m A, T, C or G 

<400> 8316 

tgctgatctg actgtctttt tagtggtcac actatcctta ccttctgtgc ttaccattct 
cttgtttact aatatgatat agtacatttc tcatgtctct ctaagaaaga ttgttaatgt 
atggctggtt ctgcttcatc ttaaagtatt tatactgtat gtggtcttct gctaatctac 
tgatatctgt ggtatgatta ttagaatcat atatatttgt gcttgtggtt gaatgtagta 
ttctatcatt tggtcatagt ctcataattg ctacattgag ctctgcatgg acatttggat 
gctttcttat tttatgctag tagtatgtgt gtgaggacag attagtgatc gagaatcact 360 



60 
120 
180 
240 
300 
360 
420 
480 
54 0 
562 



60 
120 
180 
240 
300 
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ggaatgtggt ggtgagatat atatatnttc tccatatcta agtaagggat tatatttc .418 

<210> 8317 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8317 

accttctgtg taagagtcag tgagagtagt agattgagat gtgagaaata gtagagaatt 60 

agatataatg gagaagttgg ggtggggtgc tctttgagga ctagctgctg ttcgtgtgcc 120 

ttgtgatgcc ttcagggtgc tgcttttgtc tgctgtcggg tggatgttta gggtgaccag 180 

tggctggatc atgtgcggtg catgtatact tgtatttgat cgcaggtagt tatagaatta 240 

tt 242 



<210> 8318 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8318 



ggcgaatgcg agtgaacctc 


gactggtctt 


cgattctact 


aggttgtcac 


tatgaccaat 


60 


aaccacccat aagaacctca 


ttgtttacta 


tttggattgc 


tgtgtatata 


caagacagat 


120 


atctcccttt atggaaggag 


taatatgatg 


aatcggtatg ggatgggttg 


cggtgtcttg 


180 


gtcgtgatca agctagttac 


tattgaattg 


ggggccgcgt 


gcatgtcgat 


catatgggca 


240 


gaaagtccta gcgtggtt 










258 



<210> 8319 

<211> 546 

<212> DNA 

<213> Homo sapiens 

<400> 8319 

ggtactgaac agggaaagca tacctcacca cagcgattag catagtgctt ccatgcgtga 60 

tgtgacgcca tctacttaca aggggtggca tttatatcag taacaggatc actggtgtca 120 

tcatgagtag ggtgatatac atcaataccc aggaccaagc atgatcatcc tgctaatact 180 

gtcatgatgt gggtggggat gttccagaca ggaaccagag gacaggagcg cagtaccatg 240 

acaagcaaga tgaccagatc cttcacagac ataggggaaa ttataatgac tctgcctttg 300 

gactataggt ataaataatg gaatggtgaa ggcttatgga catgtgtgtc taaggtgaca 360 

tgtaagcgaa tgatgagagg tgacttgagg cacgggctcc aaagaatctc acgatgtaag 42 0 

ctgtccggcc ataagtgctt gagacagaac agataggacg agtaaccaat cggaggggcg 480 

caactcacta tacaactatt ctatccactg tggaacgcat gattgtgtgg atggtacaga 540 
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tacggc 



<210> 8320 

<211> 274 

<212> DNA 

<213> Homo sapiens 



<210> 8322 

<211> 242 

<212> DNA 

<213> Homo sapiens 



ta 



<210> 8323 

<211> 226 

<212> DNA 

<213> Homo sapiens 



<400> 8323 

ccgcgtcggg gcagggtggc ttaacgaaaa ctggaaatgt ctgttgatgg ggaagaaaca 



546 



60 
120 
180 
240 
274 



<400> 8320 

gtactatctg tgaagttaca cttttttttt tttttaaagg tagagatgtg tgtgtgtgta 
ggtattaaag atgtgttgtt ggttactaaa atggattagt gggagatgag ttatgaatgt 
agatgtattc agaagtaggg tgacagattt tttggtgaca tggcgtggtg gggtggaaat 
acagtggagt ctgaaggttc ggggagcgaa gaatggcaat atcatcgcac atccgtgctc 
cacacagcgc tagtgacaga tggagacctc atag 

<210> 8321 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8321 

gccgaggtac atgcctgtat acggacatcc tcttatttaa gtgtttgtct ctttcgtcat 
tggggactcc agcacccaaa catagttccc tagtatacta gttggtgccg aataaaaagt 120 
agctattatt agaaaaggaa ggtgaaattg acatgggagt tagtaaaatg tataaggaaa 180 
atgattttta taggggaaag gtaaaggatt ttctggccgg aaaaagcagc aaaggacaag 240 
tattacttaa agtcttgtga aaataacact tcttcttgct tgtacctggc 



60 



290 



60 



<400> 8322 

gcccgggcag ggtacaagct tttttttttg tttttttttt tttttttttt tgggttcaag 
ataaaaacaa agtacaaaag gaaaatgggg tgctgctact aatgcatcat acaaaccaat 120 
agcactgccg acaccgccaa ctcaagccat tccaaccaaa ggaagaaagg ctggcgtttg i 80 
caccccctga gggaagggct ggcttgtaaa acagcacaat tcggagtgga atgggaaggg 240 



242 



60 
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agagctaata caatagctag gagcaaataa tatttctctt atatagcttg aaggtagcag 120 
gtacagtagc taggtacata gtgaaagaag gattacgatg gtaatgaaat aatttgtttg 180 
atacgctaat ggctataggg gatattgtgt aatatttgta agtttg 226 

<210> 8324 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8324 

acaagctttt tttttttttt tttttttttt tttttttttt ttttaaagca ttaattaatt 60 

accacacttt agaaagtatg .ttcgccggta atatggaacg tagggggcaa taaataataa 120 

aaggaggcgg gaaaaaaaag acagatacgg ggaacatagg gggccccgcg gctccagggg 180 

cctcgaaagg tctatcgcgg gaccccaccc cccaagaaga aaaaaacccc aaaagccagg 240 

ggaaaccccc ccgggggggg gtaaaaaggg gggaagggcc cggggctccc 2 90 

<210> 8325 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8325 

agtcttattt agcaccccag ccatgtagac ttctcatgct ggcccttctt ggcatctgct 60 

cttctcactg tcatacattg tgggaaggtg taggggagtg taagttctca gtataagtaa 120 

gaaccctgtg tgagaccctc cactacccag cgcactggcc ggtttaggag gaaatcaagt 180 

acactacacc aatcacggaa aggtctcctt gcagagccag ttaatt 226 

<210> 8326 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8326 

cgggccaggt acccttatgg accctggcac aaaaatgatt cagcttcagc gccttttgcc 60 

tgcagttgca ggctttatga agcaggttct ccacctccag taaattaaag tttttaaaca 120 

agtacccagg gagaacgggg accctgcacc ctggattact gggactggca cagtgggagg 180 

aaggggggac cgtg 194 



<210> 8327 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8327 
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60 



ataagctaga ctccaatatt ccacacagct gactgatacg tggatgcaat aacatgtgca 
tttcttaata ctacaacttc atggacagag tagggtggtg agatgaattt gactgtgtct 120 
aaatcagtgt cctaaatggc tggttctgtc tgtgctcctt tgacagagag caagacagac i 80 
ggtaagtagg agattgacta taatggggag atgatcgact gtgtgtgaga gggggaaggg 
gtagagagag gagggaatat tggtctcaga ggtctcacca tcttaatttg gttgctccta 
atgata 



240 
300 
306 



60 
120 
180 
240 
300 
360 
420 
480 
530 



<210> 8328 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8328 

tacatgaagt ctgtcttttg tcaaagttct atgcagtccc aggatagcgt gatagcagtg 
gttaaacaca accagctagt tatagctttc attgtatgga aagacctctc tggtctggaa 
ctctgccttt gaaattatcc acgtagttca gaaggcaaat acttgttaaa gggatcccaa 
aaggtaggag acaagtagtt tttgttatgc attagggcag actttcaagc acaagacaca 
aaattgagca gcaaatgttt gggtagtccc atctcccttc ggtttatatg tgggtagtaa 
aataaataaa aattttcttc tttgtctctt tcttgaaata aaatatcatg tatccaaaga 
gagctgagga ttctcaattt gctagattgc tttaaagggg tcagatttat aaaaataaag 
aattaatgaa gaacaatttt actggagtta gtgtggtcaa taggcccttt tcattttgtg 
tcattgcttt tatcacaaag atgttcaaat atcaaataaa atgttctctc 

<210> 8329 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8329 

tttgtggaag gtgaattatt gcaattttat cttacaacac aatagggaat agtgaattga 
tatataaata ttatttatga ataaaatact aagactacgc tagttagatg ttgcaataaa 
tcgaaaaggg atatatggtg cataaaaagc aatgcgctat gc 

<210> 8330 

<211> 450 

<212> DNA 

<213> Homo sapiens 

<400> 8330 

gtacagctta attctatgct ttgtcctgca cctatcctga ataaagctgg agaaactctt 60 
gatgtttcag tgagctttaa tggaggaaaa tctgtcattt caggatcatt aattgtcaca 120 



60 
120 
162 
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gccacagaat gttctaacgg gatcgcagcc atcattgtta ttttggtgtt actgctactc 180 

ctggggatcg gtttgatgtg gtggttttgg tccctttgct gctaagtggt tattaaggga 24 0 

tcctccacca cccccccctg caccaaaaga ggaggaagaa gaacctttgc ctactaaaaa 300 

gtggccaact gtggatgctt cctattatgg tggtcgaggg gttggaggaa ttaaaagaat 360 

ggagggttcg tggggtgata aaggatctaa tgaggaaggt gcgagggtag agaaaggcaa 420 

aaatggtgtg gtgaagattc ctgaagaaaa 450 

<210> 8331 

<211> 229 

<212> DNA 

<213> Homo sapiens 

<400> 8331 

ttattcagtg tatttttagg tggtattatt atgtttatta tttttctcat tgatttagtg 60 

actatatctt catcatgttt tcatttttat ttgttccgaa gctcccggaa aatctaactt 120 

gctaacaatt atttaaaggg aggagagagg aaagcaggag cagctgcagg aacagcagca 180 

tttttgggta cctgcccggg gcgggcgctc gacaatcact agtgaattc 229 

<210> 8332 

<211> 370. 

<212> DNA 

<213> Homo sapiens 

<400> 8332 

ggtcttttgg tgggagttga gcgcatcaat ttggggtggt gtatgatcca tgtttataca 60 

cattcatgct tccataatgc ggttgctata gggatacgag tgactttcgt gagtgccaat 12 0 

ttgacatcat gtctgggcac aagatcttta tgtgttctaa attgagagga gatgatctat 180 

gacatccttc acttttatcg ggtaatacta catgtatagt tcagtaatgc gggagggtct 24 0 

ctatagacat tttgaatttc ctagcataat gtctcaggac cgtggtgaag cattatatgg 3 00 

tttttccaat acatggttgg gacgcaaggc ggcgtgtcac gtacggccac aggcagttca 3 60 

ttgcccgggc 370 

<210> 6333 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8333 

ttcatgatgg gttactcttt tatgtctgaa ttcatgttta tatatgcgta tagtcatcta 60 

tcgtatatct ataattattt ataatatgtg ttatctgcag tgataaatta tgatcttgat 120 

gtcggtggtg atgattaatt gtgtgactcg tcattactat gaagatgatc ttgaggctgg 180 
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<210> 8334 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8334 

gatgtggtgg tggtctctat tgagcatgtg catgcactcg tgtagtactg gaggacacag 
tagctctaca gcgtcatgtg gcagaggata atgatctggc tagttgtgtt ttatagaagc 
agctatctaa cagctctcga ctcgcgaaga cgctctgtcg ggattggctg taagcactac 
ggatgtcaca tggtgtagtg gctggtctgc aatgagtggt gctgatggct ccctgtggtt 
acgagtctgt attcctattc accgaagggt gtgctggagt gtctgtctgc tgtctattaa 
tacacc 

<210> 8335 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8335 

atacaaaacg cgcaatatct aattatgaac agcgttaaat ccctatcaaa gttcaaatga 
aatgtgtggc ttatagtgtg aatgcacaga tatatagcca tatcatgtca tgttgtgtgc 
ggagttgggg tgggaacacg cagaaccgga gccacgtcag ctacacctca aaaagtgc 

<210> 8336 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8336 

agagggaaga gggttaaaga aagatgataa gaggatcaat aaattaattt tatgaaataa 
aattaggtca taggggtatg gaggaaataa agaattagat gattatggta ataatgtgta 
aaaatgtgat taagtgtaaa gggaggtatg atgagaggat gg 

<210> 8337 
<211> 338 
<212> DNA 



240 
300 



tatcgtctgt gcatgaaggt gattgagtgc tggtgcacag gattttaaag atggctctaa 
agtgtgcata gaggttggtg ttcagacaaa atatgaagat gagctaggtg atcggatgat 
ggaaatacac ttgtggagcg tgattctaag actgaagact cgcttgatga tatcctctaa 360 
gatgaacgag tcgatgctga tctccgcgtt ctcaggggat cactgagcga tgaaagacag 
gatgaggtat gagtgtggtc tcgacggccg gtcggtgctg gtggccgttg ggatgtgaca 
gcctggagat gatatgtgca taacgagatc cagatgacaa ttccaggctg 



420 
480 
530 



60 
120 
180 
240 
300 
306 



60 
120 
.178 



60 
120 
162 
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<213> Homo sapiens 
<400> 8337 



tgataagatg 


tgaatacata 


L. Cty L. Cl L. L. Cl L. Cl 


LLdLdLdddU od U L-Uyyy yugLdCCaCy 


D U 


tgcacaacat 


taataagtat 


atgggaacat 


gttcggctta tgctgcgttg cgatatattg 


120 


tgatacagag ggatctacgt 


ctaggtatgc 


tgatggaact agtacgagtg atgctcatat 


180 


gaggtctgcc 


tagcgtccat 


aggcagctcc 


acatgtacat tcactgaaat gttgttgtga 


240 


tatctgcact 


gaggaagcgc 


gtaggttata 


tgactttgtc atatttggtc gtgtataggc 


300 


ataatggaat 


tcattcagtt 


tagtgcagga 


aagcacac 


338 



<210> 8338 

<211> 610 

<212> DNA 

<213> Homo sapiens 



<400> 8338 



ctactttgta tcatctcttc 


tattattttg 


aaagactgtt taatttttca 


tgtcttacat 


60 


tcccaactaa agacctaaaa 


ttgttttgta 


tccccactca aaatgcctta 


cagaaaatac 


120 


aaaaatcaat ttgatcgttt 


ccttaattac 


aggagtcatt gcaattagtt 


acataatttg 


180 


actcttggct atcagagtta 


cattatttga 


acttaaataa ccatcttcct 


gtaactgaat 


240 


ataatttata ttccctatct 


ccagtaatta 


actggcataa aatacagaaa 


taccaacaac 


300 


aagtagtgta ccccactggt 


aaagtgcata 


gactctgtgg ttagacagac 


tatataggat 


360 


tgctgaatca gatactacaa 


tacatagcag 


tatgacctta aaccattgta 


ttaagtcatc 


420 


taatcttcta tatcctcatt 


gtcaaaaaat 


tcgtgtatca gctacgtacg aatactagtg 


480 


tatgaccttc cacaatcggc 


ttaagctctc 


tactaatcaa tttactcata gtacaaaatg 


540 


gggaagaaaa cagtatggtg 


ttcggaacgc 


acacagtgac tgatggagag 


tatgtgctag 


600 


ggagaaggga 








610 



<210> 8339 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (194) 

<223> n » A, T, C or G 



<400> 8339 

tgaaagctat ataattagac attgtaaatg ccttagataa tttatgggna ttttatctga 60 
agaggtaata tgacatattg gattactttg tgagtgtgaa tataaagata agagaaggat 120 
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gagagaagga tggtgatatg agggatgtgg atgagaaaga ggaagagtgt atgagagaaa 
tgggattaga gaaa 



<210> 8340 

<211> 210 

<212> DNA 

<213> Homo sapiens 



<210> 8342 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<400> 8342 

ttcctgataa aggggacttt ccatgccgtc aacagggaag tatctgaaca tactgcctta 

taccgattgt actcactata taaggaaaat gggtgcagta gtgtggttca ctgagtcggg 

tgggaacaat gatggtgcag ataactgcca ggagtaactc attctggtga taatagatgg 

gacgtgtgca gcaacacaaa aataagccga tgaaagaaaa gtcctcaata gagtgtgctg 

tagtgtactg ggcaccagta ggcctggtgc cccctggtac atgttacctt cggcacgcgt 
accatcgctt attcagtaag tg 

<210> 8343 
<211> 178 
<212> DNA 



180 
194 



<400> 8340 

ctgacatcac cgactcatat gcttattacc accctgcttg agcaggctgg ctcccaacgg 
agatgaacga ccgtgttcct gcctggttgt tattcgacat gctcaggact gcggggagaa 
aggatgagat ccagcaggga agaactgcct gctgccagca cgcaggagag ggtggggctg 180 
ccggccatta tgtccatacc aacacaatgt 



60 
120 



210 



<210> 8341 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8341 

ggtactcatg gatccatagg aaagcatgtc agtgcctggt ggccacacta tacatggaat 60 
tgtggagtat gaggaatatg gcacgaccct acctcttctt aagacagttg cagttcacag 120 
ggagaggagg aagatacatc aataacccca aagtccatga aggtgcaaag agttatgtgg 
ggctgcccag gcagaggtga caaatgccca ctggtgacaa gacactggtg gacatagagg 
gaaaagccca catagaaagg tttccaggca gacaggaagt caaggcagtt ggggacggga 
agtcaaacaa gtgatgctgg gacaccgctt tgatgggt 



180 
240 
300 
338 



60 
120 
180 
240 
300 
322 
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<213> Homo sapiens 



<400> 8343 

tgttccagaa gttataagaa tgatatacta tcgattttta gaagatggat gaaaaagttg 



60 



tatgctgagt catacgaatg aatgaggtag acatgggaat gtaagtgtca ccatgttgtg 



120 



atatgtgtga tcttagggta aagatgaatg aaatatagtg agtatgctcc cattcttt 



178 



<210> 8344 

<211> 160 

<212> DNA 

<213> Homo sapiens 

<400> 8344 

acctagaatt aaaaccaaga ctctgtgatc agaaatcctc aggcccggtc ccttgttgcc 60 

tgtagacaat gaaccaaaag atggcgagtt caacagtggg acacaggctg ggcatgatgg 12 0 

ctcatggctg tatatcccag cactttagga ggccaaggta 160 



<210> 8345 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8345 

gaatttagta aggctttggg cataatgaat tagaagcggg aagaggattt gtgcagataa 60 

gttatgcttc ggggctactt ctcccatcaa gtcaaatctc gtctgaattc tggctatctc 120 

tctagccatg ttgcttccgc ctctcaacaa ttcaactggg tggttgaatt tagactccgg 180 

gttctaatct tggt 194 



<210> 8346 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8346 

caaaaattgg gacgaagaat gatgaaaagt aaatttagaa tgtgctgtgc cgagaatgaa 60 

agaaaaagca gcgtggggtc tgcgtatcca gactggggga gtggagcagg aaatcactta 12 0 

gcccagagtg gcgagaaccc taaaaataaa aataaaataa aataataaga aatggagcag 180 

aaggcgttca taggagccaa ttttattaac taaaccaaac ccatga 226 



<210> 8347 

<211> 546 

<212> DNA 

<213> Homo sapiens 

<400> 8347 

ttcagagcag actaacgtgg gctgccatta tttctattta tatgtataag agtatgtctt 60 
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cgtgatctgt ataaaaagtg atcgtgtgaa agatgctgat tgtcagtatg ttatgtcaat 120 
gtaatcaaac ataattgatc tctttaatgg tgtaggagat gggattgttc tttgttaggt 180 
gatgatactg tcagtgacat acaaaataga tgaaagatta atcaatcaga cgaaactacg 
cttatcacta atgaagaaaa tgtgaactgg gggttgaaca taggcgtgag catcgggtgc 
cttggtggtc ataatagagg tatgatgatc gtgtggaggg gatagctgat ctggtcatgg 
acttctgtgg gtaggtgtga agatgtgttg tgtgctgaca tcgaactcaa tagaaatgag 
gatctgattg tgctattgat agagtgtgtg aggcgtgagg atttgctgat tctctgcgot 
gaagagctgt gctgatgtgg gctagttaac ctgtggagac atgcaggctg caatgaatgt 
gggcaa 



<210> 8350 

<2ll> 210 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc__feature 

<222> (1)..{210) 

<223> n = A, T, C or G 



240 
300 
360 
420 
480 
540 
546 



<210> 8348 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8348 

tgagtacttg aaaaaatgaa agtgagagat gtaatactgc tggagacaag tggtctactt 
ttacttctaa cttgtaatca atgtgagcga tgatccatta tcatccaaat agagtgtgga 
gactatogga ggatacgtga gtgtcaagta ttccaatagc aattaaaaca aatgacatga 
cttcgagaca gctgactact tatttcggta atgtgatttg aatgtgcctg gcagtcgcaa 240 
tatatgagat cgttcacgtg atggctgatg tgtcgccagc atattatata gggtagcgaa 300 
aatggagtga gatgctgttg ggaggtcgat gagcatgtga ttaatggttg tctg 354 

<210> 8349 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8349 

tttttttttt tttttttttt ttttttttgg tgttttgtgc ttttatttta cgaaaaagct 
aatggcaaaa tctacattta aactatagat gaatccaaag cctttagtga gagaaaggct 
ggtggggtgg gattacataa aatggaccag tgggcatatc tt 



60 
120 
180 



60 
120 
162 
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<400> 8350 

ttngtgaggt ccggagggta catgctgtag tgcccaaagt tgttgtgctt tttttattaa 60 

gtatagccag ggattacgta ggttcaaggt cccaccagat aatgtcctta atagaaatta 120 

tgttaaacat ttatattcct ctacaaaata ccttattttc ccaaataaag attaataatt 180 

aggcaggtat taggagaatt aaaaaaactc 210 

<210> 8351 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8351 

gctatgacag aatcattgta tgtgagctta aggtctctgc ataaaactga agttaagtag 60 

ggtagcctgc ccgccaccat gagctgactt gaagagctac tccctgcgtg taagtatctg 120 

ttggcacagt atgtagtggg gcgtacgatt ccagaaacgc ac 162 

<210> 8352 

<211> 854 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc feature 



<222> (1) , 
<223> n = 


, . (854) 
A, T, C or G 






<400> 8352 

ctcagcattt aatccaaaca ggggttctta 


gtctcagcac tatgacattt tgggctgact 


60 


acttatttgt 


taggcgggag ctctcctgtg 


cattgtagga taattagcag tatccctggt 


120 


ggctacccaa 


tagacgccag tagcaccccg 


aattgacaac ccaaactctc cagacatcac 


180 


caactgtccc 


ctgcgaggag aaatcactcc 


tgggggagaa ccactgaccc aaatgaattc 


240 


taaaccaatc 


aaatgtctgg gaagccctcc 


aagaaaaaaa atagaaaagc acttgaagaa 


300 


tattcccaat 


attcccggtc agcagtatca 


aggctgactt gtgttcatgt ggagtcatta 


360 


taaattctat 


aaatcaatta ttccccttcg 


gtcttaaaaa tatatttcct cataaacatt 


420 


tgagttttgt 


tgaaaagatg gagtttacaa 


agataccatt cttgagtcat ggatttctct 


480 


gctcacagan 


aggtgtggca tttggaaacg 


ggaataaaca aaattgctgc accaatgcac 


540 


tgagtgaang 


aagagagaca gnagatcaaa 


ggctttagac agcactcctt caatatgcaa 


600 


tcacagagaa 


agatgcgcct tatccaagtt 


aatatctcta aggtgagagc cttcttagag 


660 


tcagtttgtt 


gcaaaattca cctactctgt 


tcttttccat ccatccccct gagtcagctg 


720 


ggtgaaggga 


gttatttttt caagtggaat 


tcaaaccaag ctcaaaccag aactgaaaat 
1270/1427 
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agagattgca ggaatccttt tctaaactgc tttgcccttt cctctcactg ccttttatag 840 
ccaatataaa tgtc 



854 



60 



<210> 8353 

<211> 642 

<212> DNA 

<213> Homo sapiens 

<400> 8353 

ccgaggtaca tcagcattta atccaaacag gggttcttag tctcagcact atgacatttt 
gggctgacta cttatttgtt aggcgggagc tctcctgtgc attgtaggat aattagcagt 120 
atccctggtg gctacccaat agacgccagt agcaccccga attgacaacc caaactctcc 180 
agacatcacc aactgtcccc tgcgaggaga aatcactcct gggggagaac cactgaccca 240 
aatgaattct aaaccaatca aatgtctggg aagccctcca agaaaaaaaa tagaaaagca 300 
gttgaagaat attcccaata ttcccggtca gcagtatcaa ggctgacttg tgttcatgtg 
gagtcattat aaattctata aatcaattat tccccttcgg tcttaaaaat atatttcctc 
ataaacattt gagttttgtt gaaaagatgg agtttacaaa gataccattc ttgagtcatg 
gatttctctg ctcacagaag ggtgtgggat ttggaaacgg gaattaacaa aattgctgca 
ccaatgcact gagtgaagga agagagacgg aggattaagg ggtttagaca ggactccttt 600 
catatgccat caaagagaaa gatgcgcctt atcccagtta at 



360 
420 
480 
540 



642 

<210> 8354 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1)..(338) 

<223> n = A, C, T or G 

<400> 8354 

ggcaggtaca ctagaaagtc ttttacaana ataatcatcc ttagatcaac cagaagacca 60 

atcttcaatg tncgtcctng acagagatgg gttacnnttt aacatccctc ctcctggttt 120 

tcgtcccaat gttcctcctt tagg tagt g g cgtggtaagt tggttgttgg tggattgcca 180 

ccccccctcg gaggaatgcc cttgcccata aggtgcctct gggttggccc actggtaagg 240 

tcctgcaatt atcccctggt ccaataatcc cattagttcc ccaataggtt aataccccaa 300 
gttataaatt cataatcccg ccccataggc ccacttat 



338 



<210> 8355 
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<211> 498 
<212> DNA 
<2.13> Homo sapiens 

<400> 8355 

aatcgattga accgggaggc ggaggttgca gtgagccgag atgcactaca ctccagcctg 60 

ggcaacaggg ccagactcat ctcaaaaaaa aaaaaagaaa gaaaagaaaa gaaaagttaa 120 

gtgcagagaa tagtgcctga cacacggtat acagtaggtg caatttcagt attagttgct 180 

actattgtca taatcatcag agtgtttcaa gagctgtgcc tccatggctc tccacatcgc 240 

ttcacaaact cccctgttct gggacccagc ctgaattgta aactccaccc ccgactgatg 300 

ctaccctata agccaaacag aatcatggct ggggtagggg ctctaccctt tgggatctgg 360 

ccgaaccagg aagaggtaga gtggcctgga ggccaaccac aggtgattca gaatgttcac 420 

cacgtggttc atcctgtctt actcctgctt tacacgagaa gccaccatga ctagtcctcc 480 

tcctgcgggg acagacct 498 



<210> 8356 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8356 

tgggtggatg gatcagtgga caagttagtg gatggatgga tgatgaatgg atgggtgagt 60 

tggttggtgg atggattggt ggacaagtga gtggatggat ggatgaataa gttatttggg 120 

gagacaaatg gaagggcagg aagattgatg ctccgcatgt tcctggcttt ctgcactaac 180 

tgtactcgac gtcactagaa aaaaaaaaaa caaaaacaaa aaaaaaaaaa aaaaaagtct 240 



gg 




<210> 


8357 


<211> 


756 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<22.1> 


misc feature 


<222> 


(1)..(756) 


<223> 


n =A, C, T or 


<400> 


8357 



tttctttcac ctgtcttcta attagagcct cttactcatc tgtagcacga gtcatttatt 60 

ttgtctagta caaagaatat ttcgaatact catgactaaa gagctcagga gttctagcta 120 

aagaagaatc ttgaagcatt ggagttttga aaatctgcat aaagattttg aagatttttt 180 

aaagattcat attataacag tataccgttg gtctaatttt tcttaatcta ctaaaaacga 240 
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aatagcacag gtcagatgtg acttgcttgc tttctgctcc tgtacaatcc aggagtgtta 300 

atcaaaaagc aaaatttgtg acatcagttt tatttccatg gctactgatt gtaatattac 360 

aaacatgaga ttactggcta gttcatcatg aaggttaaag aagattcctc cttggatagg 420 

atctccaaaa ccaacaccaa agggaatatt atcagagctg cttccagcag cgtgtocttt 480 

caaaaatgtt ctcattattc tgagagcttt gttttatttt gtgagggttt tatcatttgt 540 

tgttggtggt taatatttta attttatgtg cttgtttgtt ttatttattc ctccacccca 600 

ggtgaccgtg tangaaaatg gttattttag atgtnagaag cccctctgtt aggaagcagt 660 

ttctgccttc gtttaattct tcttccacaa ataagattta ttttggaact tcagtcaaaa 720 
acatctgtac tttgtacagg acaaagattt ggcttc 

756 

<210> 8358 

<211> 370 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 

<222> (1)..(370) 

<223> n a A, T, C or G 

<400> 8358 

cctaagtcac agttctgtcg gactgtgggt agaagactag gagatggtga gtggagtgta 
aggaccacat gccganagaa gattgataga aaccatgggt aactgtcgaa tctgtcagtc 
ccggcatgag tgtaattgct ttctctggag ggcctggcga ttctctccta cccagtggct 
atgctttatc tatcgagctt gtgcccggtc tgcatttctg attatgttgt tgtgtattgt 
gtgtatgtat gtattcgtgg gaagagtgtg ttcatctgaa gcctgtggct gaggattaag 
gttaggattg ggtaaagatc agaatatcac gtccagatat cgcagcgact ccctgtggat 
agcccttggg 

<210> 8359 

<211> 626 

<2X2> DNA 

<213> Homo sapiens 

<400> 8359 

acactggctg ctcggcagtc acgccggtgg ccggcgggag agcggggaga agcctgggtc 60 

cgtctggctc ttaccacacc atgctcctgc ttccacatgg cagagggaca gtcagcaggt 120 

gtgcagcgcc ccagctccta cttgtctcaa cagtcctaac tggccatggc caagagttct 180 

gtcagggcaa tcaactccct gacacaggcc agatggacat ccgggagaaa tccatagtac 240 

tggagctggt tcagagcccc acggaattaa gtcggaataa aaccacgaga gaaagaacat 300 



60 
120 
180 
240 
300 
■360 
370 
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tttcatgggc cctgcacgga 


gcctcctggg 


cctgatggag aggggcccca cccagaagag 


360 


cacagggctg gcccccaccc 


ctgcaccaca 


catgcgcttt atcaactgaa cactcccaca 


420 


gccacacgga caggattcat 


tcaagtctgt 


gtatgtctga gcgcaggaga agaggatcta 


480 


ctgagctcta gctggagctt 


catccagcga 


tgattactaa tctcgtgctc caatgcagct 


540 


cccatcctct cgaaggggat 


ggtcggcgac 


cggacgtcta cgtcttgggg cccgttcccc 


600 


gagctggggt atctctgacg 


gcttta 




626 


<210> 8360 

<211> 210 

<212> DNA 

<213> Homo sapiens 








<400> 8360 
ggctgatcgt gctcgaggag 


gaaaggaacc 


gtaggttcac gacattgggt _ gtatgtgctc 


60 


ggctgaggag tgaatggggc 


gaagcagcat 


ctgttgggat catgagtgaa cggctctaag 


120 


tcagaatcgc gaacagagcg 


gaaagatagg 


gcagcggcgc ggagggtcgg gtggcctggg 


180 


atagcgggtc ggcgggcatg 


ctccgggggg 




210 


<210> 8361 

<211> 338 

<212> DNA 

<213> Homo sapiens 








<400> 8361 
gcaggtacca aaataagagg 


agcgggtgca 


ggtaactgat atttactgaa tagtaaagag 


60 


ggaagcgtga aggggccttg 


gagaatggtt 


aacagcatct gtttccagct catcacaggt 


120 


gcacagcata agatgagagt 


tggctatgga 


tgggcaaatc actgaaggta gatcaaagat 


180 


gggtgctcag cgccagtcgg 


tctcatcgat 


gcctagctgt tatgtaatta ctggatcaaa 


240 


actagatgtt attagtataa 


gatatatgtc 


agataaagat agtatttaaa attgtgttgt 


300 


aagataagag aacacataca 


aaaatgtgga 


ttcttaca 


338 


<210> 8362 

<211> 578 

<212> DNA 

<213> Homo sapiens 








<400> 8362 
ggtacatcag tctcagattc 


atcccagaaa 


aaagaagagc acaattattc tctttttgtc 


60 


tccgacaact ggggtgaaca 


gccaactaaa 


tgcagtcctg aagaagatga ggaggacgag 


120 


gaggatgttg atgatgagga 


ccatgatgaa 


ggattcggca gtgagcatga actgtctgaa 


180 


aatgaggagg aggaagaaga 


ggaagaggat 


tatgaagatg acaaggatga tgatattagt 


240 
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gatactttct ctgaaccagg ctatgaaaat gattctgtag aagacctgaa ggaggtgact 
tcaatatctt cacggaagag aggtaaaaga agatacttct gggagtatag tgaacaactt 
acaccatcac agcaagagag gatgctgaga ccatctgagt ggaaccgaga tactttgcca 
agtaatatgt atcagaaaaa tggcttacat catgggattt atgcagtaaa gaagtctcgg 
agaactgatg tagaagacct gactccaaat cctataataa tcctccagat atgcaatgaa 
cttcggaaat tgaattaggt gattattgat ctgacttc 

<210> 8363 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8363 

gagggtatat aactaggggc atgaagtgtg agctatcgtt aatgagaatg acgtttggtt 
tgctatcgct atggctaaga atgggattaa gagaggaagt ggcaaaaaaa gaatggacgt 
attatgaggt tttatgccgg agcgactgaa tatacaagaa tgggggagaa gaagcttttt 
agatgtcctt aata 

<210> 8364 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8364 

cgagtactaa aatatctagt tgtttgatag ataacttaaa ctcattaatg atagatcgta 
aagatctata gtcagtctca caacagatga ggtattattt gtatgtaagt ttcagcgttt 
gtgattggtt tctcttttgg aataatgaga gaataaagtg tgtattcttg tgttttccct 
gataaatatg cataagggga tggggttaaa cagtgttgaa tatctc 

<210> 8365 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8365 

tactgaaaga tatagttaaa agatcaataa cttaaatcag aattaatgtt acgtaaagtc 
ttatgtttca catcaacaca gatgaggtat tataagtata taaaagacgg tgtgtgggga 
aagctagggg taagtatata aagtgagaat tcgggtgttg tggagtgagt gttgtggtat 
atgtgcattt gggttggggt ggtcaagtgg tgcatagagt gaggaaacca tttctgcttg 
gggtaatggc acatctcctt gcgcataatg gtattgaata tcatatattc tatggagaaa 
gaagtg 



300 
360 
420 
480 
540 
578 



60 
120 
180 
194 



60 
120 
180 
226 



60 
120 
180 
240 
300 
306 
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<210> 8366 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8366 



gaggtactga aaagactcag 


tcagccccat 


catgactctg 


atgaaaagag 


aggatatgtt 


60 


cagaactatg gtcagtatct 


tccctgtcta 


agggattata 


agtatcttcc 


cctggcagag 


120 


ctgagggggc cataggtact 


gatctacagt 


gatcacagtc 


ttggtgtgta gagagtgatg 


180 


acagctagct cgactaggga 


gggagtgcca 


aaaggtgaat 


atggtgagag aagcctgtgt 


240 


gctgatggat gtttactcat 


ctcctcggac 


gtggacgata 


ttcactatct 




290 


<210> 8367 

<211> 290 

<212> DNA 

<213> Homo sapiens 












<400> 8367 
aggtgcatat tgaggctact 


tagaggaatg 


taagacaaaa 


tcctgtgaat 


aataagcatc 


60 


actcagaacc aacagcgaac 


agatgtagtg 


ttgtagagtg 


gataagtact 


acaaggctca 


120 


caatactacg gattattatt 


attaattggt 


cttcgtgaat 


agaaagtata 


cggggactac 


180 


ggagaaaaga ttgctactga 


gtcatgatta 


gttataagag 


gatgagtaac 


aactacaatg 


240 


tgttctgact cattgtgtga 


cccagcacca 


tcaccattcc 


tatgcatctc 




290 


<210> 8368 

<211> 466 

<212> DNA 

<213> Homo sapiens 












<400> o36o 

taccagcaga gtcagtgggg 


ctagttgtta 


tgtcctgtat 


cagtcactgg 


tgatgggcct 


60 


acctcatagg agataaagat 


tttctatgta 


gatgcaagta 


aagtgagtcg 


gtgtagacca 


120 


gaataatcct cttctaaaga 


agggtctatg 


gatgttctag 


ggagtatgat 


ctctctgatg 


180 


aaagatcaat agttgtctag 


agtagatttt 


tatttcttgg 


gatgttgagg 


tgggaggatg 


240 


gttagatact ataaggtagc 


ggttgattga 


gtcgagattg 


tgtcaatgca 


tcagacttgt 


300 


gtgatagagt gagacacttg 


gtctgtttgg 


aatctggatg 


atattggtcg 


tctctttctg 


360 


atggtcgttg tttctccact 


gtatagatca 


tcatgatagc 


atttggctga gtaatatatg 


420 


atagaagcgc tgtgcgggag 


ttggaggata 


gagatgaatc 


ggggta 




466 



<210> 8369 
<211> 194 
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<212> DNA 

<213> Homo sapiens 

<400> 8369 

gggaggtaaa ataagaggga ggagggggtt tagggaaatt gattttagtg gggtatatag 
aaaaaaaaaa atttggaggg agaagattaa agaagttgag ataaataaaa tataaataag 
tgtattaaaa agaaaataaa aaaaaatggt taaaaaaaaa agtaaaatat aaattttgaa 
aataggtgaa tagt 



<210> 8370 

<211> 226 

<212> DNA 

<213> Homo sapiens 



<400> 8370 

gaggtggtgg ttgaggagag gttataaggg aaaggataaa gaaaatttat tttatttata 
aaatggagtt tttcaatttt aatttggaag ttagaaaggg ataaaaaaaa aaaaaatgat 
gggtataaat aaaataaaag aaaaatttag ggtaaaaaag gttggggatt ttgggatttg 
ggtttgaggt tttgaaaaaa gggaattaaa tattttttta taagat 



<210> 8371 

<211> 210 

<212> DNA 

<213> Homo sapiens 



<400> 8371 

atgaacaact taaaaaaaat acaaaacctg gatcaatggg gcttctggga accgcgtatc 
ttcccctcac ccaaggcagt gggcatgaat ctacttttaa aaaatgatta attttggcca 
tctgagaaga aaagagccta aaattgggtg atgcaacgag aaagtgaaag tcgagggaaa 
atgcagttta caagtctctg aaatctaatg 



<210> 8372 

<211> 306 

<212> DNA 

<213> Homo sapiens 



<400> 8372 

gtacaaatct tatgtggtac ataataaaca ttgtaaataa ctaacattct ttacacatct 
tcattggcct gctcatctat gtttctaagc caataggtga tgttttaaaa ttatgtacag 
taggtgatgt gatataataa catgaataac atagagcctc agaattaggg agtagtgatg 
gtgtgaaatc gattatgggc atctgtatcc catatctgta actagatatt ttttactagt 
aattcaacat gttttgatct tgaagtatat tactatagtg ggaataaagg taataaagaa 
aggatc 



60 
120 
180 
194 



60 
120 
180 
226 



60 
120 
180 
210 



60 
120 
180 
240 
300 
306 
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<210> 8373 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8373 

actttcaaat agctagttgg atagtttgaa ttgtataaca gtaatacctg gataatactt 60 

actcgtatat gcgtgattaa tacactctga atcatataga tagtgattgt atgcatgatc 120 

tgcgagtcat tggttaagag ctgaacgact atgtggacag tatgttaaac atggaaaaga 180 

tggaacacaa aagagaaaag gatcccaatg agaaaaataa gaatgattat tagtattgca 240 

atgtgaaact taaagggaag aaggaaaaga taaaaacgga ttggtattac tgaatcagtt 300 

gaatagaatc ggataaaaaa caagcaggga tagcggatca gacatgtagt aaaagcaact 360 

cgcccgatct ggccgcaaaa agcacc 386 

<210> 8374 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8374 

atttatttca ttgctgacca ttaggttgca gcatgcaact ctcaacaatg agctgcccct 60 

ctccactcct atagaagctc caaatactat ggtaccacta tgtaggtttt cagcctttca 120 

aaggctttta ttattaacat catcattaca gaataaacat tgtactaccc tcagggacca 180 

aggaagtaca tagggttgtt ttccttttct taaaatagcc ccagaattat gtttgctttt 240 

tatagctttt ttaatctctc ttgtcacttc ttgctattaa tggtgctcct gcctctggga 3 00 

ctctgccggc cgcctccacc cacgacttaa acaacatctc accaattgca accggatcgt 360 

gggtgggact tccgctatca ttttaggctt tactaccacc atctcctcgc gggcagtggg 420 

ggcaaccgcg aagacagaat ttcacaaact ttcagctcca gcagtttcaa ggaaatgtta 480 

aatgagaaga tggaagaccg agtgtgaaga gctaagaaaa caaaaagggg 530 

<210> 8375 

<211> 335 

<212> DNA 

<213> Homo sapiens 

<400> 8375 

tgaagggtga gctcctggga cctcagacag atccttccct ctgatcctgc cctgttgttg 60 

gtatatctgg ggagtgtgtg gcccagagaa gccagtgata tatccaggtc acacagcagg 120 

cctgggtcta gcatctgtct cctggcctcc aggccattgt actctccaca gcacaagtcc 180 

gcctctcagg ttcttttatt tacaatgaaa ccatttactt acacagttat cgctgcccac 240 
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tgggcattct ttgggcaggg agatggagtt ttgttaggtg ggctctgcat acctatggga 3 00 

actcagtgat gtaatgcaaa gaaaaataaa cttac 335 

<210> 8376 

<211> 482 

<212> DMA 

<213> Homo sapiens 

<400> 8376 

ggggggtggt ggggagacgg gggctttgga aaggaagcgc cggggagacc actggtgttt 60 

tagcgagaag gggggagcct aattcaaagc cgggggggcg gagccgataa tagggtgtgg 120 

ggggggcttt ggggattttc ggtgtggggg ggggcttcca ttttttgggg gggggggggg i 80 

gggtgagcgg cgactcctcg gaaagaaaag cgggcctggc ggggggttgg ggggaggcca 240 

agtccggggg gggggggctg ctttttttcc cggggaaaat gggtgggggc aaaaaagggg 3 00 

gggggggggg gggcttttgc cgctggttaa tttgtttccc ttttctttta attcgcccgg 360 

gggagttttt tttttttgga gaggaggggg agtaaaaggt tatgcccgag cggcaacaaa 420 

tattttgaca gaattgcgcc gccttgctcg tgaacaaaga gaaaaagaag aagaaaaaag 480 



ac 



<210> 8378 

<211> 162 

<212> DNA 

<213> Homo sapiens 



482 



<210> 8377 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<400> 8377 

ggcccacccg cggtctctgg ccacctgttg ccgtccatca cggggccacc cttcttcatc 60 

ctccgtcctg tacaatagct cagcaaagcg gctggcggac tggcccggga tctgctgctg 120 

ctccagccat ctacatgaca accagagcct gggaggagct ggatggcggc ctgggcagtt 180 

gctaagccct ggaggactac tctgtgctgg ccgagaccga ggaagacagg gcttcagcga 240 

tactcaggct ggccgacttc ggcagcgcgc cccacgactt tgaggtggct gaaggctggc 300 
atgtggacac caggaccaag aa 



322 



<400> 8378 

ttagtttggt tgtattttta gattatggta taataatttg aaattataaa tataaataag 60 
tagttagaaa gggtttgaat taataatttg gtgaacggtt ttaatcgata ggtgttgatt 12 0 
agatgaaagt tagtagggtg atgtttatta tggttgatag tt 



162 
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<210> 8379 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8379 

aaggatgcaa ctcctgtctt ggatagcact acgtcttgac cttgctcaaa acggtgctac 60 

taaatcaagt actacacaca aaaatgactg gcaagaggag catgtactgc tggatttata 120 

gatgatttgg aatggaattt ttacgttcta gaatccctaa cccaccagga tgctcacata 180 

tatgtttgac atgccacaag aaagacacag acaatgaaac atcttcggtg tctagaataa 240 

gaactggaac gtcgcgag 258 

<210> 8380 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8380 

tattgatgag atctcccata tgatacttct cagtcatgta ccattttgga tattcgctct 60 

ttcactgtat atattgtgtc ttgtgtttgg agtgtaagtc tcagatcaga ggatctgttg 120 

agtctatagc ataaccaaaa tggagctgct aggatttatt ca 162 

<210> 8381 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1),.(210) 

<223> n = A, T, C or G 

<400> 8381 

gctactagtt atcctactaa gagaaaaggc aacatggaca gcttcaaatt tcgcaatgta 60 

agactagcca ttaactgggg cctggacgtg cgcggcttaa ctttggacat aaccacatag 120 

cgataaattt tacgacccca gtgaaaacaa tgatttccat acccagctct tattccttca 180 

ccataaagat tctgtgtnag caatttaaaa 210 



<210> 8382 

<211> 562 

<212> DNA 

<213> Homo sapiens 

<400> 8382 

ccatagtccc tgcagagatg aatccaggtg gaagaatgca gaaaagcttt agaaggcata 60 
gatgagaaga ttagcaatga agtcttaaaa agctcaccat catatgcaat gaggagaaaa 120 
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atagaagaaa ttaacaatgg gcttcataat gttgaaaaga tgttgcagca gaaaagcaaa 180 
aatattgaga aagctcacga aattcaaaag aaaatgtggg acgagttaga tctatggcat 240 
tccaaactaa atgagctgga ttctgaagtt caggacatcg ttgaacagga cccaggagag 300 
gctcaagaat ggatggataa attgatgatt cctttcaagc agtatcagca agtatcacag 360 
agagcagagt gtagaacatc acagtagaat aaggccacag ataagatgga ggaatatagt 42 0 
gaccttctga agagcactga gggctggata gaaaatacac gtcatttgct ggccaatcct .480 
gctgactatg aatctttggg ggcactgagt taccatggta gcgatgtgca gatgggttag 540 
gaagaatcac cagcggaagc aa 

5 62 

<210> 8383 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8383 

actggcagct acgagcaagg ccagcccgcg cagcacctag atagaaggca cgtggctgca 
tcccgacggt tacagcctcg cgtctttcgg gactcgcttt ctcctgttcg cgagtcgtgg 
gctctgggcg ctttatcccg aggaatacta tgacagtgga catcaaaccg agcgctatag 
caaggcagaa cccgaggagg gagaaagacg ggagccggtc cttgaaagcg ccaggagaca 

gc 

<210> 8384 

<211> 697 

<212> DNA 

<213> Homo sapiens 

<400> 8384 

tggctgcgca ctcggcctga gaaactcggc aagcgcgcag tgtcgactcc ccggtctatg 60 

ccaggcgcat ctcaggaacg aggtctcact atattgccca gactggtctc gaactcctgg i 20 

gctcaaacag tccccctgcg ttggcctccc aaagtgatgg aattacaggt gtgaatcact 1B0 

gcatctgact atggcaagga tctctgtcac tgaggtaagt ttggcttaga gattaaagct 240 

ccttctatct tgtgatgcca ccatcacaag gttctcaagg ttgttgtggg agaagagaag 300 

gctaaaggag ctcatagaat gcctttaatg ctaatccaaa agtaaatgag aaacttagaa 360 

aaagattgcc aattccaaat caacatattt agagaaaatt ggaaaaggag aagcttacta 420 

cagctttatt tgaggacttt ttaaagaacg ctgggttcta tctgtgagct gcaaatcttg 480 

gagcaaaaac cagagacatt gccagagcaa acaagaacag aaatacaaat ggagaactgg 540 

tcaaaagaca taacccacag ttatcttga. caagaaacta gggggataaa taaaagttcg 60 0 



60 
120 
180 
240 
242 
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gaggcagatg aggcaatgaa tatgaattct gagaaaagta tggattggaa attcaatgaa 660 
ttaatttaat gaaattaaat gtgagaaaaa agaaagg 697 

<210> 8385 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8385 

aggtgagttg ggagtcagtt cagaaagggc agagggtccc acaacaggac cagaacccag 60 

cgggggaacc tggagagccc cctgcgtggg ccaacttact gttccatcgc tcacccacct 120 

cgcgtccaca gagagccctc ccacactgcc tggcctccct ggccaccaag gcgctgccag 180 

aagacaaggt caccagataa tctgtcctca gagagggctg agaacccacc cggggcagta 240 

tggaggaacc ctaaagaggg agaaagcaaa atgggtgaga gtccaaggga gggagggaga 300 

gagagtggct gcagcgggag ctcagaggag ggaggaggct ggctgggatg cacttgtcat 360 

gggagcaggt ccagggcggg caattc 386 

<210> 8386 

<211> 418 

<212> DNA 

<213> Homo sapiens 

<400> 8386 

gacaagcata agtacatact ggaattaaaa tactctaaga agaagaatcc taatgcatgc 60 

caaataagtt ctaaatatgc taaaccagcc ttcaataaag ccatatgacc aactgataac 120 

aacaatctaa atactataca aggtaactgg cgcaagattt gatggagaaa agaccttcac 180 

atcaccacct cagtccttca caggccaggt cctcctctct ctgagacagt agggctgaac 240 

ccggggacac cccagagccc tgtaacacgc agccagcagt ctgctgagct cgttgtgcag 300 

acgacaaagg gaacacagaa cttgggtctc aggggctggg caggcagatc caagcatgag 360 

caattagatc aaaatagaag ccttgtttca aagaaaaaaa ttgtattctt ctaagtga 418 

<210> 8387 

<211> 370 

<212> DNA 

<213> Homo sapiens 

<400> 8387 

ctgatggcgg tagcagcgcc cagtcgagca cggggcagcg gctgccgggc agggtctggt 60 

gcgcgagggg ctggggcgga aggtcgagag ggcgaggact gtggcaaggt ggggctgctg 12 0 

ctggagccct catttgagat cgatgacagt gacaacttac ggaagcgggg atcaatgatc 180 

tggacacagc aggatggtac cttgtccctg tcacagcggc agatcagcga ggaggagcgg 240 



1282/1427 



WO 02/057414 

PCT/US01/47856 



ggccgactcc gggatgtggc agccctgaat ggcatgtaca gggtccggat cgaaaggcga 
accggggcac ctggatggac tgcaagctgg tggctatgtc tcactcctaa gtcaatgcgt 
gacccccgct 



<210> 8388 

<211> 226 

<212> DNA 

<213> Homo sapiens 



<400> 8388 

tactcgaatc gttgtgattg ttggctgaat gtttcaggct atatatgtaa gagatagtac 
atacatgtct tattcttaac tccaagaatg cgtactttag gtgagggtat tatgaatatg 
attaatccac catgtaatca tgactatttt agggtcatta ttggcgggta tggtgtatcc 
atagtatcct ctagcttctg gcaaatgatg gtgactgctg tatcta 



<210> 8390 

<2ll> 162 

<212> DNA 

<213> Homo sapiens 



300 
360 
370 



60 
120 
180 
226 



<210> 8389 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8389 

aatgatgttg gattatgttg cctgagatag caacagaggg ataggtgggg cggtaaggaa 60 

ggtgtatgat cttttcgcta tggcggttac cagtaatatc caggatccta ttatcgagtc 120 

actcgtctac atatgtggct gagggcaatg ctgtaatgtg aaattcgact gtatggtggt 180 

aagataccat atgcctgcgg taacccttcg atatactctg gaatagtact gatttggttc 240 
gtttttcaaa ggtagagctt gactcgacga accc 



274 



<400> 8390 

gtatcgtgat tgtgaacaga ttatggtgca agtgttattg aagaatccaa gtgaagtaag 60 
ggacaggcgg tgtatcactc aaaccagtgg gataacacag gtaccacact acatattcct 
tccgtaggct ggatacacca tgagtcttgt catagaacag cc 



120 



162 



<210> 8391 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (I).. (194) 

<223> n = A, T, C or G 
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<400> 8391 

atgtctgtcg tctccataca tactggggtg tacagtagat gtgatgtcag actcangatg 60 

gttatgtagt ataagactgt ttaaacctgc tgccatttga ttgacttcaa cagaanagta 120 

gtactcccac tatcggatag tttcagtgag tgataatagc tggctcggat agatgtcatg 180 

gattcatccc agtc 194 

<210> 8392 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8392 

ataaaatgaa tggataagag tgtggataaa ctaagaagga aggagagggt aaagagatga 60 

agaagattag tgatggggat aggggattga aattattaga aatgaaagag gaatagaaag 120 

aaaagtgaag gtattaagat tgagttgata aagtaaaagg aa 162 

<210> 8393 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8393 

agtgttagat ttaaggtatc ttatgaacag aagtaaatta gattgatagg aaagaaatag 60 

taatggagtt tgagtaaaga aaatgaatga tgtaataaaa aaagtaaaaa ttgttgaaaa 120 

tgtgaaaggt gagagtgtta taatggggaa tgtagatata gaggtaattt aatattggat 180 

tagagtatta gatataaaaa atgaagtgaa atgaaaatta tatattaata ataggtgata 240 

atggtatgta tttgttat 258 

<210> 8394 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8394 

ggtttggaca cctggggggg cccaaacaca gggacaaaca ttgtgtgcgg ctgtcgcttg 60 

aagaaaagca aaatctaccg ggagggctgc gcgcagggcc ctcaaaaagg gggggcaaaa 120 

caactttatt ttaatagggg gtattggccg gggggtgggc ttactcgagg tgatcttggc 180 

cccgccccca cccgggatgg gccttaaatc cataaatggc ctggcctttt tattgcggtc 240 

ct 242 



<210> 8395 
<211> 386 
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<212> DNA 

<213> Homo sapiens 



<210> 8397 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<210> 8398 

<211> 226 

<212> DNA 

<213> Homo sapiens 



60 



<400> 8395 

tggaggaacc tcaggaaact cgcccgaggt cacagagtgg gtaatggaga cagcaaacat 

gtgccgacca cttagtgcac accaggttcc taagggctct tcagaaccct gaaataatcc 12 0 

tgtggagcag atgtgatata gacccgtatt tcaaatgagg ggatttgggc tgagggtggt 180 

tacgggactt gcctgaggtt aactgaggta acaagcacca gagccaggat tcgaaccaag 240 

gccatcgggg tcacaggcac acactacccc ccttcctctg ctggctctga caactcaaac 300 

cgggctgcag catgggtgtg ctctttccac caagggaccc ctggggtggg gctgtttggc 360 
ctctattacc gctccttatt tcttat 



386 



60 



<210> 8396 

<211> .290 

<212> DNA 

<213> Homo sapiens 

<400> 8396 

ggtttggcgc atggataatg agctggacct acatgatgaa tagaagcagg gatgatatga 
taaaagacgc tgggctttta ttgatctggg gctcctttcc cgggggagtc cggtgagtcc 120 
ctttccaggt gggtttgcac tcacacgagt gggcgggatt atcatccaca agctggccaa 180 
gcccctacct. gtgggaggct tgatggcagg gcaccatggc tgaaatacac gcttggggga 240 
acagatcaag aaagaaacta cgcaccaaaa gtgagcgggg catgcaccca 



290 



60 



<400> 8397 

tgcatccctg aacacctgtc tgggggcggg gggtggtggg ggagggagac ctcagccgag 
ggactctgac gagatttggt gatgtcctac gggcaggagt cattgtatgg gggtgtggga 120 
acagtgccta gaccacaggg cacggcctac tcagaaggtg ga 



162 



60 



<400> 8398 

gaagagccct ctgctggcca accctgttgg aagaggacac tggggatggg agtggcgagg 
tgcagggccg accggagaca ccggcagaag aagagatgga gacagacacg gaggccggag 120 
tgtctgcgga aaaggagggg gatgacacag gtgccctgct ggccgacttg atcgactgcg 180 
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cccctgatga tgagaagcca gcacctccca tgagacccga ctccta 22 6 

<210> 8399 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8399 

accaaacaaa ctacaaaagg actcatacgc tactagccgt gagagtctct cttgctgtgt 60 

tgacgatgac gagtggtggt ttctgaacct gattgacatt gatgaaaacg gatgcatgta 120 

ccataatgcg tctacctgac atgtgggttg cgagcacata ga 162 



<210> 


8400 


<211> 


354 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1)..(354) 


<223> 


n = A, C, T « 


<400> 


8400 



ggaagcccgt aagtccaata tagcagatgt cagcagaccc agctttgcct gcaagctgaa 60 

agaggagacc cttccttgct tgtgtctagc ttctggtgat cgtcagctgt cctcgggatc 120 

ctgnggttcg cggcacgtca tgaccatctt ggctgctggc accgcggggc atcctcctgg 180 

gtcttcacac tgccttccct ccgcgtgtct caggctctaa attagccctc tactaataag 240 

gatgccaatc actggattag ggttcaccat attctagtac aaattcatct tatatatgat 300 

tacatactgc aaagatccta tttacaaata aagattaatt aataggtccc aagg 354 

<210> 8401 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8401 

aaactaaaag ataactcgcg agggaaacca ccaaaaccac aaccctaagg gcactgatgc 60 

aacccctcaa gaattgtagt gggaacacag gtcactgcca ccaattctcg ttgaaacatg 120 

actcttcatc ttatggaatt catatatata ttctgcaagg acgaggcagc gaaatgtggg 180 

aagtgacgac actgatgggg aacactggga ctgaggtcac ggagca 226 



<210> 8402 

<211> 386 

<212> DNA 

<213> Homo sapiens 
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60 
120 



<400> 8402 

gccgcccctg gcgaactcca ttgtcggggg gcctctacca gccgcccctg gcgaactcca 
ttgtcggggg gcctctacca gccgcccctg gcgaactcca ttgtcggggg gcctctacca 
gccgcccctg gcgaactcca ttgtcggggg gcctctacca gccgcccctg gcgaactcca 180 
ttgtcggggg gcctctacca gccgcccctg gcgaactcca ttgtcggggg ggctctacga 24 0 
gccgcccctg gcgaactcca ttactggggg ggcgttacga gccgccccgg gtgaactcca 3 00 
ttgtcggggg ggccgtataa accgtcccgg tgaacttcat tggtggaggg cctctataac 
caacccctgg cataattcaa ggctta 



360 
386 



<210> 8403 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8403 

ccagaaaggc ccgcacctgg ggaagctggc gaacgctaac cgggaggttt ttcttccaga 60 

cttgattccg ggatgttgag atcgttattc gaaatagact aacattcgaa tcgcctgtga 120 

tggaaggagt ttctgcaccc gtagcctggc ctcatttatt ctgcaaatgt ttattgggtc 18 0 

cttgcccttt acaagatcct gtgctgtgag caagaacaag gctttcatgt ggaaataagc 240 

cggcctttgg ttgaccaaac cgaaactcct ctgaatggaa aatcaagaaa aatttggaaa 300 

aaataataaa atgttcaatg aaatggatat aaatattttc ttgtttaagt aggc 354 

<210> 8404 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<400> 8404 

acagaacgag actccgtctt aaaaacaaca gcaacaacaa aaagatcttg atgcctctga 60 

tggagctgaa catttattat acagcaacag cagcaaggat tgctggtggg cagactacac 120 

tgtagggcac ctgctcttct gtaagaatct gaaagacact attgtcagag ctctgccctt i 80 

ttggaatgaa gaaataattc cccacatcca ggaagggaaa caggtgttgg gtgagggctc 240 

tggcagcagc ttttctggca cagtcgagcc ttgggagggt ctcccggcaa gggccatcat 300 

ggagctgagc ctgcccactg ggtttcccat tgtctatgaa ttgtacaaga agaggctgaa 3 60 

gcccattgaa gctcatgcag gtcccaggag aagaaaaagg tg 402 

<210> 8405 

<211> 450 

<212> DNA 

<213> Homo sapiens 
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<220> 

<221> miscJE eature 

<222> (1)..(450) 

<223> n = A, T, C or G 



<400> 8405 
gtgtctngac accctccana 


ancaccagga 


gnagaaacag 


ctttccttgg 


ccttcccagc 


60 


caaatctccc tctgcctcfcc 


tcccctggtg 


acgacaatgg 


ct 9999 tctt 


gacttgccaa 


120 


gatctggaaa cggagaaagg 


actggatctc 


caaacttgga 


ctgccttgga 


ctgaccctgg 


180 


cctgggaagt gtgggctcan 


gactccgagc 


tcaagtcagt 


ctgttccccc 


aacccccaac 


240 


ccactgcatc cgggtgagga 


agtgggcgcg 


agcgccacag 


cgcacatagg 


ggtgttagga 


300 


gcgaaagact ggagacccaa 


ggactgtggg 


gctggggtgg 


tgggggcact 


gctaccgact 


360 


aaacaagtcg gggcgggctg 


gaaaaacgaa 


gggggattcg 


gtgatggggg 


aagccaaggg 


420 


acaagggaaa aaggaaaggg 


cgcattcttg 








450 


<210> 8406 

<211> 450 

<212> DNA 

<213> Homo sapiens 












<400> 8406 
ttctcttctg taccttccct 


gcacagcctc 


ctccccagcc 


tggatccaca 


gccaccatcc 


60 


catcacttgc ctgctgcaag 


tatcctcagc 


actgcgcacc 


tctctcccag 


ctggcagaaa 


120 


ccagccctgg ggaatccaac 


tcctggactt 


ctctacacct 


gcacacaggt 


tggcaggagt 


180 


tgccagaggt cttggcacag 


cagcctggct 


ggaatcacag 


agcaatcctc 


aaccttggcc 


240 


aggccctcac tgcccacctg 


gcaaatcctc 


aagtgtgacc 


ctagtcatct 


ttctcctttt 


300 


9999tgtttc agactttctc 


cacaagtctc 


agacaagctc 


aagtcactcc 


cacatgaaaa 


360 


ataaaaacgg gctgggtgtg 


gggggtcatg 


cctataattc 


caacctaata 


aatggtaatg 


420 


gaagaattcc tgggaaaaaa 


aatcttaaat 








450 


<210> 8407 

<211> 530 

<212> DNA 

<213> Homo sapiens 












<400> 8407 
gacaggacga gactccgtct 


taaaaacaac 


agcaacaaca 


aaaagatctt 


gatgcctctg 


60 


atggagctga acatttatta 


tacagcaaca 


gcagcaagga 


ttgctggtgg 


gcagactaca 


120 


ctgtagggca cctgctcttc 


tgtaagagtc 


tgaaggacac 


tattgtcaga 


gctctgccct 


180 


tttggaatga agaaataatt 


ccccagatcc 


aggaggggaa 


acaggtgttg 


gttgaggctc 


240 
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ctggcagcag cttttctggc acagtcgagc cttgggaggc tctcccggaa ggggccatca 
tggagctgag cctgcccact ggtattccca ttgtctatga attgaacagg aggagcttga 
agcccattga gctcatgcag ttcccaagag acgaaaaagc tgtgcataaa gccatggaag 
cgtggcttgc ttagggcagg gg C gg agcgt gaaaggcggc agccggtccc tatcctgaca 
acaccctccc aatctgcccc attcctctat gcctctcacc tcaacgtgtc 



<210> 8408 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<400> 8408 

ctcttcttgg ctgcagccaa gattctgggg gctggggtgg cgggtggagg tggggtagga 
gggataggaa aggcaccggg acaggcacgc gaaggaggga gccgcggaac aaactgtcgg 
tttcagcagg cccccacgaa accgcaagat ctgcaacaac gatacacagc aagccaaccg 
acgcaggcag agga 

<210> 8409 

<211> 562 

<212> DNA 

<213> Homo sapiens 

<400> 8409 

ctcttcctgc attgtctgtg gtgtgaccat agcagattat atttggttcc tgaatgtttg 
tggtgctaat ttctgtgttt gttccaagcc gttcagtcat gccatgcgct gcctcggtag 
atggagtaat gtacaatgaa ctccatgagt ctctccaggg ctgcctgcag cacgtctttt 
ccaagtagcc tatttggatt cccatctcaa atgtcctgga tgcgagcgtc agcggctcca 
gagctcgggg cgggtgaggt cccctttggg gaaccctttc ctggccatcg aggtcggggg 
gctgccgtct gtgggcagga ggaoccgagg ggcagccagg aaaggcgatc tcttcactgt 
gaaaagttgc ccgggtgcag cgccttttcc ttctaccatg ggaaatgcag gctgggccct 
tggggtgagc ctgcggggct ctggtgctgt ccccgacccc caccaccaac agaatgcagc 
tccagcttaa ggaagcccaa acaagccacc cagggagaac aaaacaccgc cagcgtggat 
tttccaaatt tccctgggaa ga 

<210> 8410 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8410 

atttttaaac atccaaatat ctgtaacatc tgttataaca cttgacatat gcaggtcaat 



300 
360 
420 
480 
530 



60 
120 
180 
194 



60 
120 
180 
240 
300 
360 
420 
480 
540 
562 



60 
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aaattaaact 


attgctttgg 


gagaaatgtg 


cctgaattgt 


tcactataag 


tctctgccgg 


120 


gagttattca 


ttcaagtaaa 


caaaagatgg 


cctatttctg 


aaaattaaca 


atgcgtagac 


180 


tggactgtaa 


gtcgtgattc 


cgtattttct 


cgagttacta 


gctccatcat 


tagcaacatg 


240 


agaatgtgca 


atgccaccat 


gttgaagtat 


gattaatcaa 


catcttttct 


gaaacaaaga 


300 


ttttttttcc 


cccattgcag 


aatttgatac 


aagaggtatt 


ctggttcctt 


ggggggctga 


360 


aaaaatctgg 


tttacgctgg 


ttggaaccgg 


ggaattttct 


ggggttaagc 


tttttgctgg 


420 


gactaaaatc 


aaaactgcac 


tgcagagcag 


gtgagggttc 


atgcgcgcgc 


gcccacaaac 


480 


acacatatag 


agaattaaaa 


aaccatttgc 


catccatatg 


ggaatattta 




530 



<210> 8411 

<211> 472 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (472) 

<223> n - A, C, T or G 

<400> 8411 



gtggagtgta 


ttgtagcatg 


agattaaggt 


tttggcacat 


ggggtggagt 


ggggaccgaa 


60 


tgggatatct 


cagttttctg 


ttgaagccta 


ctatagacgt 


tcctgtcatc 


gttcgactct 


120 


ctctcacgtg 


cgcactgcca 


cgtgtgatta 


gtatgtgaat 


accaccggtg 


tatgggattc 


180 


aatggatatg 


cttgacgtta 


gggaagagat 


acttatagta 


atggggagtg 


gacaggggat 


240 


cttaatgatg 


cgagcctgcc 


aggcgggaag 


cgggcagact 


tgcgggttct 


tcatgaatgc 


300 


agagggtgtt 


gggattgggg 


ggcttactgc 


cgcgactgtc 


tatgggaatc 


ccatgagctg 


360 


gcctctactg 


atggaatatg 


ctgtaaagaa 


tgacggggta 


tggggatggg 


tanagtttga 


420 


aatttgaaaa aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaag 


ca 


472 



<210> 8412 

<211> 854 

<212> DNA 

<213> Homo sapiens 

<400> 8412 



tcacctgtct tctaattaga 


gcctcttact 


catctgtagc 


acgagtcatt 


tattttgtct 


60 


agtacaaaga atatttcgaa 


tactcatgac 


taaagagctc 


aggagttcta 


gctaaagaag 


120 


aatcttgaag cattggagtt 


ttgaaaatct 


gcataaagat 


tttgaagatt 


ttttaaagat 


180 


tcatattata acagtatacc 


gttggtctaa 


tttttcttaa 


tctactaaaa 


acgaaatagc 


240 


acaggtcaga tgtgacttgc 


ttgctttctg 


ctcctgtaca 


atccaggagt 


gttaatcaaa 


300 
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aagcaaaatt tgtgacatca gttttatttc catggctact gattgtaata ttacaaacat 360 
gagattactg gctagttcat catgaaggtt aaagaagatt cctccttgga taggatctcc 420 
aaaaccaaca ccaaggggaa tattatcaga gotgcttcca gcagcgtgtc ctttcaaaaa 480 
tgttctcatt attctgagag ctttgtttta ttttgtgagg gtttttatca tttgttgttg 
gtggttaata ttttaatttt atgtgcttgt ttgttttatt tattcctcca cccccagtga 
cccgtgtaga aaatggttat tttagatgtt agaagcccct ctgttaaaga gccagttctg 
ccttcgttta attcttcttc cacaaataag atttattttg gaacttcagt caaaaacatc 
tgtactttgt aacagacaaa catctgcctt cctaccagag ctgctggcct tgctgatgtt 
agataaatgc attttgttct ttgaagcccc tcatagagaa gagactgtac cataagagaa 
gcccactcat tttg 



540 
600 
660 
720 
780 
840 
854 



<210> 8413 

<2ll> 594 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 

<222> (1) . . (594) 

<223> n = A, T, C or G 

<400> 8413 

tggctcctna gacttgttac ctcaagtaga gatgttgggt ggacaacccc attcccatgc 60 

caggcattct ctccactcat caaaccacag tcttctgctc tgttttctgt ttgttttgtt 120 

ttgttttttt gagacgtagc ctgggcaaca gagtgagact ctgtctcaat aaaaacaaaa 180 

catacaacta cttttgcggg atgctgtgtt ttactgttgt gttgttttgg atctaacacg 240 

ccctccagtt tattcactct tagccagttt ttccagccat atcttttcct tgaatatgtc 300 

cagacaatat ttcatggatc aaaatattaa caaggataag atgaaaatga taaaaccttg 360 

tgcttttcat tttcctacac agttttctgc atgtatcttg tataactaca taaggtatgt 420 

tagctaaaaa aaataaaagt gtgtgtttgc agggaagcgg aggcgggggc gcgctggtgc 480 

tgagtggagt cacagtaagg ctgtagatgg agcgccctgg gaagggtggt ttttttgggg 540 

gtttgctcac cccggggaag gaggagtgag ggtttgagga tgggtggagg ggta 594 

<210> 8414 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<220> 
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<221> misc_feature 

<222> (1) . . (162) 

<223> n = A, C, T or G 



<400> 8414 

ttgntggtga tctacattag aggggtaata ttattatttt ttcattcttc tgttatggaa 60 

atgtaaatta ttttactatg tttcttttta tgagcattgt aaagatttta tgaatgttat 120 

tattcatgta tgtttatgtc tatattgaga tagtatgttg gt 162 

<210> 8415 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<400> 8415 

ggtaatatgt tggatgagac ttacatagaa ggggtatatt ttgataaata ccttctaccg 60 

aaatggaaga gtaaatatat ataacttgaa acattttatg agcattgaag acattaaatg 120 

aatgatatta ttcctacatg tttatcgcta tcctgagatg agttgttatg ggtatgttac 180 

agtagtaaca cttctgaata aataattgca gcattctacc atttaggttt atagggaata 240 

gctatggagg gacggacact cttgacatga aacttataaa aggacagcgt gagagactaa 300 

aaactacagg cctttctctc tcaagaacat agatagatga actttaaaca taatgcttgc 360 

taactttatc ctagcgacag attaaaagcg cctttgggcc tccatctttt tttgttggtg 420 

gggctattgt tgcggttggt gtaggcagca acccagtctc cttctg 466 

<210> 8416 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8416 

aataggcagg ttatgtggct tattactggt gagcgaataa tgtaaacgat gagcgaggcc 60 

ggggtgcagg ctctgcaggg ctactggtga ggcacagagt acaaattgac atttcactat 12 0 

gtttgtgtgg gcagacactt ggaaggtgtc tcaccgctgc .acgagtgtga aggctgtgca 180 

tagatcattc tggcgtcctg tgttgagagc agcctaatgc tcacgg 226 



<210> 8417 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8417 

acatgggtga aagaacatct atttagtgtg gagcagataa cagccatgtt gtttgactaa 60 
acgtgaagga aaactgcgtg gaaaacagcc ctcaagaaaa cccagtaaca gcattgtggt 120 
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<210> 8418 

<211> 290 

<212> DMA 

<213> Homo sapiens 

<400> 8418 

tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 

tttttttttt tttttttttt ttttttttgg ggagggggtg gttttttggg gggtttaggg 
ggaaaagggg gggggatttt tttttaaggt ttttttttga aggggggggt tattaaaaat 
ttgaaaaggg gggaaagagg gtaaaaaaat ggaaatttaa aattttttta acaaatattg 
gtggggccgg ggcggggggg gggggggggg ggcoggaagt gacaggagtg 

<210> 8419 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8419 

gggggaaatt ctgagcctgt cagtttggaa ttgaggtttg acttgtggaa ggtggacttc 
ttgtgtattt gctgctgctg cttcatgctg gtttgtgtgg gctacctggt tgattatctt 
gcatgggtgg gtgttgttgg tggaatttgg gatcacgggg tg 

<210> 8420 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8420 

attatggaaa catgaagcta tttaggggtt tttttcccat aaaggaatgg aaaagtaatc 
cttttttatt ggaaaaagac cattatttta aaaatttatt gtttttctgt gtataagaac 
atcagttaca aatgaaatgt tatcaaatta atatcctatg cttactaagt ccaccttctg 
gtccttattt acaaaaaggg gccattggcc 

<210> 8421 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8421 

attatggaaa catgaagcta tttaggggtt tttttccccc taaagggaat ggataagtaa 
tcttttttat ggaaaaagac aattatttat aaaataaatt gttttttgtg ttatagtaac 



180 



tattttcagg tccccttcct ttcttttaca ggatgctgga gaaggcgatc ctgtgttaag 
atgcctgcac aagatttggt ggccttaaac tgttttaaga cttatgaaat gacaatgaca 240 
gcctgttgct ttggaattac gggattttaa taag 



274 



60 
120 
180 
240 
290 



60 
120 
162 



60 
120 
180 
210 



60 
120 
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atccagttta ccaatgtaaa tgtatatcca atataattat cctatgccct tatcacagct 180 
ctactctctc tggttcttca tacacaaata gtggctattg gttatccttt tgtcatctca 24 0 

ac , 242 

<210> 8422 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8422 

gccgggtcag ggtacacctc acctacccca cctccagtca atttcatttt aagttcatac 60 

ccaaactata agaatatgta ataaataaaa ttcagcaagt tgtattttac ctttaaaaat 12 0 

acacctatct tcccactttt tgttaagtta tttttaacat ttttatgtta tattatttcc 180 

tatcagtggg gaag 194 

<210> 8423 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8423 

cgacctttat aaaataacga ctaaaacctt gttgtggaat tatggtatat agctctaaag 60 

aaaaaattaa tctgggatta tatttagagt tagtagagaa gaataataga aattttactt 120 

tacataacta taaaacatgg tctattatta atataaggac taaaagcttt cttggtggat 180 

cttcaacaat ttaattctgc actttatata 210 

<210> 8424 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<400> 8424 

gaggtactgt attatgggaa aacatgtaag gctatttagg gggttctttt cccccctaaa 60 

gggaatggaa aagttaatcc tttttttatg ggaaaaaagc acaatttatt taaaaaaaat 12 0 

aaattggttt ttgtgtgtta taagaaacac ccagcttacc aatgtaaatg tttattcaaa 180 

taaataatct atgccttagg aaaggtctac ctttctggtt cttattaaac caaaaagtgg 240 

gcattgggtt tccctttggt aacttaaccg ccaggggttc catttgggaa atccacccaa 300 

tcaagtatgg taggtctggc gt 322 



<210> 8425 

<211> 194 

<212> DNA 

<213> Homo sapiens 
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<400> 8425 

tggaccggag gtaccagggt aggtagctag atgctgcttc cttagcatcc cacctgcagc 
cttgacaagc ttcaactatc cagcagctcc tatatcacaa accgoaccta cacgctggct 
aaggaagtta gcttggctga taacaacaca gacgaacgaa tcaacgggga gaaaocgatc 
catggagcta ggtc 



<210> 8426 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<400> 8426 



<210> 8427 

<211> 450 

<212> DNA 

<213> Homo sapiens 

<400> 8427 



agcttttttt tttttttttt tttttttttt ttgtcttttt tttttttttt tttttttttt 
tttttttttt tttttttttt aaatcaatta aagaattatg aaatttattt gggtacaggg 
aataaccggg gcaaaatggt gggaaaagtt ggtaaaacaa gtttacatta aatttactta 
caattacggt ggggtacatt tttggaaggg gtgggttttt aaaaaaactg gcttaaaatc 
ccaaccttaa atattttgga aattaaatca ttagcttttc ttttttttta ttaaggaggg 
gggcttgttc ttgggtttat ttaactttta cattaatggg gcacttggtt atcttatggg 
ataattcttt ttctcattta agcctcccca caaccttgga aagggattac cccattttta 
tggggggaga aacaggctta gaaggggaaa 



<210> 8428 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8428 



60 
120 
180 
194 



gtacaagctt tttttttttt tttttttttt 


tttttttttc 


tttttttttt 


tttttttttt 


60 


tttttttttt 


tttttttttt tttttttttt 


tttttaaaaa 


aaaacaaaaa 


acaaaggaaa 


120 


ttaatggggg 


gaaggggaaa aacggggaaa 


aaggggggaa 


aaaaggggga 


aaaaaaagga 


180 


aaaaaaaaaa 


aaacaaaaaa tcgcgggggg 


gaccaaaggg ggaggggggg 


ggaaaaaaaa 


240 


aaaacggaaa 


aaaaaccaaa accaaaaaaa 


ccgggaaaaa 


aaaaaaaaaa 


gcctccctct 


300 


ttcaaaaaaa 


agggggggga cggggcgggg 


ggaaaaaaaa 


acaaaaaaat 


aaggggggcc 


360 


cgggaaatat 


caaagggaaa aatcccacaa 


caaaacaaac 


cc 




402 



60 
120 
180 
240 
300 
360 
420 
450 
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ggcagaacga tctgcactct ttgtttaggc atgttggctt gacaattaat aactttcatc 60 

tgacttttat aaggaaacgg acatgcttgg aggctgagga tgcttaatgg aatgataaca 120 

acacagacgt gggtatattt gatgtgacag tgattgacat attcagtctg tacgagatct 180 
gatgattgaa tgag 194 



<210> 


8429 


<211> 


354 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (354) 


<223> 


n = A, T # C < 


<400> 


8429 



tctgactatg gaaacatgaa gatatttacg ggtgtatgcc actaagagga gaggaaagaa 60 

atatttttta taggaacaat accataatca aaaaaaaaaa ttgtttattg tgtataaaac 12 0 

acaagccaca acgaaatgac atgaaaaaat atttatgatt angaaaggga atgttttggg 18 0 

tttataaaca aaagtggcat tggtttactt tgtaagtaac gaaggggttc atttggaatg 24 0 

cagcgataat gatggagtat ggtttaccat atttttttag gtaaaaaaaa aatgctctgg 300 

ggcatataat ggttattttt aacggggaaa ggggggtagt tattaatttt ttta 354 

<210> 8430 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8430 

ttacatatgt tgttagcata agacactggc gatgtaactg ctctaaacaa aacaccgaaa 60 

gttgtcctat gcaatatata ttattatata catatatata tttacataaa atactaaaaa 120 

agtgaaagcc aataataaca. ttggataaaa gtaatacata tctgctaagt gacaatatca 180 

aaaaaatcaa ggaataattt tacaataata taaataaaaa gaatgt 226 

<210> 8431 

<211> 498 

<212> DNA 

<213> Homo sapiens 

<400> 8431 

cccccccctt tttttttttt tttttttttt ttttttaaaa aaaaaaaaaa atcatgagaa 60 

atatttgggg acagagaaaa acagggacaa aaagtggaga aaagaggtga aaaaaaattt 12 0 

acataaaata tacaaaaaaa tacgtgtggg gacatatttg taagggaggg ggttttaaaa 18 0 
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aaaacgggta aaaaaacaaa acttaaatat tttgcaaaaa aaaaaatttt cttttttttt 
ttttaaaaaa ggggggggag tattttttgg gttaaaataa atataaaata aaagtggaac 
ttgagtattt tatggaaaaa ttttctattt cttttatacc tcacaccacc cttgggaagg 
gttataccca ttttttgggg gaaaaaacag gggtaaaaga gggaaggggg atattttgtg 
cgcgcaaacg ctttatgggg ggaagatttg gtaattgaac ctataattgg ggcttctttt 
taaatataaa atattttg 



<2lo> 8432 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8432 

gctcactgta gctacagcat agcagaccag tagagccaga gaccctccat tcaacacata 
atgggaacct tcctccttat aaaggcggca ggcgccacct tcaagaagcg aaaaacctaa 
cgcgacgcaa aagttatcac actaaacagg acaacctccc gactccactt tgcccact 

<210> 8433 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8433 

actgattgtg gcaagcatga gctatattag gggacttgtc aaatagagga gtggaatgtg 
gtaaaaatga tggaaaaaga caagtgcata aaaaggaaaa tggcgtgtgt gtgtagaaca 
ccagatacaa tgaaacgtca tgcataaata tctatgctta gaaagcatac ctcatggtca 
tatgaacaaa agaggcattg gtgtaacttt gagaagaacg cgggggctga tctggaacac 
gagaatcatg agggggacag gaaacccatc ttgactatgg ggaatgaaca tagctgagac 
ggagcc 

<210> 8434 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8434 

cggagtatgg agaaatgaag ctatgtatgt gattgatccc ctaaaagaat ggaaagttat 
ctttagtatg gaacaacaca attatatgag aaagaaaatt gtagtctgtg tcttcaatac 
cattatagat gtagagatgc gtatcaatag aatattgtat gcgttagaag agaaatacct 
acattggacc ttat 

<210> 8435 



240 
300 
360 
420 
480 
498 



60 
120 
178 



60 
120 
180 
240 
300 
306 



60 
120 
180 
194 
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<211> 514 
<212> DNA 
<213> Homo sapiens 



<400> 8435 
gcacgattgt acatgcgtgg 


cgccaatcaa 


caatatataa cacgaccgaa aattattgtt 


60 


gcatgatgca tgtttgtgtg 


gttgctcaca 


ctgcaaagga 


ctgtataata ggggatgaaa 


120 


cggtgctgcg gtgacatgat 


gatggatcgt 


ggtgatatgc 


atgattgacg agctgacact 


180 


aaccatagaa gatgtggtga 


tggattaata 


tgataagtca 


cagacaaaga tgcaggacgt 


240 


ggtgcccgac aatgccagct 


atgacagcgc 


gctcatgacg tgtcatatca agggtgatga 


300 


cagtgatagc cagagggatg 


ctggatagca 


gatggaggca gggacaattg gtgaatagga 


360 


gtggagagag catagcagta 


ggagaactgg 


agaagctgcg gtgtgtctct gagtgcagct 


420 


ggaacttgga caagagatta 


ggcgtgaggt 


gaacatcata 


ccacctgccc ccgccagacg 


480 


tgacaatgat aagccacaat 


gcgtatgctc 


tcca 




514 


<210> 8436 

<211> 322 

<212> DNA 

<213> Homo sapiens 










<400> 8436 
acaagctttt tttttttttt 


tttttttttt 


ttttttggtt 


ttaaagttta ataatgaaaa 


60 


cacatggaat aaagggggta 


atccatgtat 


tggaaacagc 


agaaaaagga ggaaagggga 


120 


ccatccccat aggggacact 


aatctttggg 


gtaaactaaa 


ataaataagg gaaataacac 


180 


ttaatacaat aataaagaaa 


aaaaaaaaaa 


ttacattaaa 


aaaaaaaaca ggaacggggg 


240 


aaaggagccc gggattggga 


ggaaaggcgg 


tgcatggaaa 


agaactcagg ttcaggggac 


300 


cttcctggaa acattctggt 


gt 






322 


<210> 8437 

<211> 354 

<212> DNA 

<213> Homo sapiens 










<*l UU > Oft J / 

caagcttttt tttttttttt 


tttttttttt 


tttgggttta ataataaaaa cacttggaat 


60 


taacggggta atccaggtat 


tggcaacagc 


aaaaaaaaaa 


ggaaagggga ccatcccaaa 


120 


aggggacact tatccttggg 


ctaaattaat 


ataaataagg 


gaaataacac ctaataaaat 


180 


aatacagcaa ataaaaaaaa 


ttacattaaa 


aaaaaaaaca 


ggaacggcgg aaaggagtcc 


240 


ggagtatggg ggaaaggcgg 


gtaagggaaa 


agcatccagg 


ctcaggggac cttccctgaa 


300 


aacttccggg ttctgagcag 


ctcaactcag 


tcccaggcat 


aacacgtacc ccgg 


354 
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<210> 8438 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8438 

acctcaaact cagagtttct tcccttcttt gattttctgg aggacctgca gctggccttc 60 

ctgagacagg ctccattcct gttccatttg ccttcccggc agccttccct ttagtgggta 120 

taggttttga cgttctgagt tactttgtat caaagagcta attaaaaatg gtccttcaaa 180 

aacataaaga aaaacagctt gaaaaatgta cctgcccggg cggggggggg aggggggggg 240 
gagaaggggg gggggggc 



<210> 8439 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(290) 

<223> n = A, T, C or G 



<210> 


8440 


<211> 


434 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (434) 


<223> 


n - A, C, T or 


<400> 


8440 



258 



<400> 8439 

tgtggtcagg cttatgaata tgctcangtt taatgagatg ctctgttgta atgtgatagg 
ctgtggaaac aacaatgagt ggaatgacat caatgatgcc aatgaaattg agcatgtcaa 
ctagcgcatg aaaaatgggc atgatcatca aagatggtgt gacggtccat aagcgtgcga 
cgggccatac aaggactttg tgccggaaga acggcttgga catggggata ggtaagcaga 240 
tgggcatatg tgaggggaac ggtatcttgg ctgctgacat cgcgatcgct 



60 
120 
180 



290 



ggtcggccng ggtcaagcct gcgtatcaga atctgagaca gcgtgttggc aactttgttg 
caaatcactt ggcaactcac acatggagtc cgcatctcaa taagaaccag ctaagaaaca 
acattaaaca acaagtcctc aaatcaggaa tgttggagtc tggtattgac cgaattattt 
ctcaggttgt ggacccaaag atcaaccaca cattcagacc tcaagtagag aaagctgtgc 240 



60 
120 
180 
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atgagttttt ggccacgcta aatcacaaag aagaaagaag tggcaacaca gctcccgatg 



300 



atgagaaaac agacacttcc cttattacac aaggtgttcc tactcctggg cccagtgcta 



360 



atgtaaccaa tgatgccatg tcgatattgg aaaccataac ttctcttaac caagaaaaca 



420 



aggctgctaa ggct 



434 



<210> 8441 

<211> 450 

<212> DNA 

<213> Homo sapiens 

<400> 8441 

gacgggctcc acaaacaatc acggtgtggc acactcaaac tcacctacgc agaacctaaa 60 

gcggtgtgtg aatttgaacg cggacatatg tcatattaga atgaaatata ggcattctga 120 

aaaattgtat ttctatgtgt agagatgaag gaaggatggg tataggctta gcttgatact 180 

gcaaatataa accagggatg gggtgtagga attgtaaaaa caggtatgat ctgattattg 240 

taattcataa cattaggaga gagataacgg actaatattg cttcaacaga taaaccaaag 3 00 

aaagaaggag tgccataaca tatactctgc acacaatggg acctacagct tattaaactg 360 

attttctttg tgctatatct gctaaatatt tgttgataaa tgtccacttg ttggtctccc 420 

atactgtacg aatgaaacct caatttacag 450 

<210> 8442 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8442 

ggacgtgtac ttgagaaaag aagagtaata atgaatataa cttaatcaat aaaaaaaaca 60 

aggtatttaa aaaaagaaag gaattaagag aaaatctgaa tagatgtatg caagtgtaag 120 

cttaataatg attagagtat tatttggata actaaataat aatgaatgaa gcagagactg 180 

aataataaaa taattaggag tagactaagg 210 



<210> 


8443 


<211> 


434 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (434) 


<223> 


n = A, C, T or 


<400> 


8443 



gtaccggcct gaagataaaa tgaatgaaat aatgaatagg catatcaaat gatatatagt 60 
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aatatacgtg ggagcaacta gcaatgctga taaccttgaa tgatgacaaa acaaaattgg 
taaaatagaa gaataaatta ccaatacaat atactagaca ttgttaaacc acaatggtat 
agtgaatgca agaattatga gtgaaacaca cagtgaatag agaagcgaga tacgacatat 
gaaaagacag tgtaattctg atggtnggta atggtgggtg ggataagact ctatgatcac 
atagctgaca aggcgataat aaatgatcaa aaaacatatg gttggagacc atgcgctggg 
gactttttct gtaggatatg ggagtggaca atctaggtcg ccaccgcgct aatcactaat 
gtattcgcgg ccgc 



<210> 8444 

<211> 162 

<212> DNA 

< 2 1 3 > Homo s api ens 



<400> 8444 

acgtgtactt gaaaaaagaa gattataaat aagtataact taattattaa aaaatacaag 
ggattaaatg aaagagagta gaaaggaaaa attggaatag atgtagacaa gattgatgtt 
aataattgat tagagtatta tttgtataga aaattataat ga 



<210> 8445 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8445 

gacgtgcaca cctgaataaa ttgtatgcta tactaacttg ccaagattac cacaacatta 
aaaacatatg tatacattaa tgttctggca gtggactatg agaaaaaaac tgaaatgaat 
acagtgatgc atgtagaaca tgtcatgtgc aaactggagt ggatgttgag gacggagcaa 
tgagaatctg aaaactcaca gggatgaaaa aaataaacga tactta 

<210> 8446 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8446 

gagtgcacaa caaaaaagaa gtgtataaaa aaatattgca tgatttatta aaaataaaaa 
atattagaaa aaaaaaagaa ttaaataaga atttgataaa ataaatacaa gaatacttag 
acatatgata aaaatatgat tgttctacta cattctaatt aagaaaggag attgagagat 
aaataaagaa ttaagagtag tgaaagagta atgagtaaga gtatgaaata gggatgtaat 

ga 

<210> 8447 



12 0 
180 
240 
300 
360 
420 
434 



60 
120 
162 



60 
120 
180 
226 



60 
120 
180 
240 
242 
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<211> 162 
<212> DNA 
<213> Homo sapiens 



<220> 

<221> mis cofeature 

<222> (1)..(162) 

<223> n = A, C, T or G 



<400> 8447 

aagtaccaat gtgctgggag gacccaataa ttgatgcagg ggtgtggggt gttacactgt 60 

gactaaaaaa accacataac atcataactg gaacatcact atgttgggat ctgtatctac 120 

agatcacata aggaagggaa gtcgtggaga naagcatggg gt 162 

<210> 8448 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8448 

caggttaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaagcttg tacaagcttt 60 

tttttttttt tttttttttt tcccagtatt cataaaataa attttttaga ttggcctata 120 

aaaaaaaaca tccaaccacc tttccctagg aaccttttga acaccataag aacaaaagct 180 

ctaacatata ccta 194 



<210> 


8449 


<211> 


513 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) (513) 


<223> 


n = A, C, T or 


<400> 


8449 



gggtaccaaa tacaccgaca aaagaaaaaa agcagatggg ctgctaggtt tctgctttta 60 

aaaaatttca tataagaatt gggtttcaag caggaagcca gaacttctgc ctctggttct 12 0 

taaattaaca ttcggtgtgt aatggacaat aggcagggac tcataatttg actaactcac 180 

atgctcaagc atgatcgtgt ccaatttcta caggcctcct ttgtaaagaa atgtgtaaca 240 

atggggggaa agtcataatt ctacctgaaa acatggattg taagaagaaa taaaaaaatc 300 

aaacagtatg ttttaagttt cccttttgat actgtgtttc agggtaagtg acagcttctg 360 

caaaccaaga ctcagtcctg attataaagg atttttaaaa ttacattatt aaaaatatgt 42 0 

atttattctt ctttcacttt atctattttc caaagcctct ttcaagtaaa ctgtgaagtg 480 
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cctgagtacc tgcccgggcg ggngtggtgg gtg 



<210> 


8450 


<211> 


638 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (638) 


<223> 


n = A, C, T or 


<400> 


8450 



actagaaaag cctggctgcc atccatcgct gcctctgagg tggaggaaga ggcgggtgat 
gtgctcactt ctgatcaaca tgtgttgcct cctctcagcc aacttctatc tcactgcact 
cactctggtc atgataaatg ttcgtcacct ttctgcttca ttccttangg cctaaatcan 
gaagctgttt tatcgatggt ttccttttgg gtcagtaacc agctttggat aatttcctct 
gattattcaa gtcgtgggac aggtaaacta cattcagcan gaacttttct ncgagagtgt 
tatgtcatgg aaaagacacc aaacacagca agtattgtaa tgaatacacc atcccagggg 
tcagtaagct ctgcctgcca agaagacaca gtgaggaggg tccacagtcc tgatgangtg 
gcgtttggta acttgtagac cctagcatgg ccaggtctgg tcacccttaa gaaottctca 
gagaaactag gaatcttcag tgaaagaact aatgttctcc tcagotgaaa ttcccttgct 
tgtcagcatt tctgcaaagc tcacacttgt ttcaccatac ctcccttgga tgtgacatgt 
angtangaag tatgtgcang tgggagtcat ttgttagg 



<210> 8451 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8451 

tacatgtcac accaccgcca tgttttgttg attgaatcgg cttgggtatg cggcctccgc 
tgactgcatt ggacattgat ctcggggaga cgtgaagagg atgtaagggt ggctatgatc 
gctaatagca ccgagtgcct ccttctgtga ggtgactgag ac 



<210> 8452 

<211> 386 

<212> DNA 

<213> Homo sapiens 



<400> 8452 

gtgcatgcta tcaatgtgtc caattcccac atcctgagct acgcactgga agacatgcct 
aagaaaatag acgaaataca ggtacttctt gatgacagac gaagcataag ataacatatc 



513 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
638 



60 
120 
162 



60 
120 
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atagtataga tgaagcaaat ataacgacta aactaatctt acataacaat gcattacatt 



180 



atttgacaca catggtcatg atgtgattaa gataagatag acaaatatga agattaaatg 



240 



acataatggg tgtgaaagaa cgaagtgaat tgatacacac actatggtaa tatctgtatg 



300 



atatacacta atactactga tcatacaact aaaacaaaaa acaaagaata tctagttcct 



360 



gcttgtcaag catgtgataa ctaatg 



386 



<210> 8453 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8453 

tgcgtcatgc ttctcagttt cttctggtaa ctaatgacca agatgaccaa tacattgtca 60 

acaatgccat gatataagat aaggtagtag aatggattat ttgatattta ttttgtaaat 120 

gtgcatcttt ttcaactcaa ttttatattt ctttatgatt tt 162 



<210> 8454 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8454 

ttacaactta taagaaaaag taaagggaaa cctcaacatg catgcaactg ccttgtgtga . 60 

ccagtgtaag taccccccac gagctatgga ggataattta gccccggaag cgttatgctt 12 0 

ttcattattc aactgttctc cccagggtgt tgcttggtca aaattaaatt atttccatcc 180 

atagccaaga tttg 194 



<210> 8455 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8455 

tttgatttgg ttaagacttg atgatatgga tggaacctca ctcttaaatg cgtgatagac 60 

acacactcta tgcaaactgg gaagtttgac agaaagtctg ggtagggaaa cacacataca 120 

ggccttggtc atctggctag cagaactatc ctgtgttgag acaaattgcc cgtgcgct 178 



<210> 8456 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8456 

gccgatgtac gaaggaagcc aatactacat gaggtgtaat aatgcatacc tataactgca 60 
ctcacctcta tgtaattgct cacatgccga ccaaggtgac aattttcttc actgctgaca 120 
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cttctgagtg atgatatcaa cgaatgaaca cgctgccact ctctgacaag acaactacga 180 
atatcattat atataagaat agggaggggc tctgcttact aaagac 226 

<210> 8457 

<211> 482 

<212> DNA 

<213> Homo sapiens 

<400> 8457 

gaggactgtg taacatgtgt cactgggcaa gctgtgccta taatactggt gatgctgtga 60 
gagtatgtgt ttggtggact tgcagtggtt gtgatttgta agagttactt ttattttttg 120 
taacattttc ttatgatcat gtctgtgttg ggttgatagt gaaggatata atgacttgtt 180 
ggttgtattg tagatattgt gacatcagac gggatcacgc taatcacttt tgtattttcg 
ggcgggtgta agtctagcat atgggagagc tacataagcg ttggattcat acgttgaact 
attctataat gtctgctatt ataggttggc gtgatgatgg tcataagtgg atactgtgtg 360 
aaattgttat tggctcacta ttgtatacta tataggaacc ggaataattg gtgtaaagat 420 
tggggtgcct gatgagtgag ttaaattgca ttaattgcgt tgtgctcact ggctgctttc 



ca 



<210> 8458 

<211> 226 

<212> DNA 

<213> Homo sapiens 



<210> 8459 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8459 

aggtgtcaca tgtagagcta gtcatattaa tatacctgaa tgttatgtat tcatgctaat 
taatataatt tgcaccaaca aaaacgtcaa acaacatatg tgtttgggag gtctttatgt 
aactctgtat ataaaataca atgcacgttt ttcccgttgt tt 



<210> 8460 
<211> 674 



240 
300 



480 
482 



60 



<400> 8458 

taggcatttc tgacatttta taaacctaca tttaagggga atttttaaag gaaatgtttt 
ttcttttttt tgttttttga gggggcaagg agggaccaga aagttagctc ttcttatgtg 120 
gaatattatc ataaaattac cttagtaaat gccatgttta taatctaatc tttcaaagta 
ttgaattgat gtctgcaatg cccatccttt cttcttagga attgga 



180 
226 



60 
120 
162 
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<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (674) 

<223> n = A, C, T or G 



<400> 8460 
ccatgaagtc tgtcttttgt 


caaagttcta 


tgcagtccca ggatagcgtg atagcagtgg 


60 


ttaaacacaa 


ccagctagtt 


atagctttca 


ttgtatggaa agacctctct ggtctggaac 


120 


tctgcctttg 


aaattatcca 


cgtagttcag 


aaggcaaata cttgttaaag ggatcccaaa 


180 


aggtaggaga 


caagtagttt 


ttgttatgca 


ttagggcaga ctttcaagca caagacacaa 


240 


aattgagcag 


caaatgtttg 


ggtagtccca 


tctcccttcg gtttatatgt gggtagtaaa 


300 


ataaataaaa 


ttttccttct 


ttgtctcttt 


cttgaaataa aatatcaggt atccaaggag 


• 360 


agctgaggat 


tctcaatttg 


ctagattgct 


ttaaaggggt cagatttaga aaattaagga 


420 


ataaatgaag 


aacaatttta 


ctggagtagg 


tgtggtcaat angccctttt tcattttgtg 


480 


ccattgcttt 


tagcacaagg 


atgtcaaaaa 


tatcacatag aatgtcatct ctgatggact 


540 


gacagagacc 


tcctgttgtg 


ctgtgttagg 


acatgaggct tatcccagct tggcgggaga 


600 


gaatgctaag 


catgatgagt 


gagatctgcc 


acaggcacgg atattttctg ctcctcttct 


660 


gtttgtttca 


aaca 






674 


<210> 8461 

<211> 338 

<212> DNA 

<213> Homo sapiens 








<400> 8461 
atcaccatca gggtaaatga 


cactcctgat 


gatgctgtta atagaaactg ggttataaca 


60 


cctccccatt 


acactcaagc 


acaatgtgtg 


tagttctcta ataaggagat gaattgttct 


120 


tttataccat 


gagagtgaca 


tgcacggcac 


acacttggtt aaggggtgtg cctgcatcaa 


180 


aaataaaata 


catagaatca 


gtgtaatgtg 


aacataaaat aaagaataaa tagcgtggct 


240 


gtcacatgct 


atttcccttt 


atggaaggtg 


agtgatatgt cgtgcatgct gcgttctgca 


300 


caactggcct 


actgggaggg 


cactgttgct 


gcctggtt 


338 



<210> 8462 

<211> 498 

<212> DNA 

<213> Homo sapiens 

<400> 8462 

gaagagcata ccgatctaat agtagccagt cagggttgtc cgagattgca aatactagat 60 
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ctatatatca tatatctatc attatatata tgggagaata tattatggga aatatatatc 
aaaaatctat atataataaa gtatttagta gtaatgaata tggtgatatg aaaatatata 
tataatatat tatgtatata tcatgatgac tgatatactg agactgtcgt actctgactt 
atgatgcatg gctatgtgag cacagggatg tgactacggg gctatatatg cagggaaaat 
aaggcagata acatgggtag tatgtctagg gtagtgtgtg aatcacagaa gatgaatcag 
tgaagagata ttattgaatt gatgctattc agataatgtg ggtgtgaaca gatgcatggc 
atcagaggca tgtctgatat ggcatgaatg agtgaagtga aacgtatgaa gagatactga 
ttaaagagaa ttcatgca 

<210> 8463 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8463 

ggtaaagcta tttggttcga ttgttaattt agtttgcttt agagagtaga acatataatg 
cgacaaaaga ttagtaatga gaaaatcagt atttcattgg atgtgttaag tgtcaaaagt 
cactgtaatg gtgttgtgtt caaccggttg tttgttttga agaataatgg tgtatgtgtt 
acatcccatt cttcatgtcc aaattttgga cgttccttgt ctcactcagc tgtgataaac 
tggtctggag ttgctgaccg accattgttc atcgaatgag gcattatctg 

<210> 8464 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8464 

ttgggtggtg gaggaggtgt gggtggatgg tggtgaagtg ttgtgtggat atgtatggtt 
tatagagtag atgagaatgg gataaagatt gtgaattatg aggatgtgga gtagagtgag 
tataaggggt aagatgtatg aaatatataa tgaatggatt atgtgaggtg aaaatgatag 
■atagggtatg gtgtgaatgg agaggatgta atttataaaa tgaatatggt gttttgattg 
ta 

<210> 8465 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8465 

9ggccgaggt gcacatgtgg aaagtaggtc atgagataaa accatcaata tctaatatat 
atgaatcaag tgtgagttca caactacaaa cactaaaaca cattattaaa aaagcttgta 



120 
180 
240 
300 
360 
420 
480 
498 



60 
120 
180 
240 
290 



60 
120 
180 
240 
242 



60 
120 



1307/1427 



WO 02/057414 



PCT/US01/47856 



cgagcttttg cttttttttt 


ttttttgttt 


ttcggatcac 


aacgcttact atacgttg 


178 


<210> 8466 

<211> 402 

<212> DNA 

<213> Homo sapiens 










<400> 8466 
cgcgggggag gtacacttaa 


acactgtgag 


aataacagag 


aaagatgagg gtttttatat 


60 


acagtggccg ctgtgtttgc 


ggcacttggg 


aatgacatgt 


ttgtttttac accaccgtga 


120 


acciaaaccta craaatacraaa 


otacactaca 


caaoacccaa 


aaaaaatatc attactboct 


180 


gatggtgggt cacgtgcgcc 


gggcacacgg 


ctgtggcgga 


gctagcgctg gccgcttgcc 


240 


agcttcacgc atgggctccc 


tactcctgac 


gcctatatgc 


atactgttgt gtgttgcaac 


300 


tgtgtctacc atacaatgct 


cggagggatg 


ctgggaatga 


cgtggtgtgg ggagacatgg 


360 


ctatgacggt tgaagattga 


cccatctttc 


cagggtggag 


eg 


402 



<210> 8467 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8467 

ttaccgatgc ggccgcgccg ggegatgeae gtgatcaatc ttgtactgag gecacagggt 60 

tgcaccagaa attctgette taacacttat gtctgagtcc tgtcctggag agggctgact 120 

gcacaatgat tatcttttct tttacatgtg geaegtaegt gcagcatcag caaggtggag 180 

gggggctege gctccacacg cccccaacaa 210 

<210> 8468 

<211> 674 

<212> DNA 

<213> Homo sapiens 

<400> 8468 



cggggccgac gtgeatgata 


aaaatttgtg 


gaaaacatgg 


gtcctgtata 


egggggegga 


. 60 


tcaactcctg acaegtaatt 


cttaggatca 


atatgttggg 


ctgtgctgag gctgacaggt 


120 


gatcttgggg tggtcctttt 


atggctcgtg 


gagggtcttc 


atggttaggc 


ttgeattata 


180 


ccatcagatc atagaagegg 


acacattgac 


tcatatccta 


tggctagtaa 


ataagatgta 


240 


ctggatagtg aatctctttg 


gttacgcatg 


acgaataact 


ggaaagagga 


gagtgacata 


300 


aatataatgc agagecatat 


tgtctacttg 


tactgeaaac 


ttttgatgat 


ctgtatagat 


360 


gaccagagca tccaactgag 


tgaggagcat 


catcgeggaa 


gacatgattg 


tcatgtcata 


420 


cgatagcagc ggagcatata 


aagaggatat 


tggcatgetc 


tgcgccgagt 


ccaggctact 


480 
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gactaccgta tgtgatgccg actgcaggtg cgatatgatg gagagctcag ctcgcgtggg 
atgggtaacg ttcggttcta tagtgtcacg taaatagctt ggcgtgatga tggtcatagc 
tgtgttgtgt gtgagtggtt atgcgctcac aaaccacaca catacgagcc ggagcataag 
tgaaaagccg gggt 



<210> 8469 

<211> 226 

<212> DNA 

<213> Homo sapiens 



<400> 8469 

cgcggccgag gtaccggtga ggaaagtgcg gattgacact tggatggttg taagtatgaa 
tcacctgatg aggtcacaaa tacaatgcaa tcgtcaaact atttatagca gcctctaact 
tgcttcatat gcttctgttt acagagtgaa tacgacccat ctgctgcagt gaatgtgatt 
gagctctcaa ggtctgggca agaggggatt ggtgtaagtg tatcca 



<210> 8470 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8470 

gggcggacgg gcctgacggg gaggaggttt ttgggtgtga tgaagattgt ggcgtgtttg 
cggcattgga cagcctagaa gctcaggaca agtgatgact ctgtattgga aagtgatgac 
gcaaggccgg gggacgcagg ggcagccaac acatcagcca tc 



<210> 


8471' 


<211> 


226 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc_f eature 


<222> 


(1) . . (226) 


<223> 


n - A, c, t or 


<400> 


8471 



nccgnctccg ggtctagntt actgggacaa cctgntgntg gncaggnata tggcactcac 
cgggctgggn taaggcacag ncctgggnta actcactggg cattgggcag gctatccggc 
atgggctatg gcacagcatt cctacctggc catgacctgt gcatgctagg cacagctatt 
tgcgtggccc tccgctctgc tctgtgctat ggccgcgcat agcgca 



540 
600 
660 
674 



60 
120 
180 
226 



60 
120 
162 



60 
120 
180 
226 



<210> 8472 
<211> 338 
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<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (338) 

<223> n ~ A, C, T or G 



<400> 8472 

gaaggantag caggnaccga gaggatacca gcattactga cgaacangga ccagccccac 60 

ctgggaccct cttaccccac aactctcatt gggctacacc actcagtcga ccgatacaca 120 

ctcgacacag ggacgntagg gatgcaatga tcagacctcc tggtagtcac ctaagcacta 180 

tctgggactg gtttggggta ggacaaaggc agcacatctt ggcaactggc acaagggcct 240 

ctccaagctg taagggcagc tcaacagcac ctactgggat gggtcagcgc aggggctgct 300 

ggtcctaggt actctggccc ggggcggaac gacttact 338 



<210> 8473 

<211> 224 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1) . . (224) 

<223> n = A, C, T or G 



<400> 8473 

ncagntacgn cctggcgnaa ggntcctttc tggacgntca aggagnatgn aatctggnaa 60 

aaactgtcta ttctcttagn agnagnaaaa tataccccac ctaaagtcgc agctaccatt 120 

aacaaaaaaa aaaattagca aagggaaaga atcaatggta aggacagtaa atatactctg 180 

agaatagagt aagtacctcg gccgcgacca cgctaatcac tagt 224 



<210> 8474 

<211> 770 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (770) 

<223> n ■ A, C, T or G 



<400> 8474 

gggncagnta ctagnaaagg nccggnctgc catccatcgc tgcctcgnag gtgganaagn 60 

agcgggtgat gtgctcactt ctgatcaaca tgtgttgcct cctctcagcc aacttctagc 120 

tcactgcact cactctggtc atgataaatg ttcgtcacct ttctgcttca ttccttaggg 180 
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<210> 8475 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(226) 

<223> n = A, C, T or G 



<400> 8475 

acagntacga tttacagatc acggtctcaa ctgattttgg catcacaata taacataatt 
taaagtgggg tgatttattc aacagtatct tgtttcgcaa actttggaga catgtcctag 
actgtacctt caaactgtat tcctgatctt gctggaacat gttggttgct ggcggtgctg 
gcatgcagcc atggtgcatt cctggtgcct gaactgatag atgtgg 



<210> 8476 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis c_f e a t ur e 

<222> (1)..(338) 

<223> n = A, C, T or G 



240 
300 
360 
420 



cctaaatcag gaagctgttt tatcgatggt ttccttttgg gtcagtaacc agctttggat 
aatttcctct gattattcaa gtcgtgggac aggtaaacta cattcagcag gaacttttct 
cgaggagtgt tatgtcatgg aaaagacacc aaacacagca agtattttaa tgaatacacc 
atcccagggg gtcagtaagc tctgcctgcc aagaagacac agtgagaggg gtccacagtc 
ctgatgaggt ggcgtttggt aacttgtaga ccctagcatg gccaggtctg gtcaccctta 480 
agaacttctc agagaaacta ggaatcttca gtgaaagaac taatgttctc ctcagctgaa 540 
attcccttgc ttgtcagcat ttctgcagag ctcacacttg tttcaccata cctcccttgg 
atgtgacatg tangtangaa gtatgtgcan gtgggagtca tctgtcagcc tgctatgttt 
cagagatcct gaaagtggtt tgaaacaaac aggagaggag caggaaatat ccgtgcctgt 
ggcagatctc actcatcatg cttagcattc tctcccgcca agctgggata 



600 
660 
720 
770 



60 
120 
180 
226 



<400> 8476 

gnagatacgc aagnttcttt tactttcact gnaagnttct gggogcctct ggtgnttttt 60 

tcctntcttt tctggaacca ggggcaagca ctccggtctc ttggcttctg cgnacggggc 120 

agnatctgag caatgcactt gcgactattc tgctcctctc ctgcacaggg gtaagtatcg iso 
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tctctctagg gtgaaggcag atctggcatt tgtcgtcttc ttgggactac cagaccgcgt 240 
cccttttttt ctctgctgcg tttcttttct cttccttatc ctcttttaat ctctgtccct 300 
catacttgct tatttcatac gatgctaggt tcactcct 338 



<210> 


8477 


<211> 


322 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (322) 


<223> 


n = A, C, T ( 


<400> 


8477 



cagctgnaag ctccaagnca aancaataca gnaactcatc cagtgatggc tgaactgtcg 60 

tcatcagcta aaacaggtaa gcgaaaaaga gtcagatgct gtttcgaggt ttagtatatc 120 

ctagtaatgg ttgtcctgfcc tgcaatattt gaattttaaa tataaatcta tttattaata 180 

tttaacatta tttatatggg gaatatattt tttgactcat caatcaaata agtatttatt 240 

atagtaatct tttgtgtaat gaatatgaat atttattaat atatggatta tttattattt 3 00 

ttatatcttg tgattgtttt at 322 

<210> 8478 

<211> 498 

<212> DNA 

<213> Homo sapiens 

<400> 8478 

cgggtacata tatcaaagga ctataatata aacatgcacc tatggtatta tatagcaaaa 60 

agaatctatg gggaacagtt acttatgcac acattaacat actccctgaa ttttgattaa 120 

cacgatgttc tcatatgcat gtgatattca tctacttatt tttggctggt catagtatct 180 

gctgcatgtt atcagagttt atattatcac ctcgggagat acccacctaa tcactggtgt 240 

attgctggcg cggtgtgagt agatcgtctg ggagagctcc catcgcgttg acatgcctcg 300 

gtcgtagtat tctataatgt cacatgatta gctggacgtt ctcatggata tagatgttat 360 

cctgtgtgca tatgttatta gatctcaatt ccactcacac tactatcggt atgctataat 420 

gcgtattgga tgggggagtt aatgagtgta tctcactata cattaattgt gttgcgctaa 480 

ctgactgatt tacattca 498 



<210> 8479 

<211> 530 

<212> DNA 

<213> Homo sapiens 
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<220> 

< 2 2 1 > mi s c_f ea ture 
<222> (1)..(530) 
<223> n = A, C, T or G 

<400> 8479 

gncagatact gattacaaca atgccatgct ctcgcagcag actcacgatt caaggtctta 
catgcccgoa acatgactca cagnaactaa aacatctaca ctgtctaaaa taagaactca 
aatgtctgga tgtagagact atattgagct ggaaagtcaa taaatctttc actataacca 
ccacatggca cattaatgca tcacatatca agcgtatata gtgcctgaga actgaagagg 
atctgtaaac aactttcatg tgtgtaatat gactgatgta gacacgctat gcattgaagt 
actatctgaa cagatggatt acctcttgtc ctagcatcat ctcgactctg tcttgattat 
caactgcttc ccactggaaa catatgaagc cgtctattta tttatgtgtg tatatgctat 
atgaattgtt gactgtgtgg aatgcttgct attgtggcta ttattctgaa tcttaatact 
ataaatatgg atctgatatg attctgcttg tcagtctcta gtgctatgca 



<210> 8480 

<211> 178 

<212> DMA 

<213> Homo sapiens 

<400> 8480 



cggccccgcc cgggcatggt tacataggca ccgagactgc ggagtgggac tctactaagt 
gtgtgtgcaa ctacatgtgc gaacgtggtt ttttttttac ttcgtgcttg tttgacgcta 
tggctgggag cgcatgagca cagagccatg accgcgtgca cgccgtattc gatggcgc 



<210> 8481 

<211> 210 

<212> DNA 

<213> Homo sapiens 



<400> 8481 

cgtagtttaa tatttattgt ctctcttttc tgctgttgta gtaccatatt atatataagt 
aaagagatgc gttcaagatc tagatcacgt tctatgaggt agaggactcc cttatcttgt 
atattcaggc ggtcaagtag ctatatctga gacggtcggt ctatattgta tagtctatga 
agtcgtgtga tgattctcaa tagctctatg 



<210> 8482 

<211> 546 

<212> DNA 

<213> Homo sapiens 

<220> 



60 
120 
180 
240 
300 
360 
420 
480 
530 



60 
120 
• 178 



60 
120 
180 
210 
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< 2 2 1 > mi sc_f eatur e 

<222> (1)..{546) 

<223> n = A, C, T or G 



<400> 8482 

tggcatatgc tgtattttat tgtatcgtgt aagtgctaga aatataccca atactgaaat 60 

cttattaact ttgttttcta tgcggcttgg ggttttggtt gttcatgcat tattgtccac 120 

tattatcatt tttctttaac aagatataac attgtatggt atattgtaca tatattgtat 180 

gcatccatta ctggtgtgtg tttactactt tggctgttgt gcttaacgac acatggaact 240 

gtgcaatatc gcttttatgc acaactctcg gcttatttaa ccaagaatat tatcgtgaaa 300 

catcgtgtac tggctaataa ggcatattct cgtattcttt gtaatgtgat atagtgattt 360 

cagatagctt taaagtgtat gtgtgacatt cgtgacaact atccaacaca tacttaactg 420 

tgccaatatt tgtcaatttt tatatctgat gcatgcgttc ctaaaaaatg agatgtctct 480 

gactaacata acaggagtgt caatttgtgg tgcgtggagt gcaatgtagt agtgtcgnac 540 

tcagcg 54 6 

<210> 8483 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8483 

acgaggatta gaaaatcact gaagtgactg ttgatgacgt aggtgaagag tgggaagtag 60 

aggaggtgtg gagattatta tttaagtatt ttatgaatgc taagtaatag gaagtggttg 120 

atggtgatat ttaaattttg attttgttaa atttgtagta gaatattgat taatgattat 180 

tttatgtggt gatattgtga tgtgctttat gttgagcaaa ttggatatta tttattagtt 240 

tgtttttgaa gtgtcttact atgtgagatg agaggtatag tattgtgttg tgtgtttgtt 300 

gttcatattg ttgtgtattg gatttagttt tctttgaa 33 8 

<210> 8484 

<211> 177 

<212> DNA 

<213> Homo sapiens 

<400> 8484 

gatgcctgtg ctcactgtcc acgagtgcac tgaggcacaa gggcatgaat ggatcctata 60 

aatgactcac tttgcctggc tcttggcact ggatgtagct gttggggctt gacaatttag 12 0 

aacttgaagc cctcacccat tatccggaat attgtgatcc tgactactat tccagaa 177 



<210> 8485 
<211> 306 
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<212> DNA 

<213> Homo sapiens 



60 



<400> 8485 

aagatgtgat gaagcagaac gatgaattaa tagatggaag acatataaca tgcgataaaa 
gtgatacgtg tcactatata aagagtaaag cccatacaag tatccatgct ttctaatctc 120 
aacgttgtaa gtggctgggc aacctatgcg acgtcttaca caaggacaca aagacatgag 180 
catgagctat aagggggctc caggactacc tctaagaggg ataggcctct agtaactcca 240 
ggctctgctc cgaatgctga gaggagactt aaatactgtt actgcggccc gttacatcag 3 00 
aactca 



306 



<210> 8486 

<211> 162 

<212> DNA 

<213> Homo sapiens 



60 



<400> 8486 

tcatgaatct ccaaccttaa atactgaaac actgacatat gaagctattt gatgcctgct 
tgaatcaata tatcaccact acttgcggca ctgatgacac tatgcaaagt tgcgtgatac 120 
gtccgaaaca atgccgtagg gggggctaca gggcacgaaa ca 



162 



<210> 8487 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(162) 

<223> n = A, C, T or G 



<400> 8487 

tttttttttg ntggtttaaa attttaataa aggggggnca aaggntgnaa tggntcnaaa 60 

antcctcaag ntccgnacgg nactccccgn agaccaagnc anttgnantc cattcattat 120 

tcgntctggn atcttagnca aagccccggn cccctggnan ca 162 



<210> 8488 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1)..(194) 

<223> n = A, C, T or G 



<400> 8488 
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tttttttttt tttttttttt tttttttcta attactacct tttattctaa gggaaaccag 



60 



ggcccgaaag ncgaataaca agctggncga aacaaaggaa actaggggtg gncaaaaaga 



120 



attagggggg aaaaacatgg nctcttcctg ggggagggag ncggggaaaa ggnaaaagag 



180 



gtgctcagcc ggca 



194 



<210> 


8489 


<211> 


210 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (210) 


<223> 


11 = A, C; T 1 


<400> 


8489 



tttttttttt tttttttttt tttatttaaa aaaatttcaa taaaacggcc gggcgggctc 60 

ggggcggccc ctatcggctc agccgggggn ccctcctccc ccaccccatt ctaccagggg 12 0 

agattctggg ggggaggcca agttcccttc tagagggggc ttcacccttt tcccagaaac 180 

gttccagttt caggagnagg nagcaggcag 210 



<210> 


8490 


<211> 


226 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (226) 


<223> 


n = A, C, T i 


<400> 


8490 



tttttttttt ttccacggnt acaaaatctt taggtaanta taaaataaat aatagnaata 60 

ttaattaata acaacaacac aacagggnca acaatattaa taataacaaa anctctccca 12 0 

tggncccacg nccttcctcc ancttttctc ttcggcttca cacaacttgn gnanatanct 180 

gttttcatan cgggnaaaac ggagncccan anagntcgnc acactg 226 



<210> 8491 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8491 

ccaggccagg acacacagac accacgcaca cgggaagcac ggacgtgcag accgcacctc 60 
cccctctctg gacccactct ccccagctcg ccagctcaag ccaggagcac acagcgcgac 12 0 
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cccagcccac caccaagagg acaggacacc gagatgtgga ggcggccacc gggcagacaa 180 
ccgaggcgac aaaccacaga accggctcca cacgtagaag acagcacaca aacgcagccg 240 
atcccacaac agcacgcagt accctccagc cgagccacac aagctccacc cgccccccca 
gctccacctg ccgcggcccc ccaagactgc cagccacc 



<210> 8493 

<211> 434 

<212> DNA 

<213> Homo sapiens 

<400> 8493 

ccatttgctc actggggcta cagacgcttt tctacctgca atgtagatag actggatgcc 
actcgtcctt ataattgtta actttttact gttatcttta acttgtgttt aacctcactt 
tcatacactt tagaagcaac tggaatgata atggttattg tgaacaaggg gcaaatctgc 
atgtgtgcag aatataatcg agttatcttt cttttactga tactgacccc acatgtgttt 
gacctttcta tgcacactgt tgcctttaga atactaactg ataaatcatt ttactgttgc 
ttttctctca catgttagct taacgctgaa cggcattttg actacagtgt gttctgcata 
tagaacattg attacacatg atatattggt ttatactttt tgttgtctct tgcttattta 

1317/1427 



300 
338 



<210> 8492 

<211> 594 

<212> DNA 

<213> Homo sapiens 

<220> 

<22l> misc_feature 

<222> (1)..(594) 

<223> n = A, C, T or G 

<400> 8492 

caactctgaa tatactaaaa gctgttgaat tacacacttt aaataagtga attttacggt 60 

aagcaaatta tatcttaaga cattaaaaat aataacaaag gacggaactc acacatcttc 120 

tttagacaga aatgtagtct cactgcagca agtatggctt aaacctgctt ctgaaccgtg 180 

cacagttgta ggcctgtctc aagtgttccg tcgttgactt gtgtcccgcc tcgccgggca 240 

atgatgtatg tgtggagcgc agtcatgttc tttgttaogc aacacagttt tcaccttggg 300 

ctaagatgat gtgattctte caaggtttgt ggcagaaatc ccatttaata nactggtcca 360 

gatttcttca tgccgtaaaa ttgtttaagg aagttattta ttctgccaag ctctcgtcat 420 

ggtgtccgac actcccttct gtctcctgga gggccaggct tccgtgctct ggggctcagc 480 

aggacgggga ggacgtatnc ctagacacct gcatcagtca aggtcatgga tattgggaag 540 
acagacagca gcagacccag gtctgagctt acaaggtagc cactgagtct gggg 



594 



60 
120 
180 
240 
300 
360 
420 
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gtttgctgct cacg 434 

<210> 8494 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8494 

gtactctcta ttacatcacc catgctaata ttgatgatgt atcatctcta tgtaggaatc 60 

gacttgtatc acctgcatta ctgagtgacg catatgagat gagatgactg ctgacctgtt 120 

cttgtggcac cctggaccca ctaaagaacg cccttagtga tgaccaactg ccacatgtta 180 

cacattcttg atggttggct gtgtggcgga ccttctcttg tgaccatgat ccagaagctc 240 

ctccaacact gcttcactgg aacactgctg cctcagacga taccacgtga tgaagttgtg 3 00 

gcttatgggg cagctgcacg tccgagattt ttgacagctc acaactctga gaatgcatag 360 

cttgagttgc ctatggaggc agctaa 3 86 

<210> 8495 

<211> 642 

<212> DNA 

<213> Homo sapiens 

<400> 8495 

ggttcaagaa cctgctggtt tctggatgcg taagtcacac agcctctgct gtgtgacact 60 

attcttgctt ctgcctgtca tctgtgatca tatgccaggc tcgtgccaga atccctttct 120 

tatactgatg tggcgtgatg gatccgcatg gggctgctct cctggacctt cgtgctgtcc 180 

ttatacctgg tttggggagc acggtgtgga tgacgtgagc gtgtgatgaa ctgcatggag 240 

attctgcggc aatagtgaca catgtggctg gtgtgcttga gatatgggat gagatatgac 3 00 

atgcggaact aatagcatat gctttgtcat cacgatggca aaatcactga gagaacagag 360 

aaaaaaacat agtactgtgt cgtgatcaat ctaatccatg ccgtatacgt ggtcgacgga 420 

caggctacaa tatggatcag cacactatga gtctgatgat acggtagagc atgcaatgat 480 

gatgacgtga tgggactcgg cgtagtcatg gctatagctg tttcctgtgc gcagttgcct 54 0 

tccgctcaca attatacaaa acatacgagc aggaggcata aagagtaaag cctggggtgc 600 

ctaaggagtg agctaactga cattattatg ggttgtgcct gc 642 



<210> 8496 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8496 

attggtggta gctcatacat agatacttgg tcatatctga ctcactgctt ggacttctgc 60 
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120 



tatatcactg cataacatgg cggtgggtgg ttggtgtgat gtatctcatt ataggagttg 
tgtgaaactc attacgaatg gaatggatat cctgatagta acaacatata ccatcacaga iso 
ccgcttattg aaagcagtac tatatattac caaacttggc cttgttgtct gggatgatct 240 
ggacgacatg tgggtgatag aattggttga gaacatggac aagatattca acgtgacata 
taacatgata ccataacaac cctacaggaa catagctttc gactgataca ggtgtgactc 
tgactggcta ggatgctctg acacactgta cgtctacata caaccaggtg attctagttt 
acacaataat ggactgagat gatactaact gtggatgata gcactgtatg attaaaatga 480 
tctcttagga tatttaaaat agaagatata ataaaaatat ataaaagctt 



<210> 8497 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8497 

tcgacgtata ctatgatctt cttatctgtc tttcgtgtat taggtagtaa ccttatgtat 
atgtctctgc tagtcattac tgctctttat acattgatat agtctgtcgc tggcagggat 
gtaaggggct ctaatgggca tgtatctagc tgatgctctg ac 



<210> 8498 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8498 

ccaaaagact gctggagacc ac.tcaaggca agacatgaat gtcaagtttc tcaatagcaa 
ctaaaaagaa aacgaggact gactctcgaa acagctgact aatcattcgg tatactgact 
tgaatgccca acgcaaagca atacatgaaa ccacccaagc ga 

<210> 8499 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8499 

agtctgacta ttaaatgaat ggaaatgaca cccaacatat acagtattta tatgagattc 
tgactgtcta catggatatc atgcgcggct gggtaaaaaa tatccgtgga tttgcacacc 
tgcacaaagc acaccaagaa ctgctttttg aatcatctct cttataactg gttgcacttc 
catgatcata cacgtggcta gcgagtggta ggttaactca tatattgcaa tggggtggtc 
ttactcatgt tgtggtgcat aactggatta gaggaatgga cctgatgaat ctgttgatta 
tggcgcaact tgccaaacat gaatcttgac tggtacacga ctctgatgaa gtgc 



300 
360 
420 



530 



60 
120 
162 



60 
120 
162 



60 
120 
180 
240 
300 
354 
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<210> 8500 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<400> 8500 

ggtacacata gggcactgaa catcttactt ctcgtgagga ttactgagct cgctgcatgt 60 

gattcgtgtg ctcacactcc actgtttaat atgttactat gacacaccta ctaaaagtat 120 

gacagctcct cttgacctgg aagtgtgcaa ttaccatcac acgtggataa tgcaaggcgc 18 0 

tgctctcatt tcctgttact tatgactgtg acgtgaagtg agattatgca ctattaacaa 240 

atcatgatgg tggagatgaa agtgctcatc attacataca atgtgattga tacacagatg 300 

tgtgacggat tgctgggata aaaatatatg taagattagg actcctaacc gctggtttac 3 60 

tcaatcataa acagaacaat gatcaaaaca gaggtcacaa tactgcctga ggtggctggc 420 

atctctacga cgcacgagtg cactgtacac catgcctgca aacgga 466 



<210> 


8501 


<211> 


178 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) (178) 


<223> 


n = A, C, T ( 


<400> 


8501 



ccngggtaca tcccattgat gtcacttcgc aagagtgggc atgaccatat tgtgaatcta 60 
tgagtacgga ctattgagga ctaaactgga aggatgcaac tacacacact gtgaggaatg 12 0 
gctgcgtctc acactagtat gctttattac agggactgga oactggatag aanataca 178 



<210> 


8502 


<211> 


594 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) ..(594) 


<223> 


n = A, C, T « 


<400> 


8502 



cgaggtacag gtcacacagc acatcagtgg ctacatgtga gctcagacct gggtctgctg 60 

ctgtctgtct tcccaatatc catgaccttg actgatgcag gtgtctaggg atacgtccat 12 0 

ccccgtcctg ctggagccca gagcacggaa gcctggccct ccgaggagac agaagggagt 18 0 
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gtcggacacc atgacgagag cttgaaatct ggaccagttt attaaatggg atttctgcca 240 

caaaccttgg aagaatcaca tcatcttagc ccaagggtga aaactgtgtt gcgtaacaaa 300 

gaacatgact gogctccaca catacatcat tgcccggcga ggcgggacac aagtcaacga 360 
cggaacactt gagacaggcc tacaactgtg cacggttcag aagcangttt aagccatact - 420 

tgctgcagtg agactacatt tctgtctaaa gaagatgtga gtcctaagca gacttaaagc 480 

caagaaaata agaagaggaa agagagaggc ctgccctaac ccactgttgt gctgacttgg 540 

acaattccaa gtccaagagg actgtctact ttcgaccttg tgtgattata acct 594 

<210> 8503 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8503 

aggtaaatat cattgatgtg agtttcatac tacagcatgg atgtggtagt gctgcagact 60 

ggtgctgctt atggggcaga tacactagct ctgatgtcaa tgactggaac agtgtgattg 120 

gatgcctgat ggatgatttc ttagacatgc taaagtgtaa gtcagaccct gactcagt 178 

<210> 8504 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8504 

ggggcaggta acacctccag acctctttct gtctgagtgt atctagtttg ctgcttttat 60 

ttatgtatta tgttctcctc atgtacttgc tccttgctgc tgggagaatt ctgtcgttct 120 

ctttggccga tctcaaatcg tagaacccta aactacttcc tgcagtaact gccctggctt 180 

ggcgtctcac aaggcaatac tctcctcgtt ccagcgagga ccagagggta gcccagcctc 240 
ccagtgtagc tggactcc 



<210> 8505 

<211> 210 

<212> DNA 

<213> Homo sapiens 



<400> 8505 

aggtactgga cctaacctaa tgtagcacat ggggacacat cgatattaca acaaagtcta 
ttagacgacc acgaaataca taagcacata taatgctgat tgtaaataga tatccaaagc 
acctctgcta caaactacct ggctcgtgtc tgctgtatct tgccatccac atgatagggc 
atgtaacacg aactccagag caatctcctc 



258 



60 
120 
180 
210 
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<210> 8506 

<211> 321 

<212> DNA 

<213> Homo sapiens 

<400> 8506 

gtacttgtgt gtctacagtc acggttgact afccccactat gtttactata aatgaggctc 

tgtgattcac tgcatggcag caggtgatgg cattgacata ggccactgct tgatatgatt 

ttgtgcatcc tgtccagagg tcctggactt tatgagaggt atgtttaggc atttggttga 

catgctatct gtctacccgt gtccttacgt ctgggatcac atattccttc tgtgggtaca 

aattgtgtgt gatttctgat gatagggggt ggtgtataac tatttatctt aacactggtt 

gtatatatta cattggttta a 



<210> 


8507 


<211> 


290 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (290) 


<223> 


n = A, C, T < 



<400> 8507 

cgggcaggta cactcangaa tgtgctgcac aaactctatt cagttagcag tgatcacccc 
gtgacccaca cacaccttcg atataatcct acaaagtctt aacattaatt aacataatta 
aataagtatt tgcatctata aaaaatatac agaagaacta attgtggagt aatctgtgcc 
tccatttcaa tgtctgcttg tttcactgac attatcaata tattcttttc atacaaagtc 
ttataaaaag cgaaggaggg ctgagcggat acgaccagcc acacacaaaa 

<210> 8508 

<211> 371 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 
<222> (1) . . (371) 



<223> n = 


A, C, T or 


G 










<400> 8508 












cagntacaan 


cttttttttt 


tttttttttt 


tttttttggt 


ttggaacctt 


taataaaaat 


60 


aaaaaaggaa 


tgcaaaaaga 


acacaatgtt 


gaaaacttaa 


tattaatgtg 


aacctcacta 


120 


gatgttcaaa 


tctggtagag 


tgcaaatttt 


gttcatacta 


ttttacattt 


ttacaaactc 


180 


aaatcacttt 


ggttcatata 


ttttctataa 


actattggca 


aaaaaatcct 


caaatttaca 


240 
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180 
240 
300 
321 
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180 
240 
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ttcttttggc tacattattt ctaacagata tagatttact tccggtttcg gagagaaaga 300 
cttattgtgt gtgcgtgatc aagtctgttt taaagattca cacctcggcc gcgaccacgc 360 
taatcactag t 



371 



<210> 


8509 




<211> 


194 




<212> 


DNA 




<213> 


Homo 


sapiens 


<220> 






<221> 


misc 


feature 


<222> 


(1) . . 


(194) 


<223> 


n = A 


, C, T or G 


<400> 


8509 





ttactaattt acttagcaaa ctttatcctg agatttgcaa atttaaaaaa atgaagaatc 
aaactatatt ttcttttctg tttttttgaa acagagtctc cactctgtca tccaggctgg 
agtacctgcc cgggcggggt gttgtngtgg ttatgaattt gtgtgggtgt gaagtagaga 18 0 
ttagagatag gatg 



60 
120 



194 



<210> 8510 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8510 

tttctgtgta ataagagtga ctgcttataa ggagcgtgga ttgcgataga gtattgtgaa 
taaggttgtt tctacttaag tagatttgtg tataggcaag agtgatgtat ctttgttata 
gtttaggtgt atgtagttat tgataatagt gcagcgtttt ta 



60 
120 
162 



<210> 


8511 


<211> 


274 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (274) 


<223> 


n = A, C, T or G 


<400> 


8511 



agcaaaaccc acccaagcaa caactggggc caagaacggg gnaacccaaa taggcattac 60 

cccagaggaa ccgaattaag gaaaatggaa ttaagggggt ggcccaggat tttgacgacc 120 

aatttgatga tgaaggaccc cttccttgcc ttagggactg gcaaactttt ttaccatttg 180 

gaaggtaaaa ttgaaggaoc aatttcggta gtggaaggaa aacattggtt tgtattaaag 240 
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gaaaacaaag gcaatggttg acccgctttc gggg 



<210> 8512 

<211> 162 

<212> DNA 

<213> Homo sapiens 



274 



<400> 8512 

cttgatgatt gtactgtatg tgtccgtaga gctgatggct gctgtgttct atggacgttg 60 

gtggacgact gtctgtagat gaggaggaga tgaacagtgt ggggcaggtt tggaacatct 120 

tgatgaatct ttgcacgctc atgtattgaa atcttagcat ca 162 



<210> 8513 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8513 

tgtataatgg ccctggacca tcttccatgc tggataggac ttataagtgt gtaatacaca 60 

cgtactatgg gcaagatgga taaagactac tgcctacata acttgtatct atatccatca 120 

catcaaccaa tgataagtac gaatctatcc taattttaca aacatggaca cataacaaca 180 

aagatgtcaa tgtcctcatt caacagaact gaagatagat caaacgctaa accagactct 240 

gtctctattc cctcctgttg tgccacggtg catctctgcc gagacggtgc ctttatttag 300 

ttacaaaaca cacttgatgt atggcctacg cgtttaac 338 



<210> 8514 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1) . . (322) 

<223> n = A, C, T or G 

<400> 8514 

ctggtccaac agctgaggga tgttgaggga atactgtact gccactcacc gaattaacgc 60 

ctgcaactat cagagatgaa caacataaaa aaaaacaaga agagaaaaaa acatagttag 120 

agaacctctg catgaatcat gataagcaca tatagaagaa aaaagatata aacgtggtag 180 

cgtcaatccg agagacgaca tcgccatgcg gtattgccag caaacacata tggactggac 24 0 

agcnagacat ggatcataat gatgaatgat catgcgctac tagactactg atcaatgggt 300 

ggacatagca gcanacactc ac 322 
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<210> 8515 

<211> 786 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 

<222> (1)..(786) 

<223> n = A, C, T or G 

<400> 8515 

tttttttttt tttttttttt ttttttttag tttaaagact atttcagttt tagtcagact 
acttcagacc tcagactcca gacttcagac tccagacttt agacaacaga ctccacatgc 
cacacaacag actttcagac tccagcttca gactccagac tccagatcgc acacttcaga 
caacagactc tagacaacac actccagtct ccacattcca cacgacagac tacagactcc 
acactccaga caacagactc cacactccag acaagagact ccacaatcca gacaagagac 300 
tccacactcc agacaagaga ctccacactc cagacaacag gagactttta gactccagat 360 
cagacttcga acttcagatt cactccagac ttcagactcc agaccagact tcagactcca 
gacccagatt tcagatttta gacttcagac tccagaccag atttcatatt tcagactcca 
gaccagactt ctgacttcag acttcagact cctgacccct ggcaacatgc acatggcang 540 
cccttcactt agctggtaga aggaacacag gcttgggaag gagatgtctg atgttcactc 
cctgacgaca ctcttacttg cttcaatgat ctctctgagc cttgggtggc ccatctgcta 
aacaaggatg agttatttgc tggggatgct aggagacttc tgcctcatgc ctgcagtgct 720 
gctcatgttg cccccttgga attacttgtt caacttcttt ctttcccact agacggggac 780 
tttttt 

786 

<210> 8516 
<211> 338 
<212> DNA 
<213> Homo sapiens 

<400> 8516 

cgagtactct tagtagcgca cgtctttgtt gtatgccttt gatgggggct gctgaacgtc 
tttttcaagg atcatggatg tctcatggag gaattaaatc tcatgggtat tgattcattg 
cttcacgggg ctgaagaata atctgtgggt gatgtcctga ttgatgctga tatgacacat 
ctttgaggta agaacttgtt tatgtccttg aactggatgg gattgttctt tgtgacctca 
tgagtatata catgatgatt cagctgtaga catgtgtgac atctcttatg gttaacatgg 
aggtggacat tatacctgat ggggcgaaca gctacttt 

<210> 8517 



420 
480 



600 
660 



60 
120 
180 
240 
300 
338 
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<211> 274 
<212> DNA 
<213> Homo sapiens 

<400> 8517 

tgaggacttg atagcatgtg tgtgtggact gaaatgctta tctcttccgg agatgtgacg 60 

aaacgcctgg tgtgtgtttg tgtttgggct gagactgtat agagctggta gtttgtagca 120 

tgtgagagat tggagtgagt ctgtgtggct taactccttt ctcgttcgtc tgcgcatacc 180 

ggcatttagt ctcgtgggtt gattatggaa cttgcatgtg aggctggata ttgatgagct 240 

gtgtgtagtg cggctgatgc ttaatataga gtct 274 



<210> 8518 

<211> 610 

<212> DNA 

<213> Homo sapiens 

<400> 8518 

gaagaagtcc tggcaaaaat cagctccaca tccacagatC' ggctcacagt tctcaagacc 60 

aagccacagt ctatacaaag ggatatcatt actgtctgca acgaccctta cacgttggcc 120 

cagcagctga ctcatataga gctggagagg ctcaattata ttgggccaga agaatttgtt 180 

caggcgttcg tgcagaagga ccctttggat aatgacaaga gttgctacag tgaacggaag 240 

aaaacacgaa acttagaagc ttacgtggag tggtttaatc gcctcagcta cttggttgct 3 00 

acagaaatct gtatgcctgt taagaaaaaa caccgagcaa gaatgattga gtatttcatt 360 

gacgtagctc gggagtgttt taacattggc aacttcaact ccttgatggc gataatctct 420 

ggtatgaata tgagcccagt ctctcgacta aaaaaaactt gggccaaagt gaagactgca 4 80 

aaatttgaca ttcttgaaca tcagatggga cctttcagcc aatttctata attattgaac 540 

agcttttcgt ggggccagca caaagtcttt aactgctcat agtagttaag aaaagatggg 600 

gatacatttc 610 



<210> 8519 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8519 

taccaacaac tcttggtaaa gatcacctcc gcatgcacag agtgcttgac atgtgctgga 60 

tatcacgctt gtcgctatac gaagggatgt gattactgtc tgtaacgacc cttactcgtt 120 

gtgtcaataa ttgactcatc tagacgtgga taggctgatt ca 162 



<210> 8520 
<211> 466 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> misc_feature 

<222> (1)..(466) 

<223> n = A, C, T or G 

<400> 8520 

gtacttgata agttgattct aaaatacata tgaaagtata aaggaacaag aatagccaaa 60 
aacttttgca gaaaaacaaa ttangaagac ttgctttacc aaatatcgag atatgtgttt 120 
ataggtaatt cactgagctg acattaatgt gttgtgtatt tttttggtca gagttgatcc 
ttactngaga gtgggtatgc atgagtgtgt gtatgtgaga gtgagtgtgt gtgtgtgtgt 
gtaaaatgga ggagaggact aaaagtgtga ctagaagcag ctggaagtag canngagagt 
ggaagttagt cccctcgagt gtttgcaaag taagacatgc ctgcccagca ctcttcctag 
tgtatagtgg ctacaaatag agtagagaac agactccagt cctcaaagac tttcagtctt 
gcgagtcaac tcagactcaa atgtagaact gggaaggaca gtgccg 



<210> 8521 

<211> 210 

<212> DNA 

<213> Homo sapiens 



180 
240 
300 
360 
420 
466 



<400> 8521 

atgcacagtg cacatatctg gtacaagcta aatctggggc gcatcacagc caatggtaaa 60 
ttctacagtc ccttctctta cggatcataa tgccttgatt gtaagcgctg cacatacctc 
agggtcgcca tctactgtag ataaaaaaca actgtggatg actataacgc catgtgcagt 
ctcatggggt agaggcttca ctcgtttaac 



120 
180 
210 



<210> 8522 

<211> 514 

<212> DNA 

<213> Homo sapiens 

<400> 8522 

tgcacattag tacatttttc ttaatggtgt aatacttgcg tgtagctgaa ccaatcatgg 6 0 

atactaccat atcataaaag aacatgacta tatctccgtc tatcatccat taaactatta i 20 

cctttcacag ctaaggcctt gacctatgcc tgaatgatgc tgttacataa gctgagataa 180 

tacagccatt tctgtgtcat ccatcaggat aaacagtatc cacgttctac gagctgtgta 240 

gcgtgcaacc aatgccagga gtacatactg tatgctgtgg tcggagcttc tgctaaccac 300 

tctatcatgt ggaagatgga taatagctta tgggggaagc cagacaagat tgataaaacc 360 

actataggtg cattgacatg tctagctatg tggtgaggaa tgtgactata catcgtgtga 420 
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tgatagttgg gaagtatgcg ctcaatatag gccatctgct ggtctgacag aatctcagac 4 80 
gtgaccacgc tacgtaccag ccacggccgg ccgg 514 

<210> 8523 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<400> 8523 

acttgataca ggctctgaca ccagatgacc tgtagagtgg ccacagaagg tgggcaacac 60 

actaataggg tacggtggaa aaacatatgg cggagagagt gacatgatga tgatttcatt 120 

taggaagatg actacaaatc tatcataatt gtacaatgta cgtactccta gcatatcgcg 180 

tatatgaccg tcgatcattt caacagaaat gaaagcatgg atgtcacgct acactgagcg 240 

taatgtatcg gatgcgctgg ctgtttgtgc gcgctgctgc agtcgtgtgc acgtagcggt 300 

gtgcgctctg acttgacgta ac 322 

<210> 8524 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8524 

agtacttgtt tggtggacct gaacctgatt ctctgtgaca gtggcgacta aaattgtggc 60 

accgcactta ctgtgtacgg aggaacaaac agactggcgt aggcactggt ctgtgcatgt 120 

ttgcatctat aaaacagact acaactgtat cgtgattcta cgtggtcctc ggcctggcac 180 

actgtaatga gtgctgaatt cgtaggacag 210 

<210> 8525 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8525 

agtactggtg tgttgaatcg gaaacctgat ttactgtgca gatggccgag ataaagaagg . 60 

gcacgtacta atagggcacg gaggaacata gagacgagcc tatggcacta gtaaatgcat 120 

gtattgcatg tataaacagg actacaaccg tattctgatc ctacagcggc ccgacgcc 178 

<210> 8526 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8526 

aggtacacac tatgctgatg gcacttagta agtccagcgc atagacgaga cagactacac 60 
tagactctaa aatctgcaca cacttcacga aaattgaatg gtatgtggag ctgagaactg 12 0 
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atgagagtga tcagatcact tcattgcaac agatatgccg tcagatgacg aggcacctgt 180 

tcaactgcta agagccagac gtgccaacat gtctttacat aaatgggcat atgatgaccc 240 

acgagaaagg acactaagtt acactgtgaa ccgtatgtca tgaatgccgt gtagatgacg 300 
accaag 



<210> 


8527 




<211> 


626 




<212> 


DNA 




<213> 


Homo 


sapiens 


<220> 






<221> 


misc 


feature 


<222> 


(1) 


(626) 


<223> 


n = A 


# C, T or 


<400> 


8527 





<210> 


8528 




<211> 


690 




<212> 


DNA 




<213> 


Homo 


sapiens 


<220> 






<221> 


misc 


feature 


<222> 


(1) 


(690) 


<223> 


n = A 


C, G or T 


<400> 


8528 





306 



tgcaccataa tccctgacgt agatgaaatg ccagtgtcag gagaatgcag acatactcaa 
tgacaacata nattataaga tgaccactga agtcttggag gctgaccatg atgtgcaatg 
atgagaatga taaaataaat aacaatgagc ttgatactgt tgaatagatg ttgcagctag 
acaagoaaaa atattgagaa agctcaagaa attcaataga aaatgtggga cgagttagat 
ctatggcatt ocacactaaa tgtagctgga ttctgaaggt tcagacattg ttgaacagga 
gccaggacac gctcacgact ggatggataa cttgatgatt gctttccagc agtatcagca 360 
ggtatcacag agagcagagt gtagaacctc acagttgaat agagccacag ttaagatgga 
agaatataga gaccttctga agagcactgt agcttggata gaanatacca gtcatttgct 
ggccaatgct gctgactatg actctttgga gacactgagt caccatgcta gcactgtgoa 54 0 
gatggcttta gaagattcag aacagaagca caatctgtta cattgaatct ttatggatct 
agaagaccgt gaatagttta tgaaac 



60 
120 
180 
240 
300 



420 
480 



600 
626 



gcggcgcgga ggtgannnac catagtgccc tggcanaaga ttgaaatgcg ccaggtggna 60 
aggaatgtca gaaaagcttt ataagacata gatgagaaga ttancaatga agtcttaaaa 120 
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agctcaccat catatgcaat 


gangtagaaa 


aatagaagaa attaacaatg ggcttcataa 


180 


tgttgaaaag atgttgcagc 


agaaaagcaa 


aaatattgag aaagctcaag aaattcaaaa 


240 


gaaaatgtgg gacgagttag 


atctatggca 


ttccaaacta aatgagctgg attctgaagt 


300 


tcangacatt gttgaacagg 


acccaggaca 


ggctcaagan tggatggata acttgatgat 


360 


tcctttccag cagtatcagc 


aagtatcaca 


gagagcagag tgtagaacct cacagttgaa 


420 


taaggccaca gttaagaatg 


gagaatatag 


tgaccttctg aagagcacnt gagcttggat 


480 


agaaaatacc agtcatttgc 


tggccaatcc 


tgctgactat gactcttttg agacactgag 


540 


tcaccatgct agcactgtgc 


agatggcttt 


ggaagattca gaacagaagc acaatctgtt 


600 


acattcaatc tttatggatc 


tagaagacct 


gtcaataatt tttgaaacag atgaattaac 


660 


ccaatccata caagaagtaa 


gtaatcaagt 




690 



<210> 8529 

<211> 562 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1)..(562) 



<223> n = A, C, T or 


G 






<400> 8529 
gtacaccata gtccctgcag 


acattgagat 


cccaggtgga ggactgcana agagctatat 


60 


acaacataca tgataaggag 


atcagtgaag 


tcttgggaag ctcaccatca tatgcaatga 


120 


tgagaaaaat agaagaaggt 


aacaatgggc 


ttcataatgt tgaaaagatg ttgcagcagg 


180 


agaagcaaaa atattgagaa 


agctcaacac 


attcaaaaga agatgtggga cgagtcagat 


240 


ctatggcatt ccaaactaaa 


tgagctggat 


tctgaagttc gagacattgt tgaacaggac 


300 


ccaggacagg ctcaagaatg 


gaggataacg 


tgatgattcc tttgcagcag tatcagcgag 


360 


tatcacagag agcagagtgt 


agaacctcac 


agttgaatag agccacagtg aagatggagg 


420 


aatatagtga ccttctgaag 


agcactggag 


cttggataga aaataccagt cattggctgg 


480 


cgaatgctgc tgactatgga 


gtcttggagg 


acactggagt caccatgcta acactgtgca 


540 


gatggcttgg gaagatcaga 


gc 




562 



<210> 8530 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8530 

tacactgtgg aagctgcagg agtggtgacc gcactcggtg gactgtctaa ggactactga 60 
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atcattatct agacaacaca accagtgagt ctgtgagacg gaagcactat aagcactgat 120 
gtagtaatga taaaggaagg taacatatgc agcttcatga atgctgtaag aagatgtagc 180 
gacaagaagg aaga 



<210> 8531 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<210> 8533 

<211> 178 

<212> DNA 

<213> Homo sapiens 



194 



60 



<400> 8531 

actgtgggtg ctgagtagtg gactggaccc gatggcctgt taagcccatc tgtatcagtc 
gaacaacaca gccatgtagt tgtagcaggt tgaactgaca gaatggctgg tgtcgcgcag 120 
ggcagtacat aacctgaatc gcttatgcat gtgttgccta gacacagaga agcaattcaa 180 
taaagtatga cccc 



- 194 

<210> 8532 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..{402) 

<223> n = A, C, T or G 

<400> 8532 

acacggtggg aggctgagta ggggtgacga acctgcattg actgtatata ccatctgtca 60 

cattatatcc aacacaagaa tatacactat agcaggttga aattatacaa tggatgttgt 120 

atctcagatc tgcacataac ttgcacaact aattgatgct tatataaata cataaagaat 180 

aaatangaca ataagtcaca cttgaatata cgttatgtga tgatgagagc actgagagtg 240 

cgtccagatg tcctcagaac atcactgagc aggaatgagg tggctaatac tctatccact 300 

cagacataac agacaaacga ggcacacgtg aacagngacc gaggatcctg actagcagac 360 
tagggttgcc agattcaaca gaaaaaaatc caggattgac ac 



402 



<400> 8533 

gctcaattga tacataggta aatatacata acccagattg ctactaatag accaaaacat 
cgacatatgc ctattgtcac gtatatatac tactggcata gtgtatatct attgaaagtt 
gatgggatgg cacttcttgt cggataactg acacaaaagt gagggactca tagcaata 178 



60 



120 
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<210> 8534 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8534 

agtgccactg agcacagagg acacatacct gaccgatatg tgactaagat ctcaacctac 60 

gacctgtggt cattgtaacg gtatctagat gtggataagc gaccatcaca ctagactgtc 120 

gtgctatggt cccgctggta gggacctctc acctggggag tgccgactaa gcttcctc 178 

<210> 8535 

<211> 450 

<212> DNA 

<213> Homo sapiens 

<400> 8535 

gagtactact gaaatcaaga atacatgtct gtcggatagg tgacagagta actctacgca 

gaacgtgagc acgttggaac ggatgcagat atgtacataa gagaacatca ccaaagagct 

cgtggcccat cagcgcacgt agaagactaa catactagtg aacgaaagcc cataatgcac 

ctcctcaatg gttaggcctg tagcacacac tcgcttgaga ccctgacccg ctaatgctac 

agacccgaga ccaccggcac cctgtacctc ggtcgtctcc acgctaatca ctactgaata 

cacggacgcc ggctagtcta cgatatgggc atagctctca acggcgctgg cagcatgagc 

tgagtattgt atagtgtgat cgaaatagct aggcgtatgc atggacatag ctgataactg 

tgtgaataca gtatacggtt gaaggtacct 



<210> 8536 

<211> 161 

<212> DNA 

<213> Homo sapiens 

<400> 8536 

gtgccacggt gccggaggac acatgcctgg cggatatgtg gactcagatc tcaagcgaga 60 

acctgggcca ggcgctacgg atgtagatgg acataagaga ccatacacac agacttcgtt 120 

ccacgtccac gctggtggga aacaatcata ctggggaacg a 161 

<210> 8537 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8537 

atgtgctgcc gatgtcataa gtgcatggct gttgggatgg ccgcagaagt ggctcgaaca 60 
gacagtttat aagccggtac agttaggtgg agcacataaa caaaaaacac acaggagttc 120 



60 
120 
180 
240 
300 
360 
420 
450 
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tttccacatc atgacctcgg tgaactgaat cattgtgctt actatggctt atgtctacac 180 
ccactcgagt atgaccatac agaaccatac tcagcagaca gacgaa 2 26 



<210> 


8538 


<211> 


370 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (370) 


<223> 


n = A, C, T or G 


<400> 


8538 



<210> 8539 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<210> 8540 

<211> 178 

<212> DNA 

<213> Homo sapiens 



<210> 8541 
<211> 194 
<212> DNA 



ccgacgtgtg cgtaaagacg ggtgtcagta cagactgtga tgaaggctgt tggagagact 60 

ggctggaagc gtatatgacg ttgtacaaga cgtgatacac atagataata tatacacgct 120 

gctaactgtg acacatcatg ataatgtact gtacccgtgg tgttgtgctc tagcttgctt 180 

ttgcacgcac atngagtacg taacatagat cctgaacatg gactgaccag atccatagta 240 

gaatctgaac ttgtacatct cggcgcatac agtgcatata tacacatgat gctgagccan 300 

cacacaaggt gctgggagct gtggactaga cctactggca gctgctgact caggaacgga 360 
gcatgagtgc 



370 



60 



<400> 8539 

atatcggtag tagcagtgca ccgcgaatag gtgttagctc aagaacgctc tgacatgcta 
cgcactatac ctgaacagcg ccggggagga tgaggggctc atgggcaaga tcagcgtgga 120 
ggactagaag aaagttctgg acaagtgata tgaagtttta ta 



162 



<400> 8540 

actatgagat atggacacag acggtgtgag tgtgtgtgtg gggaatgcga aagcgggttg so 
ctgcttggtg cgttaggtga taaggcaaac tagctgaagt gtttatogtt tgacattaca 



120 



gtgttgtttg ttagaagtgt gatagctcat aggtggtgac taatattgtt ttattgag X78 
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<213> Homo sapiens 
<220> 

<221> misc^feature 

<222> (1) . . (194) 

<223> n = A, C, T or G 

<400> 8541 

taaactagac ccaaaccacg acactcctca tcacgcaccc caccaggtaa cagccttaac 60 

gctgcataca aagtggtaaa gcgaagggca cgcaacctca tataaagaga cctgtgtgat 120 

cctcactacc cagcgactgc cggataacac aatcaacacc tacaccatca cggcaangac 180 

tacacgcaca gcca 194 



<210> 


8542 


<211> 


226 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (226) 


<223> 


n = A, C, T or 


<400> 


8542 



actacatgat gcacanaaat actcgcacta aaacaacaca cataatcacc actattgtgt 60 

tctatgacat acatgtgtta cacatgatca tactaatgtt aataaggcaa tgtaggtaaa 120 

cactgcgcat acgaaatgcc acctaaaacg tgcaagaaag aaggacagtg gggaggagca 180 

aggacacaat aagcagctct tgaaaggaac caatgaagca cctata .226 

<210> 8543 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8543 

tcaggcggat ctaaatagat tagttaagaa aaaagatatg ggtgtgatag tccgcagtga 60 

gatgtggtgg gggagtgtgg cttgcgtgga gaatgggtgg ttttgaagac tgagtgggta 120 

tggggcgggg gagggagagg cgtgggtggc tgtgggggta tggggggcgg ggtgacgc 178 

<210> 8544 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8544 

gtggttattg ttgcagtatc ggcatgttaa gatgaaacta ttctgccatc ttactattat 60 
tgtatgtgtt ttcatacatt ggagttgggg gatggtttat gttggattac ttaaagtaaa 12 0 
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taatacttaa aatccaaaaa aaaaaaaaaa aaaaacaaaa aagcttgtac ctgcccgggc 
ggctgctcga tactgatggt gtagtgtggg 



<210> 8545 

<211> 610 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (1)..(610) 

<223> n = A, C, T or G 



180 
210 



<400> 8545 

caggtcacac agcacatcag tggctacatg tgagctcaga cctgggtctg ctgctgtctg 
tcttcccaat atccatgacc ttgactgatg caggtgtcta gggatacgtc catccccgtc 
ctgctggagc ccagagcacg gaagcctggc cctccgagga gacagaaggg agtgtcggac 
accatgacga gagcttggca gaataaataa cttctttaaa caattttacg gcatgaagaa 
atctggacca gtttattaaa tgggatttct gccacaaacc ttggaagaat cacatcatct 
tanncccaag tgaaaactgt gttgcgtaac aaagaacatg actgcgctcc acacatacat 
cattgcccgg cgaggcggga cacaagtcaa cgacggaaca cttgagacag gcctacaact 
gtgcacgggt cagaagcaag tttaagccat acttgctgca gtgagactac atttctgtct 
atagaagata cctgacttga tctgtttttc agctccagtt cccagatgtg cgtgttgtgg 
tccccaagta tcaccttcca atttctggga gcagtgctct ggccggatcc ttgccgcgcg 600 
gataaaaact 



60 
120 
180 
240 
300 
360 
420 
480 
540 



610 



<210> 8546 

<211> 311 

<212> DNA 

<213> Homo sapiens 

<400> 8546 

cacatctgta gactacgtgt tgcgtggaga aggtgtctgc catgtacgct gtgtacttct 60 

acggcttcaa cttgatttag cgccgtggat gatgaggggc tcaggggaag aatgaatgaa 120 

gattgatgaa acattgtgtt ggtcaagtgt ggagcatggg tgtcgtggct ggacgcaact 180 

ttgttggctg acaatgtgca gtttaagcac aacaagaaag agctgaagca cgtgtgtaac 240 

accatcatca gctgactgtt gctgagatgt agagcggctg tacctcggcc gcgaccacgc 300 
taatcactag t 

311 

<210> 8547 
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<211> 306 
<212> DNA 
<213> Homo sapiens 

<400> 8547 

caagcttttt tttttttttt tttttttttt tttttttgga attttaaagt ttttttattt 60 

tgaattaacc aatttaaaaa atgggctggg gttaagggtt ttaaaaaaaa aaaatagtgg 120 

taaaagggcg gtttaattta ttttttgctt gtaaaaacgg gaaaaaaagc aggttaagtc 180 

cttgccgggg ggggggttgg aaataattat ggaatttggg ggggtttgga gggggagctt 240 

agggggaagt tccaaagggg tgggttgaaa agttggagtt ttttttgggg ttgtttaaaa 300 

agttgg 306 

<210> 8548 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8548 

cactctgatg gtgctattat tgtggcagtc tctttccttt atttgaactt atctttgaag 60 

aaaagaatat ggcagatgct gacatagcat atgaacatta agttgaggag tctttattag 120 

ctaaatagct caaaatacag gtggtgaatg ttgagctgcc tattgatggc atataggaat 180 

gagagatacg tgaa 194 

<210> 8549 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8549 

agttggcaaa agttcactct ggggaatttt gtgtgtgtgt gtgtgtgtgt gtgtgtgtgt 60 

gtgtgtgtgt gtgttttggg aaggggtggt tgaggaagaa gagtgctagg ctggtgtttt 120 

cttactccaa aatggaaata ctgcccttga ttcattctca cacgttatgt gaaaatacat 180 

catagcagtc ttggaaaaga tctacgtctt ggttctgttt agattt 226 

<210> 8550 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8550 

tgtcgtttgt ggggtggttt gtgtgttttg gttgtcttcc tgattctggt ctggtttttc 60 

tctttttggt gtttttctat tgtcgatgtg gtggtgttgc ttgtttctgg ttccgttggt 120 

gttgggttct ccttcgtggt gttggttgtg tgctgtgtta ctgtttttct ctctgctg 178 
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<210> 8551 

<211> 546 

<212> DNA 

<213> Homo sapiens 

<400> 8551 

caggtcacac agcacatcag tggctacatg tgagctcaga cctgggtctg ctgctgtctg 60 
tcttcccaat atccatgacc ttgactgatg caggtgtcta gggatacgtc catccccgtc 120 
ctgctggagc ccagagcacg gaagcctggc cctccgagga gacagaaggg agtgtcggac 180 
accatgacga gagcttgaaa tctggaccag tttattaaat gggatttctg ccacaaacct 24 0 
tggaagaatc acatcatctt agcccaaggt gaaaactgtg ttgcgtaaca aagaacatga 300 
ctgcgctcca cacatacatc attgcccggc gaggcgggac acaagtcaac gacggaacac 360 
ttgagacagg cctacaactg tgcacggttc agaagcaggt ttaagccata cttgctgcag 420 
tgagactaca tttctgtcta aagaagatgt gtgagttccg tcctttgtta ttatttttaa 4B0 
tgtcttaaga tttatttgct taccgtaata ttgacttatt taaagtgtgt aaatcaacca .540 
ccttta 

546 

<210> 8552 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8552 

tatatgcgga gatggactct actctgcttt ttcctatagg acttcatgtg tgtgtgtgta 
tgtgttaaag atgtgttgtt ggtttccata agggaattct ggaaatcaaa tgtggtatgt 
ttatgtgtac ttgtaatcag gttgtcagtc ccttgctgat atggctttgt tttgtgtaga 
tacgaaggaa tcttaatctt cggggtggga tgaagagaga attatctata ttctttgaao 
gcgttgtttt aagaatca 

<210> 8553 

<211> 626 

<212> DNA 

<213> Homo sapiens 

<400> 8553 

atttaaaatt agtocccttt atgcatttta ctctacatgt gttatccttg caaagaaaaa 60 

gactgacatc tttgagagca agagtttttg tcttattcac ctctgtataa tttccaacat 120 

cgtgctttgc acattggaca ttcaaaaaat gttatacaag attgactgca tcaatactgg 180 

agtgttgtgt gagggttagg tgctgaggct gagaagtgta tgagggagac ctgagattaa 240 

acctgccaca taaagtggag agaagtagca aggtcagggc tatgaaataa tcccaaaaac 300 

tttagaattt ctacataata cagttgacac tactattctc aatagagctg ctttcagtct 360 



60 
120 
180 
240 
258 
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caaagggctg tggtatgtgt gcgtgtgtgt gtggtaaaaa agggaagcag caggggaagg 420 

aagagaagtg tgatttcaca agacttaagt aatcttgtca ttgctgcttt ttctgccaga 480 

aaattattac cttcccttta aaaatcattt tcatatacat tttactaact tccatgtcaa 54 0 

tttcaccctt ttttttctaa taatagctac tatttattcg ggaccaacta gtatacttag 600 

gactatgctg ggtgctggag tgccaa 626 

<210> 8554 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<400> 8554 

agacacgggg tgactgagga ggaagttaga cggaggacag ggaacgaagg ggaggcaaac 60 

aagtcacgtg agatatggac caattgctta aagatgctac aacacatgtg gaaaagtctc 120 

tagcatgatg gcagggagtg gggcgatgta tggatactga ttgcaatgcg cactgagtca 180 

taatctgggc aaaccatgag gccgacatct atatccgaag agcggaaact acagggagga 240 

tgtgttcggt gctgactatg tgaatgatct aattccacca gagctgcaag ccatggacca 300 

tggtcatgca gaggaagatg cctaccacac gctaaggata aagccagatg acctgatatg 360 

tgacatggga gtctaagatg tctgctcctt gttctacata tc 402 

<210> 8555 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8555 

gtacaagctc ttacttctat tgatcctgta tgatctttca cggttctttc ttgggcctca 60 

aaaagagaca cttattaata gaaaaaaaat gacaaggatg tccatccttt ggctcccttc 120 
cctcccccct cctgctgctc cctaaccccc actatattga gccatggctg gggctgggtg 180 
gcaggacagc ccaaaacatg agggcaacaa cattgagggg cataacacta atggaggtgt 240 

agcataaggg cccaatggct cgattagacc tctggtctct cacagatatt 290 



<210> 8556 

<211> 658 

<212> DNA 

<213> Homo sapiens 

<220> 

< 2 2 1 > mi s c_f e a t ur e 

<222> (1)..(658) 

<223> n = A, C, T or G 
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<400> 8556 

cagtctttct tcagtgggag cccaggattc tgaatctacc tctttaacag atgaagatgt 60 

ctgccatgag ttggaaggac ctatctcctc tcaagagacc agtgctactt cagggactaa 120 

gagaattgat ctcagccgaa taagcctgga aagttctgca tccttggaag gatctctgtc 180 

gaagtttgcc ttacctggga aatcagaagt gacatcttcc ttcaacgcga gtaatacaaa 240 

tatcttccag aactatgcaa tggaggttct catctcaagt tgctctcggt gtagaacttg 30 0 

tgattgtctt gtccatgatg aggaaatcat ggctggctgg acagcagatg attcaaatct 360 

caatactaca tgcccattct gtggcaatat cttcttaccc tttctgaata tagaaataag 420 

agatttaaga cgacctgnaa gatactttct aaagtcaagc ccatcaacag aaaatatgca 480 

ctttccatcc tccatttcaa gtcagacgga gcagtcttgc atttcaacat cagcctctgg 540 

tcttgacaca tctgctctct ctgttcaagg gaattttgat ctaaatagca aatctaaact 600 

gcaggaaaat ttttgcaccc gaagtattca gatccctgct aatagatcaa aaacagct 658 

<210> 8557 

<211> 546 

<212> DNA 

<213> Homo sapiens 

<400> 8557 

acacgtgcag catgtcagct cagagcaaac gtaggggcct gcggccaaga tcagtgtcca 60 
ttttggccat tacatatgac ttcataaagt gactttgttg gtctgtgatg ccagctctct 120 
gaaatgtgca cactaacata aactgggatg gaatacggtt cgtgtgacag actctggaac i 8 0 
aggctctgtg gtaccagcat atatggagga gcaaaggacc ggagctgaga atgagccatt 240 
ggcgatatga agaagagctg ggtggtgcac tcgggcatag atcgccaggc ttgtatattg 300 
cacgtgtcgc atgctctagg cacgttccac tgccaagtgt gactaggaaa atgaccacac 
cgatgtatat aatgatgagg aatatggagc ttgcgagcct actgtggaca tggctgtgga 
gatgatgggt gagtactgta tcgaggccaa gcacagatag tctgggacat ggtaatgaac 
gagtcggtca cgatacagat gcagatgtta tgcagcatgt cagctgtact actatgagac 
gacgga 



<210> 8558 

<211> 450 

<212> DNA 

<213> Homo sapiens 



<400> 8558 

tgaatttgga taatatgtga ctgaaacacg agtggcaata aaaaagcaaa catgaactct 
ggggtttaat agatcattac atcagtatca tagaccatgt gactgtgggg cttataactt 



360 
420 
480 
540 
546 



60 
12 0 
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gtgtagccta atgaagtgcc aaaaaagaga attatgattc aaggggagcg gatgaacacc 180 

actattacag ttacagttta tgctgtatat ggattacatc aaacaaacaa agaacttgct 240 

tgcgaatata ttatatatgc tctgtgaata acggatatgt atgtagtaga ctgtactcat 300 

gctaatccaa aatgctcagc gatatataca cgaatgcgac tggacaaact gattccttca 360 

gttactgatg gaagggcggc acgatcttct gaatatattg catacctgac atactgacgg 420 

gaagaggaag tgatgagaag cctataaaaa 450 

<210> 8559 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8559 

cacatgggga ttatattttg tattggcaaa atgagaccac agctggcctg ccatcagatc 60 

aacataaaaa ccagtattat ggtatatgag atgaatggat agaggtgggg tttattcctt 120 

attatagaga aacaaatgta tgtcttcatc agtcttatta gggacatgaa tagacgaatg 180 

tacaagtggc ttgcctacga gcctgtgcgc ttggcctacg agatcaatag ggggagacag 240 

aaggaataaa cgatggggtc tggacaactg aggt 274 

<210> 8560 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8560 

acggggggag gcctttcgtg cgagttttgc ttcacaagga aattagctgg aaaaggcttc 60 . 

ttaaagaaac acaagggaaa aggaaatagg gcacaaggta ttattgaaat tcttttaaag 120 

agcagtagga gcttgaaagt ttagaacctc cattatgaat tccaaccacg gaaaagcc 178 

<210> 8561 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8561 

gggtacacaa gttcatacag acatctgtca tattctgagc agcacatatg agagaagctt 60 

tgtgttctcc ttgctctctt gcatgtttgt tttgagcttg tggctccaca gagactctca 120 

tggatttatg acaaaattgg catgcgaatg atttttgaat cataacttgt ctattattat 180 

gctgtagtgt ggta 194 

<210> 8562 
<211> 322 
<212> DNA 
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<213> Homo sapiens 
<400> 8562 

actactgtag tactggaatt tttattgttt taaatgggta gaaaaatggt aatataataa 60 

tatatgatat ataaacttta aatgaaaaaa aatgatgtat tgtagatatt tgatgtagtt 12 0 

ttatttttta aattaatcat aaatcagact ttgattgtat tgtagtgata tatgactttg 180 

aatatattat aaatgggaaa tgttgatttt ttaataatag acttatatgt agggtgttgt 240 

tgcggttatg ttgtgtgagt gaagtgtttg gttttattta gtgtggtggg gtttatttaa 300 

agaaaaagaa ggtagtatta gg 322 

<210> 8563 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8563 

gtgctactgg gaacataatg ggtcaggtgg ctatctaaca cgaatgatca atgtgactac 60 

atctgaacat ggtgttcagt gtgtgagact cacacagagc tttaccaggg tgtgaagatc 120 

tgctgtgtgt gcgagcttct tctattaatt aggaggactc tgtgatggac tgacctggat 180 

ggcatatata tgggtcgatt gcctcagcag atgagtatct gcagataaag cgacgttatg 240 

aggtaggtga agatcaagac aacaacatac cttatttggg acgactgagt atacacagtt 300 

aatgagcata aacgaaatgt tatatatgat gagtgagctg atggcgagaa acag 354 

<210> 8564 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8564 

gttttttttt tttttttttt tttttccagc tcaacccttc tttaatgtca tccagggagg 60 

gggccaggga tggaggggag gggtggagga gcgagaggca gtgattgggg ggtgggattg 120. 

accacttgtg ccatgaagag gggagactgg gtatttgggt caatcatata aaaagacaag 180 

ggggtgggcg aactggacct ggggggggat aggacggggc atgggc 2 26 

<210> 8565 

<211> 370 

<212> DNA 

<213> Homo sapiens 

<400> 8565 

acagaggacg ggaacaacaa agagtctgtg aacacacatg caaaaaaact ccataatctt 60 

atgtacgcag actgaataat gatctgctgg gatgggaaaa tgacgcaaga acacggatgt 120 

cacgaaacat accgtataaa cgaggtggtg aatgaatgta aagaaaagct gtacgtagtc iso 
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ctgcagagga tgtaacatga agatcaagca gctgataagc tggcagatga catcacacaa 2.40 

tacataacag cctgcaacaa ttatatcaga tagagagaca gaacattatg atgaggaaca 300 

atgaaatgat agtgatacag acaacgatgt agagaccata gcttgaaatg atggaagaaa 360 

gtgaagtgaa 370 

<210> 8566 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8566 

caactaggaa atatcggaga atgagactca gaagtatgct atgggatgct accttgaagt 60 

cagaataacg ctgtgtttac catggaataa acgttaaatt actgttgctt tttggataag 120 

tatgtattac ggcatgctgc acgataacac cttgtcgatt taaatttgat tttttgtttt 180 

cgtccatcta atgcattaca tgctcatctc gaaagactta aaatat 226 



<210> 


8567 


<211> 


194 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (194) 


<223> 


n = A, C, T or 


<400> 


8567 



acggatgatg aaatgatgac atcatctacg agtgcatgct tgtaaaggac agcttagaac 60 

agtcctatat gaacaatcac acctatcatg actggataaa ngaggcctag cgttgggact 120 

gatacacaca caacaacaca gtgaagatgt ttattngagt gtatttattc tgatgccata 180 

ggtaatgtag tttt 194 

<210> 8568 

<211> 578 

<212> DNA 

<213> Homo sapiens 

<400> 8568 

ggtacaatac gtgcatcatg actgtcatta gaaacttggg gctatgtggc caagttcact 60 

gttcattttg gtttttccat tttcattcag aaagtccctt tgttggtctg tggagaaata 12 0 

tatatggaag tgtcacagta acatacactg tgatgtaatg tgttttatgt actgtttttg 180 

agacaggctc tgtgacagtg atcatatgat ggaggagcat aggacgagag cagagaaaga 24 0 

gtcaagataa agccgaacaa gaccggaaat ccggaattgt gcacagatag ataaggctac 300 
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cctagtcagt gacgcaggat acagaagtgc ttgatctact gtgcttaggt gttttattta 360 
tatttagatg aaaaaaatga taaccaccat ctaaagtcac agagatgctg tgaagagatg 420 
tggaagcaat gtgagtgttt tgataataac ataaaggact gaaagggggg aaatagtagc 
ctataaagta gttaaggatg catatgaaca taaaaaaaca gagcaagaaa ccggaaaaaa 
agaaaaagaa ggagggaacg aagagcaaaa aaaagaga 



480 
540 
578 



<210> 8569 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8569 

aaaaaaaaaa aaaagctaga acaagtccta tttgtttttt ttcttttttt gtaatgtgtc 60 

caatttattc aagatactcc aaatcaaaaa cagggcacaa caccaagccc gcggcccaac 120 

acgcgacgga caagctgaaa atgtttttta agcaagtggt gggtattttt gttgaggcgc 180 

gacgaagaga gaacaaaaaa ccacacaaaa caaacaacga aaaaga 2 26 

<210> 8570 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8570 

acagtcacag atgaaacaac atttgtaagg accatttatg taaactgctg agatgttatg 60 
ttttcatttt ggttttcaca gacacattca agctctgtcc gacatgccat taaagcactg 120 
gctcagaccg cacgcatatt ttcatttttt aagtaactgg taagtatttt ttttctcaca 180 
aacgcacacc ggta 

194 

<210> 8571 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8571 

cagggactcg ggctaagatc atgtgaatcc agtggatgtg ggtcagatat ggacagtgtg 60 
tgactagttg cattaatcta tgactgaatg ctgagacaca cctggcggta ctagaaggaa 120 
tgaacccaca aaggaacgca ccagcaatgt gttcatgaca catatgatgt tttttagtat 180 
atcatacaca cgcgagaatc atcactcgca gacttagcgg cagagaacta tagagacgac 240 
gactgtcagc gagcagccga aggtggcact ccaa 

£ 1 4 

<210> 8572 
<211> 274 
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<212> DNA 

<213> Homo sapiens 

<400> 8572 

gtacaagctt tttttttttt tttttttttt tttttttttt tttttttttt ttttttattt 60 

taaatcaatt aaagatttat gaaatttatt ggggtacagg gaataaccgg gacaaaaggg 120 

ggagaaaagt tggtaaaaca agtgtatttt aaatattcta tacaattttt tttgtgtaca 180 

tatttggaag tgatgggtat ttaaaaaaac cgcatagaaa tccacaacct taaatattct 240 

gcaaaacaaa acattaggtt ctctcttcct taat 274 



<210> 8573 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8573 

gttaggggga aaattattaa tgattaattt ttattttggt gtgtattggt atttgtgttt 60 

cttattgtat atattgtgga aggtgttggg agtgaagttt ttgatttaga gatttgtgtg 120 

agttttatta ttataatgat tgatagttgg tagaataaag ta 162 



<210> 8574 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8574 

aaggcttttt tttttttttt tttttttttt tttgggtggg aactcatttt tttattctta 60 

tatattatat attggatatc tttacgaatg ggatactttc catttggggt cagtgacagg 120 

tggtaaaaaa atttggaaac atcaggtctg aaatagtctg agatggtatg gacttataag 180 

gggcaactgg cacattcaag gactgtatga aatggcatta aaggactggg ttacaatgga 240 

ggggtatctc taaaccggga gtaactggaa cgca 274 



<210> 8575 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8575 

ggtattgatt atggaaaaaa tgaatctgtt taggggtttt ttcccttaaa ggaagggaag 60 

gaattttttt ttatgggaaa aaacaatagt taaaaaaata aattgttttt tgggaataaa 12 0 

taacacgtta aatggaatgg tataaaatat agatattttg ttaaaaaagt ttacctttgg 180 

gtataataac aaaaagggga atgggttttt tttgtaatga aggccggggt ttatgtggaa 24 0 

gcaaccaata ttaagggggt tgggctgtcg atttagcttt gggttaaaaa aaatggtttt 300 
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ggggctgtta attgttattt ttagg g gg ga aaggggggta gaaagttgtt ttaa 354 

<210> 8576 

<211> 434 

<212> DNA 

<213> Homo sapiens 

<400> 8576 

gcacgattag gaatttatgc ctattatcat agggatcgac atggtcctct tctctctcac 60 
ctgtgatgct actgatatct tttgtcatct ttctgattgt gggatgagga aagtcttcat 120 
gtttttatga tatctctaat cttgtacacc tcggaggagg tgtgttttca tctggggcac 180 
ttgtaatggt ggagctttgc tcgatatgcc atttttgcac tggataagat agtaagcata ■ 240 
tttggcaact ggggggcaac tggatagcat aaattaaatc ttaaatgctg gttgtgccat 300 
ctatggaagt aaacataatg accaggggat aatgcctagg ctgggtgagt atatcggccc 360 
tgaaatatag gcttgtatgg gcatattctt ggactaattg ccacaagacg aaggataaag 420 
agaaaataga acag 

434 

<210> 8577 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8577 

ctatgttttg ttgattatgt tgtattagtt agaatggtat tgttttgttt ttggttgttg 60 

ttaagtgtgg tgttgtgtgg tgttgtgatg gagttgtttt ggtagaagtg gtgtgtgagt 120 

tgatcgattt agtaggggat gtttgataat gggttaaatt tatgtatgtt agggtaatat 180 

gaatgattta aatgattttg tgtgaaggag agattttatg aatgaaaaaa gaaaggtaaa 24 0 



at 



<210> 8578 

<211> 450 

<212> DNA 

<213> Homo sapiens 



242 



<400> 8578 

ctcggaggtg ttggcttggt tgatgcttcg ccaggtgagg cgattggtgt gtgcgtgtca 60 
catacttttt ataatcacaa ttcacatcca gtgttgagct tgcggcgttg ctgtggatga 
acatgccaca cactgtccga caggtggaga gatattgtga aagtgtgggg attggtgagt 
gagtggtttt gtgtgatgaa tctggcgatg tactttgcgg tcggatgagt ggtgtctgaa 
tgagtgcgtg aaggctctga catatttgac aggagtggtg cgttttgtgg ttagtgtcac 



120 
180 
240 



300 



cgtacgtgat actgatatgt gatagtggag gagatgattg tgtatattga gaggatggtg 360 
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caagagtgaa gtgaaagaga gaaaaagttg ggagggagtg gagagattag aggaagatga 420 
aaaggggatg tggtgtgtgt gtatgtgagc 450 

<210> 8579 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8579 

caggtacaag cttttttttt tttttttttt tttttttttt ttttttttta atttaaatga 60 

aataaagaat atgaaaattt tttgggttca ggggataaag tggaaaaaat ggtggaaagg 120 

agtggttaaa aaaggataaa taaaatataa taaatattaa ggttgggtaa aaatttggta 180 

aggaggggta tttaaaaaaa atggaaaaaa attcaatact taaaaatttg gaaataaaac 240 

aaattagttt ttttttatat aaaaaagggg gggggaatgt ggtggggtta 290 

<210> 8580 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<400> 8580 

aagctttttt tttttttttt tttttttttt ttggtttaaa ggtttttttt tgaaaaaaaa 60 

aaaaaataaa tggggttttc atgtttttgg aaaaagaaaa aaaaaaggga agggggacat 120 

tcccattggg ggaaattttt ctttgggtta aattatttta attatgggaa tgaaaactta 180 

tatcaataac aagggacatt aaaaaaatat taattaaaaa aaagggaagg gaatgggggg 240 

agggagtctg gggttgggag ggaaggggtt tatgggaaaa cattcggggt taaggggact 300 

ttcctggaaa atttctgggt ttggggagat taagttaatt tcagggtatt caaatttctc 360 

gggcgggggg ccgatgcacc ctaatgattc gacccactag cc 402 

<210> 8581 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8581 

gtgtttttgg atataatgaa accttttaag ggggttttac gcttaaagga tggaatagaa 60 

tcttttttat ggcaaaagga taatgatcta agatataatt tgtgtggtgt gtttaaatca 120 

cgatttccaa tggaatgtga ttaatatcta tctgtgctca cgtagtcttc tctgtggggt 180 

catagggata agtgcgattg ggtctcgttt gtagctaacg agaggg 226 

<210> 8582 
<211> 338 
<212> DNA 
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<213> Homo sapiens 
<400> 8582 

gcacggagga tcattgttct ctcttctttc tctgcaggct tgacaagtcc atcttatatc 60 

tttggtatat cagcatccgc acgttcatgc tggctaaaga agctatcttg gatgattaca 120 

ttacatatgt tagtcttatt gtggggatac tgttttgcgg atgatggttg tttgaaagct 180 

gcgatttgat gtaccaagtt ttgattttct gccttttaaa tattttgttt tttttttctg 240 

ttatgttgta gggtgatttg ttggtggttg agtctttctt taccattatt gtaacccttg 300 

tttatttttg ggatatttta tgtattgtat ttaatttt 338 

<210> 8583 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(466) 

<223> n = A, C, T or G 

<400> 8583 

cccaagactc tcatgattgt tcgacctttg gggctatttg tatttatgac atcattcaaa 60 

tacctgcttt ttgaaacact aatgcctacc tgccctgggt ggtaacaatg ttgtaagggt 120 

tgctcatttg agtgaatgta ttttatattt ttttcatctt ggtactagtt ttttgttatt 180 

tctttcgtaa tattctactt gggtttgatg tatggctact atctcttatg ttttcactca 240 

tgtacttang ggctttttag gttttagttg ttaatgtgtg tggtattttg ttctctatat .300 

tgttcataga tattttattt actgattgta gtgttgttaa atttagatga tttcatgatg 360 

aactcattaa ccaggaaatg gacgtgcgta atacgtatat tttttgtttt tgactgtgtg 42 0 

ttctttaata agttcttgaa ttttctattg cgagtgttag atggag 466 

<210> 8584 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8584 

gttgtgtttg tggaaatgtg accttttttg ggggtttttg cttctagggg agtggatggt 60 
tatgttgttt atggaatgag aatttttatg taaaaaatat tttgttttgt gtgtattaaa 120 
agggttatta gatgatgtgt tcttatttta tatttatgtt aagggatggt atttttgggt 180 
tttatttaca agagagtgtt gggtgtttgt 



210 



<210> 8585 



1347/1427 



WO 02/057414 



PCT/US01/47856 



<211> 338 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(338) 

<223> n = A, C, T or G 



<400> 8585 

ctggccttca aaaagtcgta gtggctattt tttttggaca aaagtaagaa atgttgtttt 60 

aggagtaaca cagttcaaaa gagctttaaa gaagcatgca cacttatcac aaacaactct 120 

ntcaggtggc cagtctgatc ttggatataa ttcattatct aaagatgaag ttagaagagg 180 

ggatacatct actgaagaca ttcaagaaga aaaagataaa aaagggagtg attgtagttc 240 

cttgtcagag agtgagagta cctcggggga agaagcatgc atgtctgtgc tgatcccagt 300 

gaatcctggg tccaggagta cctgcggtat ttattttt 338 

<210> 8586 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8586 

gggttagtga acttgtgact tttgcatcct aatgtatgct aaaaaatttt tacttccaac 60 

accatgatat tatgagcgac tgttttgtgc ttgctaatga tgctacctgg gctgtgatct 120 

acacagactg taagtctcat tggggacaaa ctgctccaag gaactgttgt gattgtaacg 180 

ctgctatcgg gatgaaacct ggcgcttcag 210 

<210> 8587 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<400> 8587 

tgattatgga atcgtgaata tatacaaggg ttttttcccg tataggaatt gaatgcacta 60 

tttctgatgt gggacacatg ctctttgata taatacattg atgtatgtga ttgaattatg 120 

tgtctcattg atgatgatat acatactttg atatacatgt aatgtcttct ttatagtgtg 180 

atgtatgata gtgcaattgg tcaccatttg tggctgaggc taggggtagt ttggaggatt 24 0 

ccaatcttga tatatttaga gtatgcatca tacttttggt tgaaattatt cttgtcttgt 300 

gatatatcag atattagctc aagggacttg ttatcaatgt ttttgtcgaa tgactttgat 360 

gatgttgcta tgctggcaca tctctcagaa gatgtcaagg gcacattctc agattgctcc 420 

acatcctatg cattctattg aaattctctg gctgcgtctc atcaca 455 
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<210> 8588 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8588 

gggtagatca gctgcgccca tcatctccga ctgcatgctt gacaagtcac atacttacaa 60 

cacacgtata tcaccaaccg caccttgatg ctggctacaa gagctaaata gggagataac 120 

aacacaccgt acggacactg gggacatatc gtaacacagg agtcataatg gagagaaa i 78 

<210> 8589 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8589 

gtacaagctt tttttttttt tttttttttt ttttttttat aaaacaacgc aataccaacg so 

aaatatgaga caaaacaata aaaaccaaag aaagaagatg gggatagtag aaaaaaccag 120 

gttgcttgca aaaaagacac atattacctt aggtcccccc aaagataatg atggactttg 180 

aaaaaaacca aaataaaata cggaaaataa atattaaata aataaaaaca taaaacctac 240 

tgttataaat aacataaagg agagtttaac ttggatgaga tgcttaataa aattaaagta 300 

tgatgcgata agaataaaga actattaatt ggacaagtcc agagaggcac aaattactat 360 

gaacactaaa ccctccatga tgggcaagag gaaccggcaa ccccagcggg gaggtttatg 420 

gtctgggggg acgtccgatt ccaggggaga aaaaccagag cttgtaaacg ttattgagac 480 

ttctactgga gagacgcaca atatatttca caccaatctg ttgtgggagg 530 

<210> 8590 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1) . . (386) 

<223> n = A, C, T or G 

<400> 8590 

taccggttgg ggtcccaagt gacagtgtaa ttccaggggg aggtggagcg gctctcgatg 60 

ttacgtgaca tggaaacgcg ctggttttca ttgatgatgc caatgtcaag cttcatacta 120 

cctcctggca caggcgggca actctcangc ttttggaaaa aagtatgtcc tactttgggg 180 

attttccgag ctgccgcctc actcagaaag gcaagcccca atatcgacag cagcaagtac 240 

ttgaccatgg ctgggccatg cagggtcttc actgtcatgt tgcgctggtg gcttactttg 300 
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tgcaggaagc tctttctgtg aatgtatctt cctgaccctg ccgggcggaa gataaaacaa 360 
aaacgagaag aacaagcaag acaaga 386 



<210> 8591 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8591 

tattaaaaaa cctaattctt cacccaattt ttttaatctg ccaggaacac ccaataatat 60 

ttttaaatat atcactttaa tagacttttc ttttagatgt cttttcttgt aaaggaagag 120 

gtgatatgtt ttcatattga tgtgcttaat tcaagttgat ta 162 



<210> 8592 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8592 

tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 
tttttttttt tttaaaacca aaatattttt tggaggatta tttgggggtt tttttaaaat 
gaatggggtg gtggaacagg gggcctttgg ggtttggggg ggggtctttt gggggttcca 
tgcctgaatt ggggggatta aatttttagg gggcctattc gaccagttgg ggggggtttt 
tgttttttaa ccgtgggcct tccaatttta ctttttttgg ggcttggggg gggagcccaa 
tttggcacag ggggattttt ggaggggggg gggcttaaag ccacaggggg gggaaaaagg 
ggggctttca ttgggaccct ctaaaa 



<210> 8593 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8593 

caagcttctt tttctttttt ttttcctttt tgactttatc acaaaagtcc aaattatgac 60 

ccatgaaaaa atagagcgaa ataaccttac tgatgaaaga atacatggac ctctgcatag 120 

atcacaagga catgggggga gaagggcgcg cccacgccgc ct 162 



<210> 8594 • 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1) . . (194) 

<223> n = A, C, T or G 
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60 
120 
180 
240 
300 
360 
386 
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<210> 8595 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 

<222> (1)..(402) 

<223> n = A, C, T or G 



<210> 8596 

<211> 210 

<212> DNA 

<213> Homo sapiens 



<210> 8597 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc feature 



60 



<400> 8594 

gaccgtccta agtaatcaca ccgtacactg cacacaaaca tgggcaacca gcagctgctc 
ctgcatgctt taagtgtagg aatnacatga acatgaaata gtggacaagg agaaacaaca 12 0 
ggccaaggaa ccagctatca taggacaaga cagaaatgaa aagacatgac caacgtactg 180 
gagcggcgtg atag 



194 



<400> 8595 

tgcttaaccg atggctctga tgtggtcagt gaccttgaac acgaagagat gaaaatcctg 60 

agggaagttc ttanaaaatc naaaagagaa tatgaccagg aagaagaaag ggaagagaaa 12 0 

aaacagttat cagaggctaa aacagaagag cccacagtgc attcoagtga agctgcaata , 180 

atgaataatt cccaagggga tggtgaacat tttgcacacc caccctcaga agttaaaatg 240 

cattttgcta atcagtcaat agaacctttg ggaagaaaag tggaaaggtc tgaaacttcc 300 

tccctcccac aaaanagcct gaagattcot ggcttatagc atgcgagcat tgaaagacca 360 
atagcaaact tatcagtacc tgcccggcgg gcggntgcag gg 



402 



60 



<400> 8596 

tttttttttt tttttttttt tttttttttg gtttttttaa gtttttaaac tttttatttg 
cataataaaa aaattgtgca ttccaataat taaaatcatt tgaacaaaaa aaaaaaaggc 120 
actctgaata aactggatta cagcctggca ggacacctgg gccagcttgg ggctactcta 180 
aaatccactg gcggcccacc ccacctcccc 



210 
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<222> (1) . . (210) 

<223> n = A, C, T or G 



<400> 8597, 

cccacactgt caaatgtcaa ctccaccagc atctganaac aatgagtagt atgatgaaat 60 

gtagaaagaa ggaaggtggt aggtaaagga gcggaatgaa cgagtgggga aaggaggaag 120 

gagaganaga gaaagaggaa gagaaaggaa gaagaaaaag acagcatggc ccggcctaga 180 

cacaaaacca ggaggtgatc aagctcagca 210 

<210> 8598 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8598 

cgctgattga aacaccacta tattttctgg atttaaaaaa accttctact acccctcaaa 60 

atgaagaaat tcgatgagtt gttatactaa taagatagcg gcctatgact gaaaatgctg 12 0 

tccgccaaaa tggacgactg gtcaaaaatg acacactgta tggacaatca acaacacaca 180 

ccacccccga aagcaacgcc ggcaggaccg 210 

<210> 8599 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8599 

gaggtcgagt cctgctgggc ttggcaacga gggactcgga ctcggcagcg acccagacca 60 

cacagacact gggtcaagga gtaagcagag gataaacaac tggaaggaga gcaagcacaa 120 

agccatgatg gctacagcgt gtgctggtgg aaaccaagat aaagatgccc attttgcacc 180 

accaagcaag cagaggctgt tgtgttgtcc aaaatcaaaa ctgcacatca acagagcaga 240 

gatctcaaag attatgcaag aatgtgagga agaaagtttg tgggaaaaag 290 

<210> 8600 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8600 

cgggctcgga ggccgcttca cgttcacctc ccacacgccc ggtgaccatc aaatctgtct 60 

gcactccaat tctaccagga tggctctctt tgctggtggc aaactgggtg tgcatctcga 120 

catccaagtt gggggagcat gccaacaact accctgagat tgctgcaaaa gataagctga 180 

cggagctaca gctccgcgcc cggcagttgc ttgatcaagt ggaacaaatt cagaaagagc 24 0 

aagattaaca aaggtatt 258 
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<210> 8601 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8601 

aagctttttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 60 
taaaaaaatg aaacattttt tttaacagaa agagggtggg gggggtgggg taaaaaaggg 120 
tttttgagaa agttttaaac cgacccaggt cttgggggaa atttttgggg ttaggggggg 
gggaaaaaag gcctaagctt taggaggggg aatttggggg ttttttgtgg ttttgtttaa 
aatagaattt tttttggctt ttttttggca ctggtggtgg gggggggggg ggaaaagggg 
ggcacaggtt tctgtttttg ttttgtcccc agatgttt 



<210> 8602 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<400> 8602 

gaaggcatga tgttttgatt tttttttttt atttattatg ctaaataagg gttaaacagt 
gctacaagcc ggcaaacaaa tagtacggat ttcacgggag aagaagcagg accacggcga 
atagaaatga tgccgaacca aaaagctgag aacatgttgg ga 



<210> 8604 

<211> 494 

<212> DNA 

<213> Homo sapiens 

<400> 8604 



180 
240 
300 
338 



60 
120 
162 



<210> 8603 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<400> 8603 

tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 

ttttttttta aaaccaaaaa atttattgga tgattaatgg ttgacttttt taaaatgaat 12 0 

g9gatggtgc aacaggggcc ctttggggtt tagggggggt tccttcaggg aatccatgcc 180 

tgaattgggg ggatacaatt tttaggggcc ttattcgacc acttcggggg gtttttcctt 240 

ttttaccctt ggcactccag tttttctttt ttttgggctt ggcggggggc ccacattggc 300 

caaagggcga tttttgaagg ggggaggcct taaagccaaa ggggcgggcc aacggggggg 360 
ttttattggg acgctttcaa aaagaagaag tttcttttgt ta 



60 



402 
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tacatcttaa ataagtctaa taattttggt tcatcttaaa gtaaaaatac attgaaatga 60 

atgagagaga tctagatttt aaaaaagttg accattcatt attgctggaa ctgaagaaag 120 

gaaggataca ctggcatcac gatttgtcta cataagtcca gttcatctcg cgtttgtttt 180 

ggcaagaaga ggacactaca aaactcacag tgcagtcaaa acaaaacaaa acaagaaaaa 240 

agcacaaaaa tggtcggtgg ggaaccatat aacaaaacta catctcaggc agctctttct 300 

caaggaagat tctaagattt tattatgtgg ctaattctaa attggaaatg gaacatgccg 360 

gtatgtgaag caattggtgc taggacttta ccctttgctg atatgcaatg ataatgtgat 420 

gagctttagt gactcttgaa tcaggataat cacactcttt aggtacctcg gccgcgacca 480 

cgctaatcac tagt 4 94 



<210> 


8605 


<211> 


178 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1)..(178) 


<223> 


n = A, C, T ) 


<400> 


8605 



ctctngagct tgtatggagg taagagtaga aacaccatta tgattgtaat aaacgagtgc 60 
ttgaatgatc tggttatggg tggctgatat cacactatgg tgtagctcat gtgagtgatg 120 
ctcatgatgc tagtaatacc gatgtggtta tggatggaga ctaatanggg gattgatc 178 

<210> 8606 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8606 

taaggaaaga agtaagaatg aaattgaaga aagatgatta tgaaaaagaa gggagaaaaa 60 

gagaaaaata atttttttat gtttttatgg ttttattttt ttttgatatt tttttgatta 120 

aatttatttt ttatgaaaag aggtttgtgt tgtttgttgg attttttttt gttgtataag 180 

ggattgtttg ttga 194 



<210> 8607 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8607 

gtactgtttg gtaccttgga ttgcatgagt tggtgggggc cggcgggcct agccactggg 60 
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cgtggaacga caccggtaat agtgttgatg gagtgtggaa tagctgttac ccttcactat 120 

gaccgctata acacatgctg aacgatggat cccattgcac aattgtatag tgttggaggc 180 

actactggga gcgattctta tacccaacaa gcgatacacc gacataacaa atggtgggat 240 

gggtataatg atcatctgtc gctgccacat cgataaatac tgaattgata gggaatatgt 300 

t99ttg 306 

<210> 8608 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(306) 

<223> n = A, C, T or G 

<400> 8608 

gacgtgctcc acgtggaacg gtggttccat actgtccctt ctgtacacta tacaacgnat 60 

gtgagaagca aaacangatt atgatgagat atggccctac atggtttacc gacatatgct 120 

tatatgaaag actatgactt attctgcgtt acatcacctc tgttgtacaa gatggtaact 180 

tgcgtataag acatgatgag attggtgtgg ttttatttga atttttggtt ttgatttggt . 240 

ggttattttt atattgtatg agttgagtat tatattttag taacggcaaa tgtgtcaccc 300 
acattg 

a 306 

<210> 8609 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8609 

gggcaggtgt acgcgtcgtt atctaatttt tctgaatcgg aggccaaaag aacaaacaag 60 

ggcacgaaaa taggccatgc cttttttgga catttataaa aggtttttgt tttattttat 120 

atagatggtt gattatttat agtggtgaac agttgtataa gatggttggt tgttgccatg 180 

tttttgaaaa tataatggat agattgtgtt catggaattg gtttatattt tgataataga 240 

at 242 



<210> 


8610 




<211> 


226 




<212> 


DNA 




<213> 


Homo 


sapiens 


<220> 






<221> 


misc 


^feature 


<222> 


(1) 


(226) 
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<223> n = A, C, T or G 



<400> 8610 

ggctactgnt ccaaggaggt aaaaggtagc ttactggttg tcctcccatt caggttanaa 



60 



ggagnaggtc tgcggnctag gnagnntcaa taaagtggat tggtcttagt ggggcgaaat 



120 



attatgtnct ttgttgtttg gtatatatgg nagggatggg gnattattgt ctaggtatga 180 



<210> 8611 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(194) 

<223> n = A, C, T or G 



<400> 8611 

gctgcaacgg ctattattca tcctagtggg ntaatggagc antaggttag tattttgcgt 60 

tgctgggttt ggtttaatcc acctcaactg cctgctatgt aggcataata ttgagtatag 120 

tgaggagaag gcttacgttt cagtgtgggc atagtattgg gtatatggag cgtagatggt 180 

ggactgtact tgtg 194 



<210> 8612 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8612 

ctgcaagcag gggggacgag caacgtgaga tgagcagggg atggccaggt gaagcggctg 60 

gagatgtttt aatgcaccgt cgcagggtgc aaatgagaga gatcacaagc agcaaaacaa 120 

ctggatgaga cgatgggagg ggcaaggatg ccagatgtca agagatccat agcgctgaga 180 

ggaatgtggg agggggatgc tagagtcata gtaaagggga aaccctatgc tagctgtcaa 240 

cagagttcac agggggtacg ggataactgt cggt 274 



<210> 8613 

<211> 157 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_ feature 

<222> (1) . . (157) 

<223> n = A, C, T or G 



gggatggtat agtgaatagg ggcaaggcac gtcctcccta gttttg 



226 
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<400> 8613 

gntacatggn cctgnttctc ctatatggna anaaaaanac atcccgcccc tgnaatttcc 60 
cagntcctct gnagnattta atgggtgcct aaggagcata taatgaatgt cattgccatt 120 
tacgaggtac ctcggcccga ccacgctaat cactagt 



157 



<210> 8614 

<211> 177 

<212> DNA 

<213> Homo sapiens 

<400> 8614 

ctactgttcc aagaatggta aagaggtagc ttacgggtgc tcctcgaatt cagttaaaaa 60 

gaaggggccg gcggctagga agtcaataaa gggattggct ttatgtgggc gaaaatatta 120 

tgcctttgct gttgggcata tatggcagga tggggaatca caccaccacc acaacct 177 

<210> 8615 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8615 



tagggggggg ccccggggcg aggggccaca 


acaatgtaaa 


ggcttatgct 


gggaggaaaa 


60 


gggcaaggtt ttgccggtgt ttttttaaaa 


attatttttt 


tgataggagg 


gaagaaccgg 


120 


ccttcgaagg gaaaataagg tacctactaa 


aaaggggccc 


ccttaattta 


aggttaatgt 


180 


gttaaagggg gatgcccgcg gtccctgggc 


ggcaacaacg 


taaataacaa 


gggaactggg 


240 


ggccgcggga ggggggaaaa taggggaaaa 


ctcccaaaca 


gggggatgaa 


tagttgggat 


300 


tttata 








306 



<210> 8616 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<400> 8616 

gatgtgatta tcctaattca agagtcacta aaactcatca cattatcatt gcatatcagc 60 

aaagggtaaa gtcctagcac caattgcttc acataccagc atgttccatt tccaatttag 120 

aattagccac ataataaaat cttaaaatct tccttgagaa agagctgcct gagatgtagt 180 

tttgttatat ggttccccac cgaccatttt tgtgcttttt tcttgttttg ttttgttttg 240 

actgcactgt gagttttgta gtgtcctctt cttgccaaaa caaacgcgag atgaactgga 300 

cttatgtaga caaatcatga tgccagggta tccttccttt cttcagttcc agcaataatg 3 60 

aatggtcaac ttttttaaaa tctaaatctc tctcattcat ttcaatgtat ttttacttta 42 0 
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aaatgaacca aaaaaattaa acttatttaa aaagagaact gccggg 466 

<210> 8617 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<400> 8617 

cctgggaaga aaatttggtt ggtggaggga aacgggggca gctccaaaag ggatgctgtt 60 

gttaggggct taaaaacatg gcctgccccc gggaaactga acaagggata gagggggagc 12 0 

tccccaaggc tcctgtgtgt tttactaaaa gggcaacagt ctcaagtggg ggctggaggg 180 

gaatacactg tttttaaggg ttagggaaaa gagggtgagg ggatggaatt gaaaaaatat 24 0 

atttattttt aaaaatattg gggagggaac tctctactga ccttggaaaa cgggaaacaa 300 

gtgggcccct ggggcgaaac aaccctaata actagggaat tggggggcgc cgggggggca 360 

acactagggg aaagccccca acgcgttggg agaatatctg ga 402 

<210> 8618 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8618 

ggcacgcggg cggggtgggg gcgcacaccc ccccttctgg cgcgcgcgcg gtgagggggg 60 

99gggcgtgg g^ggatgggg ggatacagta tcaaatgaaa aataaatgtt aaaaaatcaa 120 

aa 999gcggg ctccttaaac aattttggcg ggccaaaatg tgagggtatg gaggggaggg 180 

aaaaaaaaag ggggggggca tggggggcgg tgggtatatg gttctttacg ggggggggga 24 0 

tagggatgga cgcagcgggg gcgcccccta cgacaaacca cccgcaccct gccctccaca 300 

catgcggggc tctctaaaca tggcttcctt ctaagaac 338 

<210> 8619 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8619 

tctggtcaaa agtcaaaaaa atggagttta caatgggcat aaatgtaaaa agtgactcaa 60 

at ggg a gg aa aacctggggg gg aa ggaggt atgcgggtga gtaaaaactt gcaaagcagg 120 

tggttaccct ttgccatgga acgctcgcct taatacacct gattaagcac acaaggctgg 180 

ttgaaacatt aggcagggag ggtttgtgtc ggctgggcag gaaggggggc atcacgctgg 24 0 

aagaggaaag cagcgact 258 

<210> 8620 
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<211> 242 
<212> DNA 
<213> Homo sapiens 



<400> 8620 

gctggtctgg acggtcaaga aaatgcggga taaactactc aactggctac tacgtggaat 
gacactgtta tcgtcatcgt acagaacgac gacatccaaa cgcatattgt agagatacgg 
accagtgtat ggaccagggg gatcgaggaa acccgcttca tctaatatga cctacactta 
taatatgttg aatgaggatg gtgagtggtc tgagcggaaa aaggggaccc actgataaga 



gg 



<210> 8621 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1)..(226) 

<223> n = A, C, T or G 



<400> 8621 

angaaataag actgagggtt ctatctacac ttgtagcgga catcaaacaa ctaatgagcc 
aattcctcct gctgcaactg gtctaacgga tgcagcagtt tatactgatc gacatgatct 
ctaaagccca taagccgaaa aatggcatct gagatatgct gggccaggtg atgttgtgac 
gagatgtcag tgatcagatc atctaccttg tcataggcca tgaact 



<210> 8622 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8622 



aattgccaaa tttgggaaaa acacttgtgt gtgggccaaa ccctgtggtt aaaagaggtt 
aattaataaa tttactgacg gggggagggg ggttaaggta ttgtgggtta aaggactgtt 
gcgtaaaatg tctattcgct gcctacggct gccacaaaag cc 



<210> 8623 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<400> 8623 

tgattagaga gacggggaac agagccgcct ttctacttgg ttgggcgtgt tttccctggt 
cttattgttt gttctggttt taagctccaa aaaagggggg ggC catgtta tcttcaatat 
gttttggttg tgggggcggg tggtcttttt atgtgaccaa cagatgtcca gaaaactagg 



60 
120 
180 
240 
242 



60 
120 
180 
226 



60 
120 
162 



60 
120 
180 
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gagggaattt tatt 194 

<210> 8624 

<211> 498 

<212> DNA 

<213> Homo sapiens 

<400> 8624 



caccctaaca 


gagggaaatt ttttttaaaa 


aaataaataa aataaaaaca ataagcaaag 


60 


aaaaatggat 


gtaatagggg tgggtaaact 


aaaaagctac aaaaaatggg tccctccacg 


120 


gaaaaaatta 


tggaactgta aaaaattgtg 


ggaagaaact atttggaatt tctcgagttt 


180 


agtaaaacag 


ggaaagaata agggaaaaag 


tgggataaag aggatgataa atttgggtaa 


240 


gggtggggga 


attcaagcct tccaactaaa 


taaaacctat tttccatacc ccattatggg 


300 


ggggacccag 


gggaacgggg gcccatgttc 


tggaaaggaa ttcggggagc gggggggaaa 


360 


aaaaagcact 


ttttggccaa aatatagggg 


ttttggtggt ttcgggcctt tgaaggcggg 


420 


gggggacaca 


cagaaggggg ctataatggc 


aacaccccta ataaagggag ggggcttcaa 


480 


agggaattta 


aaaaaata 




498 



<210> 8625 

<211> 514 

<212> DNA 

<213> Homo sapiens 

<400> 8625 



aaattctttt 


gtgaattatc 


gtgaggaaaa 


aatatttttt attaaagaaa atctttaatt 


60 


aaacgagggg 


gactaaaacc 


aaaaaaaatt 


taccaaaaag ttaagcacct taatcaatgg 


120 


gttcaactct 


atttttcggg cggggggaaa 


aaagggggga aaaagccggg gagggttgga 


180 


gggggttttt 


taaattttaa 


aactaattat 


aaaaataact tgggaggggg aaaaaaaagg 


240 


cttaacccgg 


gtttttaaac 


taacagcaca 


gggtttcatt cacccttttt acctacccca 


300 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaag 


ttggcccctg ggggggaccc acgctaataa 


360 


cttagggatt 


ggggggcggc 


gggggggccg 


aaattggggg aaagctccca gcgggtggga 


420 


ggaatagttg 


gatttttttt 


tagggtaact 


taaatagttg ggggtattta gggatatggt 


480 


ggttttgggg 


ggaaattgtg taccgggctc 


aacc 


514 



<210> 8626 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8626 

ctgtgttggt gggggggcga aaaaaaataa aaagaagggt cttgagtggg gtggaaagag 60 
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ggggaaaaaa aaaagggggg ggaaaaaggg ggaaaatagg ggggggggga aaggaggggg 120 

cgcgtggctt ttttggtggt tgcgagaaag aaaaaaaccc cttttgaggg acgcgccc 178 

<210> 8627 

<211> 482 

<212> DNA 

<213> Homo sapiens 

<400> 8627 

aaaaaatggg ttaaaaaaaa aaaaaaaaaa aaaactggtg ctaacatttt ttatatttgg 60 

ggtttttttt ttaataacat taaaaatgga aagagttttt attttaagtg cctctggggt 120 

taaaaacaac ctccatctcc ttggttaaaa aaacgctttg ggcccctgga gggaaaaaaa 180 

tctgtgaggg gtgggaaaat catccaaccc ggaaaacatc cttcaacaaa ccgcccaagc 240 

aaagagtatg agggggggac atcaaaatta gggtggggat tttaatggaa atctctctca 300 

taacctcttt tctttgggtc tacagtaggg gtaaaaaact ccaaagggga tttaaaaaaa 360 

ccaaaaatta tttaaagggc ccctcgcccg ggaccacgcc attctttagg gatcgcgggc 420 

ccgcgggcgg gcggaccatg gggaagaccc cccaacgcgt ggggtgcatt ggttggtttt 480 



ct 



<210> 8628 

<211> 482 

<212> DNA 

<213> Homo sapiens 



<210> 8629 

<211> 322 

<212> DNA 

<213> Homo sapiens 



482 



60 



<400> 8628 

tagtgcatag tttttattat attcgttttc cggagtggag cgcgtgtttg ttccgtttgt 

gttcgtctaa gacgtgaaga aaagctgatg gtttgtggtg tatatatgtt acacactgtg 120 

tggagtagtg ggcatctgct aagtgaagcc cacaagcact gtatttatcc ctgacctgta 180 

tactaccatc tgctgccctc cctagccgca ccaatctact accttatacc aagtattgcg 240 

gatatgatca caggtcatac cagacaatgc agtgaacaag tgaaagaaat gcatgtggtg 300 

tgaagtgtga tatataaaaa gcccatgcag aataccattg atgccctgat ggaagagaaa 360 

atggcagcaa aaatttcatt attctcacaa gcctgaaacg cgtgaattac aagggcttaa 420 

agaaatacta atgcctctaa cctttcctat agctgctttt tatctgaagg gttccttgaa 4 80 
tg 



482 
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<400> 8629 

gttgtgacag tgaccgtggg ggatattgag attgagataa ccaatatcac tacgggcaca 60 

acatacattt atgacgctag agcaagaggc cgagaataac gtggataata aaattgacaa 120 

agacagcaga ggcctcaata cccacggact cctgtcttga cccgaagtag agactgttaa 180 
gtcctgatgc gtcgcctgcc cttccttcat tgctgccctg gaatgtacct gcccggccgt . 24 0 

tcccccaaaa cagcccggaa ctggggctgg ttaatgcagg tgatgaacca gtggttggta 300 

ttgtgtattg ttttgtttta aa 322 



<210> 8630 

<211> 338 ' 

<212> DNA 

<213> Homo sapiens 

<400> 8630 

tgtgaactgg gacctttagt ggtgggcatt catgctgcat atttgtgtgt tgtgttgacc 

tggtggggac ggaacatcga gtcctgggtc gatgatggag ctgatggagg gctggatgac 

taatgggcgg cccaggccgg gggggaccaa actccaacac aagacaggag cgagacgtga 

ggggagggag ggacacacgg ggcggccatg gacgcagaca gcaccgtggg ctgtgcagtc 

tttgttggag gcggagcaca agccggtatg aggataggga taaaattaat gggtatcact 

tccctttttt tgtttttggt atttttaacc acataaat 



<210> 8631 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8631 

gtgaaaatat ggtgtttagg cgttttgtgg aggttggtgg ggtggtctat gttttttttt 60 

ggatcttatg ctggaaaatt ggtagagatt gtagatgttt ttgtatatga aaagggtttt 120 

ggttgatgga tattgtttta aagtgaggag aatggtaatg tgttttatgt gtttgatgtt 180 

aattgatttt atttttagtt tatgtaggtg tttattatat gtatgtcata atagtttgga 240 

aaaaggcaga tattatttaa aaaagggtaa atataatgat gggttaagaa gattgaagat 300 

agaaaa 1 306 



<210> 8632 

<211> 240 

<212> DNA 

<213> Homo sapiens 

<400> 8632 

tacatttttc aagctgtttt tctttatgtt tttgaaggac catttttaat tagctctttg 60 
atacaaagta actcagaacg tcaaaacctg tacccactaa agggaaggct gccgggaagg 120 



60 
120 
180 
240 
300 
338 
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caaatggaac aggaatggag cctgtctcag gaaggccagc cgcaggtcct ccagaaaatc 180 
aaagaaggga agaaactctg agtttgaggt acctcggccg cgaccacgct aatcactagt 240 

<210> 8633 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8633 

gtccccctct tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 60 
tttttttttt tttttttttt ttttttaaat agattttttt ttttgaattt tttgaaattt 120 
tgaatttaaa atgaattgtg gagggggggg ggagtttcaa tatgttggct gtgttttggg 180 
actgggttgg cggc 

194 

<210> 8634 

<211> 493 

<212> DNA 

<213> Homo sapiens 

<400> 8634 

acatattaaa taagtctaat aattttggtt catcttaaag taaaaataca ttgaaatgaa 60 
tgagagagat ctagatttta aaaaagttga ccattcatta ttgctggaac tgaagaaagg 12 0 
aaggatacac tggcatcacg atttgtctac ataagtccag ttcatctcgc gtttgttttg 180 
gcaagaagag gacactacaa aactcacagt gcagtcaaaa caaaacaaaa caagaaaaaa 24 0 
gcacaaaaat ggtcggtggg gaaccatata acaaaactac atctcaggca gctctttctc 300 
aaggaagatt ctaagatttt attatgtggc taattctaaa ttggaaatgg aacatgctgg 360 
tatgtgaagc aattggtgct aggactttac cctttgctga tatgcaatga taatgtgatg 420 
•agttttagtg actcttgaat taggataatc acactcttta cgtacctcgg ccgcgcacac 480 
gctaatcact agt 

3 493 

<210> 8635 

<211> 546 

<212> DNA 

<213> Homo sapiens 

<400> 8635 

acaagctttt tttttttttt tttttttttt tttttttttt ttgggagggt tttgggtttt 60 

tttttggttt tttaaatttc aggaattggt ttttttattt aattcattaa cctttttttg 120 

aaaatatttg aaaaaaaaaa ttttttttta aatttttttt tttggtgggg aaataaaaag i 8 0 

ttggaggtta ggggaaatta agttgaaaaa gaaatgggaa catccacccc cacctttttg 240 

gaaaaaaaaa aatgaatggg ggggaaacca agggtagaag gggaacaggg ggtagggggg 300 

1363/1427 



WO 02/057414 



PCT/US01/47856 



gcacgggggg gggctggctt tccacctcct tacattttgg ttacaggggc ccaaacccat 3 60 

ttggggggct ttggaaaaaa aaatggcaag gggttttgga gtaaaaaggg ggggggggga 420 

aaaaattctg gatttcgggc cctcacaaaa aaggtggttt agggttttca agctgggaaa 480 

aacacattaa aacccggggg acttttgggg ggtggaggaa aacaaaaaaa gggaaaacaa 54 0 

cctgga 546 

<210> 8636 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8636 

gggtgtgata tctttttttt ttgtatatat atgttgtggt tatggattat gatatattgt 60 

ttttaataat ggagatagaa ttgcttgttg gattgaaagg gagtgtttat ttatatttat 120 

taagaaatag tataacgata gattgttggt taggttaaga ttgaatatat atttataaat 180 

taatattgag tatattattt gttgtgttta tattatgaat taaataaatt gatatgattt 240 

attttattat ttgaagtcat tatattaata agattttatt aggtaaaggt 290 

<210> 8637 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8637 

ggtactttct atgaaaaggg tttggccata tagttgttgt tgacgttctg ggtgaaaatg 60 

gaagggtttt gtggtccgaa taaggggggg aaacgataaa cagggtttcc tcatgaagaa 120 

gggtgtttgg acccttggtc gtgtccgttt gttattgatt tgggggcatt tctgttccag 180 

actaaggaaa cttggacaaa aaaagaaaac attagttcgt ggttgcatgg tggatgtaaa 240 

tttgactgtt ttaacctggg ttattgtaca aatg 274 

<210> 8638 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8638 

gtgccggcac cacatgaaat gggggaccct ccgtttgctg ttcatcagtt gtgcatcctt 60 

atacagttct gttggtagga tagaacaatg agcagacatc tgcacgagga tgacacggct 120 

caagctacat gcatgtgtac ggtgatgtgc tatgggccac aaaggtaccc tatgcgtaca 180 

tggaactttg attacaacta gggcatattt atggctgatt taatgtgata acagtcccca 240 

gtagtcgctt ccgaataaat gaaaagtgct ctactgtggg gtctggcaag aaaaaagcaa 300 
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aaatcatgat attcacgctc acatgcaaag aaagtata 338 

<210> 8639 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8639 

aaccttttgc ttatgctgtt ttttatttgt ttgtttattt ctatcatttg ttttatataa 60 

aaaaaggtgg aaagttgaat atatacaaaa ctaacaagat aggaaacctg gcaaataata 120 

cataatggct ctaataatca cataatagca agctgtcctg ag 162 

<210> 8640 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8640 

tgcacatgaa acacaagatg agaaagtgtg aagtggagac acagaatagt aagaagggga 60 

caactagaga caagtctgtt gaacaagaga aacaacaaaa caattgctga ttcatgttgc 120 

aacaatatag agggacatca ctggggcgag atgccggtgt gataatgtac actagcggtg 180 

gagccttggc accg 194 

<210> 8641 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<400> 8641 

gcacaaaatc tagatttgct aggctcgagg tagagaagga catatgttat agtagatgaa 60 

aatgatggaa tagcaatgag atacaaaatg caactaaaaa tgggataatc tagatattag 120 

agaggacttc aaacatgcaa ataggaacca caggtgacta tgatggtata tcgatttatg 180 

tgtgtgagta ttcatggtat tacaggctga atgtaacaga cacaagcaaa taggttgcct 240 

aagactgtgt ccttgttctg tcggatgtgg gcggggagga tggtcatctt ctctggtgtc 300 

tcactgttag actttgaagc gg 322 

<210> 8642 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8642 

gtacaatatt ggtaattatt ttatatctgt gaagggtgtg agttaaaaaa aataattcat 60 
agaatgacaa aaagtactta actgttgtgt tagctggagt gaaaggtatg atgatatata 120 
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ttaactggaa acagatgaat gtccacggag ctttctgttg gagaggacat tgcagccg 178 

<210> 8643 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<400> 8643 

gtaccaatac gaccaattgt gtacacatcc tgtataggca tgtgcatggg cttgacaatg 60 

ggacgagtgg gtggtaggat gcagtcaaaa gcctcaagca tagtggttcc aatggaattg 120 

tgcatactta ggggtgtact ttccatccat atgaactatt gcttgtaagc acattggctt 180 

ccaagatgtt gagagcattt aaaacaaaga ttggcacaag agatactgtg tatgagatag 24 0 

agagaatttt tttggtgata gggatggatt catttgcaat aagattatgt ctataatagc 300 

agtttggcgg attcaggcga atccatgatg taaataccga ccgtggggtc gcaccgaagc 360 

tagtgtgttg gatctaaagg tttgctatat gtggtgacca tcagtgttta atgccatcta 420 

caatatggag catctctccc ttaaaccatc tggaacagcc acagcc 466 

<210> 8644 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8644 

taaattaatt agggaaaggg ttttgagggg ggggggtgga agaaaggggt tgggtttggt 60 

ttgtttctcc tcccaaaaaa aagccactaa agcagttaca gaaatgaagg gtaaaatggg 12 0 

ggccacaaag ccatggtatg tagctttagc tcagggaaaa aaagagcgcc gggctcacct 180 

cattaaccag tatatgcaga gatgggcagg ggtacctgcc gggggcgccg ggcggcgggt 240 

cgcgctgggg ccggggct 258 

<210> 8645 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8645 

agtactgttt ttgttttttg tttgtttttt gaagcgagag atgacggtat gggggaaaaa 60 

tggatgggaa aaggggaaca aaggagaggg aggatgcgag gaaaagcacc atccacgcga 120 

tgagagaggc tattagtgag ggacagagtg gggacaaaag agagcaaagg gaacgtga 178 

<210> 8646 

<211> 386 

<212> DNA 

<213> Homo sapiens 
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<400> 8646 

catttttttt tttgtttttt ttttttttct ttctattttt tttttttttt tttttttttt 60 

tttttttgac tttctttgtt ttttttgtga tgcttttttt tttttttttt tatagtaatc 120 

aaaatataaa aaaaaaaaaa aggaccgggg ggaaaaaatc tggggaaaaa ctaaaaaaac 180 

gggggggaaa aacaaaaaaa aaaaaaagaa aaataaaagc gggcgagcca caaatggggg 240 

gggaaagggg aaaaaaaaaa aagaaaaaaa aaaaagtaac aaagggggcc ccggggaggg 3 00 

ggggcagaag ggaaaaaaca cccatcccgg gaggggagag gggggaaaaa aaaaaaaaaa 3 60 

aaacaccaaa aaacgccctt cgggca 386 

<210> 8647 

<211> 450 

<212> DNA 

<213> Homo sapiens 

<400> 8647 

caagcttttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 60 

tttttttttt tttttttttt tttttttttt ttttaaaaaa cggggcatta attaaaaaaa 120 

aagggggaca aaagaagggg gggggggaag tcacaccaaa actgggggta aaagaggggg 180 

gggataaact ggaaaaacaa atcaaaaagg gggggcaaga acaagaaggg agtggggaaa 24 0 

ttataagtgg gaaaaaagcc aaagataaaa aaccaccaca aaagggggtc catatgggaa 300 

ggattcacac atgagggggg tggatcaagg aaagggtcct atccattgaa aaatatatca 360 

ttgcggccat catatgaagc gagagcaccc tgcaatgaag aatgttaagg ggggggtgga 420 

gagggggaat aaaattgggg gaatggccac 450 

<210> 8648 

<211> 394 

<212> DNA 

<213> Homo sapiens 

<400> 8648 

ctattttttt tatttttttt tttttttcaa catatataca aaacatcatg gtaaaatgta 60 

aaaggaaaat ggagtgcgac taggaataat gaataataga agattataaa taaatacgat 120 

attaatataa attaattagc ggtcataata taatgattca caacgaaact ctggaacata 180 

tataatagcc tcatgacatt actatttaaa taaacatgat ctgcatccaa actatttaat 240 

gcttatttac tgcattacct tcggagacag ggtctagctc tgtcgaccag gctggagagc 300 

aggggtgcga tcttggctct gtggaaccga cgcctcccag gcccaagcga tcctcccgcc 360 

tcacacctcg gccgcgacca cgctaatcac tagt 394 

<210> 8649 
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<211> 162 
<212> DNA 
<213> Homo sapiens 

<400> 8649 

agtattttta tttttttttt tttttataaa aaaaaggaca ccacgaaaaa ggaagacggc 60 

aaaggaaccc acacgtaaaa caaacacaaa cggcaaaaag aaacaactcc ctcaaaaacg 120 

cggccggaag acaacccagg ggggggggag cgaggaaaaa ac 162 



<210> 8650 

<211> 482 

<212> DNA 

<213> Homo sapiens 

<400> 8650 

tttgtttttg ttgtttgttt ggtttttggg gttctaaaac cgggaagggg ggtattcttg 60 

gttccagcaa acgtaaaaag ggaagaaaaa tgggtaaaag ggaacaatga agctcggagg 120 

gaagttttcc ggggggacaa ggggggctta aaggtaaaaa aggtgtctgt aagggatgtc 180 

ggtgggggaa acgtggcggg ggacagaaaa aatgacccac caagggaagc agggggctta 240 

actgctaagg ggataatccg gaacaatcca ggcaaaataa gggcgggtta tgcccttgta 3 00 

tggaatggcc atagggttaa aatggcatgc aggtttgttg agaggaagga aaaaatggat 360 

ggccgtgcgg gtaaaaagct ggaagatggc ccaaatcgtt gagagtgtgg tgatgttgcc 420 

atgggggatg tggtgcggtg agagcacatg tgtgtggaaa gcctctaata ctacgcaact 480 

tt 482 



<210> 8651 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8651 

gtacttgttt tatttgtttt ggggtatttt tataaaacaa aaaacaaaat aaaagccttg 60 

aaaaataacg gggggcaagc aaagcgggaa aaagggggaa aagcacctcc cggaggggaa 120 

cccccggggg caaggcccag ccaaagagac gggacagaga caagaaaccg ggaaaaggaa 180 

atataaaaaa agggaaaggg cgagcccaca gaaacccaaa ggcggcacag gggggccggg 240 

gcgggagaac ggggacccag gaagccagga aaaagaggga acaaaaaaaa gggagacgga 300 

ggagggaaaa ccagggaacc accggcggca gcaggcgggg gcgaaggggg ggaggcaagg 360 

ggagggacag aggaactaaa aaaagg 386 



<210> 8652 
<211> 159 
<212> DNA 



1368/1427 



WO 02/057414 PCT/US01/47856 

<213> Homo sapiens 
<400> 8652 

gtacaaattt agtaatttat ttgtaaattc tgccagaata ctttctagct gctttgtaat 60 
tttttaagag tgttattttg tttttgtttt tctgttcttt gttgtggctc ttgttttcat 120 
ttttgttgta cctcggccgc gaccacgcta atcactagt 159 

<210> 8653 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8653 

ctgatccatc acacatactg cgtggttctg atatagggtg agtttgtcgt tgctgctcat 60 

tgatatgcaa taaggaactt aaggaggcct tctgacagaa gtcactggtc ctgttttgtc .120 

tgaatgagct gcaaaggttg acttgggtgg tggcgagaac tacatgacac agatgagagt 180 

gtgattatgg gaaatgccct gaacagttct gagatgctat atatttggaa aggcgtgttg 240 

gtttgagtgt gggaatatca aaggacacca ccag 274 

<210> 8654 

<211> 480 

<212> DNA 

<213> Homo sapiens 

<400> 8654 

gtacggctcg gagggccgct tcacgttcac ctcccacacg cccggtgacc atcaaatctg 60 

tctgcactcc aattctacca ggatggctct cttcgctggt ggcaaactgc gggtgcatct 120 

cgacatccag gttggggagc atgccaacaa ctaccctgag attgctgcaa aagataagct 180 

gacggagcta cagctccgcg cccgccagtt gcttgatcag gtggaacaga ttcagaagga 24 0 

gcaggattac caaaggtatc gtgaagagcg cttccgactg acgagcgaga gcaccaacca 3 00 

gagggtccta tggtggtcca ttgctcagac tgtcatcctc atcctcactg gcatctggca 3 60 

gatgcgtcac ctcaagagct tctttgaggc caagaagctg gtgtagtgcc ctctttgtat 420 

gaccctttcc ttttacctca tttatttggt acctcggccg cgaccacgct aatcactagt 480 

<210> 8655 

<211> 316 

<212> DNA 

<213> Homo sapiens 

<400> 8655 

gcaccacgag tttgagaagg agatgggagt gtgatggatg ccaaacgaat attctagtgc 60 

tccatcagct tgcgaggatg tacagaaccg gggaactgag atactcatat ccatgttggg i 20 

ctgtaaaaag gctgtcaaaa ccataagatg cacgatggac aatatgctgt gggcctgggg i 80 
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acacatactg aaagacgggg ggaggagggg aaggggaggg ggcgaatcgt tggtagcggg 240 
gggaaagtgg aagacagtga gaagacctag gccgcgacga cgctaatgac tagggaatta 300 
gcgggcgact gggagc 316 

<210> 8656 

<211> 514 

<212> DNA 

<213> Homo sapiens 

<400> 8656 

gcgtgctcaa gctttttctc ctttctatgt ttttttatgt atttatcctt gccgtgtgta 60 

gcatgtgact ttaaaaaaaa ccaacattat ccacaaggga taggcacatg aagggggaga 12 0 

tggtggttga aaagatgttg acctagaaaa taaggcctag cacacagtca ctgaaagact 180 

attggatagt acagagggga catgaaagac ggaagtgtgt ggagaacatt gacagaccaa 240 

aagttgaagg gggaaagaaa aacacaagac ggccatgtca ccgaatgttg tggagtgggg 300 

ggggggaggc gctcgggcaa cagacaggcc atataacaga cgatctacag agagggcaca 360 

gggacaggga gcacggtgaa gcaggagcca gggaggtgga aagcgacatg gccgggaatg 420 

gggagagcca aatattgtga tctacagata gtgcacctct gatggcgaga gaccatgcac .480 

ctgaagctct gtatgtataa tggacggccc aaac 514 

<210> 8657 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8657 

tacaagcttt tttttttttt tttttttttt tttttggtaa tggtcttttt. attggaaaaa 60 

aaaaaaaaaa aaataacatt tacaacatgg gaaggaagta aactgtaatt tctttgaaca 120 

acaatggtgg tgggtggggt gaaaaccaca accccaaacc acttcgccgg ctccaaatga 180 

tgggataaaa aggt 194 

<210> 8658 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8658 

ggtactcgtg cgcccggctt cgcttttctc cgcacgccgt ctgacaaacc ggtatggctg 60 

atatcgacat attcgataag gtgaaactga agaaaaacag agacgcaaga aaaaaataca 120 

ctggcttcca aaaaaacgaa tgaacaggag aaacaagcaa gc 162 
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<210> 8659 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8659 

gagtgcaaac tttttgcttc tattcatcta caatgtatct ttccatgtaa atcccatatc 60 
ttgatgctgg ggtcctgtga gcagcacaca gccagtatcg gatagggctg aaaccaaggc 120 
gttgatgatg tgcacaccat gtatcgtgtg aaggtgagag actttggtga aatccgatat 180 
catggtatga tcatccgtgc ctccacacac acagatggat ccatctggat atacaaccac 240 
eg 

242 

<210> 8660 

<211> 290 

<212> DNA 

<213> Homo sapiens 

<400> 8660 

tcatataaaa cagcaaaata aaatagtcgt gggcacaggc cagtgattct gcagttagag 60 

ccgtgtggac tcggtccccc atetceggtg agggegtetc ctgcacacgg cacccatgct 120 

teaggtcgea cacacgtgcc gtggacccaa gttcaccttt ggaggtgtca atccccccaa 180 

gaagatgttg ctaacttgga gtttggggcc taggctttca tcagagtctt ccccacagaa 240 

agegaaatgg gaatgggtcc ttaataagct aegggecttt gttcacagca 2 90 

<210> 8661 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<210> 8662 

<211> 162 

<212> DNA 

<213> Homo sapiens 



60 



<400> 8661 

ttagaaaggc ttgtttaggg tttaaaagac tggttgttcc tgattgttta ttggtcccat 
ggtgttttct gtgttaacct gggaaaggca gecttaatta cctaaaaaaa gaaaaaaaaa 120 
aaaaagaaaa attatgtgtg agattttttt ttaaagtggg ga 



162 



<400> 8662 

gactctgggg tgatgaatgg ggagaggaga gaaagtgaat cactatatca ttctatacat 6 0 
aagaatcagt ccaggtggat taacaatttt aatatgatag agaaaatata tatactttag 120 
aagatatagg aaaagtatgt gtagtcctct agggtgggga ag 



162 



<210> 8663 
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<211> 258 
<212> DNA 
<213> Homo sapiens 

<400> 8663 

ggttttaaat ttggaaatct aaaatttttt tccaacaatc ttttgggagg gtggacctgg 
gttttttctt ttaggttttg gtccctctgt ttttttattt tttttctttt tggaatttta 
tttttatttg tttttggttc attttttatg gttatatagg ggggggggtg agagaaataa 
cggagaacgt gggtgagcaa gccggtgtta aaagatggga aaagagtgtg gggcaccaaa 
aaccttgttc cctcaagt 



<210> 


8664 


<211> 


482 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) • . (482) 


<223> 


n = A, C, T or 



<400> 8664 

taaaattata ctggtggcgg tttctgtcta tgtgggggat gttctccntt attaccagtt 

acatcctctt cagagctacc cgaaaacccc tctcaggaag gacaccacga gtggtctaca 

aatggtttct tttgatctac aaactcagct atgcatttgg tgttgtgggt tacttggcga 

tcatgtttac aatgtgtgga ttcaatctgt ttttcaaaat caaagctaga gattccatgg 

attttggcat tgtgtctttg ttctacggcc tctactatgg agtaatgggg agagacttta 

ccgagatctg ctcagactac atggccttca ctatagggtt ctacagtgtc aggcggttgg 

ctacaaggag cttatcggac aatatctggg ccagttgggg gcagaagatc attggggagc 

gtgatgaaga aagggtcatg aaaacatcta tcagcgtttc tggtatcttg tcttcattga 
tt 



<210> 


8665 


<211> 


162 


<212> 


DNA 


<213> 


Homo sapiens 


<400> 


8665 



tgaaaaggat agtggggtgt gggaagggac aaaggaaagg aatatatggt gaggttaaaa 60 

tgaagaaaaa gagtaaggca aagaaagtat tgagatttat attttgatgg ggatggttgg 120 

gagggttgag gtgggaatta atttggaaag aaaaatagat gt 162 

<210> 8666 



60 
120 
180 
240 
258 



60 
120 
180 
24 0 
300 
360 
420 
480 
482 
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<210> 


8667 


<211> 


162 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (162) 


<223> 


n = A, C, T or G 


<400> 


8667 



<210> 8669 
<211> 210 
<212> DNA 



60 



<211> 578 
<212> DNA 
<213> Homo sapiens 

<400> 8666 

ataataaaaa caatgaaaat aacagtatgt aaataatggt atgtaaaaat ctaacaatca 

cgtgaaattg aagaatttgg catgtaaaat gaataatact gtcttccccc aagaagttta 120 

gcaccaaact ggctctggtg ctgagataag gaattccagg ccaggcttac atcgcaactc 180 

agtcctcaaa agccctctcg tgcagaatga gaaggcacaa gcatatatac ccattttgtt 24 0 

ttcaccttcc atctctctca atcaaatctt acttctcatt ttaggaagta tatagtccaa 300 

aatgggcttt taattactct ttgatccttc caccccaccc tgcccttttc tttcctagca 360 

aggaaatgac aatgagtgtg gcctatagac aagggtaatt acagatacac cagtgggctg 420 

tgtcgcccag gataaggggg gagagctcaa agctggtcag tgtgtgtgct cctctctcca 480 

cttagctgtc attccaccct gtgcttttct acttccctct tacaaggggc aacaggggcg 54 0 

ggggagcccc acggcacgtc caaggcatag gttaatga 578 



gcccagctct gggaactgaa ttangaaact caaatcgaat agggaagcaa aaaaaacaaa 60 
acaaaaaaaa caaaaaaaaa caaaaaaaaa aaaccctatt ttaaatggaa agggagctta 120 
aaaaaaattt ttttaaggga gggaagaaag ggagaaaatt tt 162 

<210> 8668 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8668 

actttgtgat atctcatagg gcatactggt ctttcaccat ttcgccccca ctttttgccc 60 
atatttccca agctcccccc ctacagcacc ttccatgtgc tcgtgccttc atccagcacc 120 
tgctccccaa tgtattccgt ggtagcaggt gatgtaacac ac 



162 
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<213> Homo sapiens 



<400> 8669 
gtatagagag ggagaggttt 


ttttgtttta 


tagtagagag 


ggggtttcaa 


aggtgttaag 


60 


gaggatggtt tagatataat 


gaaatagtga 


tttggaatag 


taggaataca taagtgatgg 


120 


gaattaaggg gatgaggtgg 


agaagtatga 


gaaggattat 


tatttttaat 


agaaaaaaga 


180 


aaaggaagag aaaagaggtg 


aggtgtgagg 








210 


<210> 8670 

<211> 562 

<212> DNA 

<213> Homo sapiens 












<400> 8670 
gagcggccgc cctttttttt 


tttttttttt 


tttttttttt 


ttttttggcg 


tttcacctta 


60 


tttatttatg tatttattga 


gacggagttt 


cccctcttgt 


cgcccaggct ggagtgcagt 


120 


ggcacaatct cggctcactg 


ccacctccgc 


ctgacaggtt 


caagegatte 


tcctccctca 


180 


gcctcccaag gagctgggat 


tacagctgca 


agatacaaac 


cctgtcctca 


ettaegtaca 


240 


attcatctct gacatgaagc 


agtctcccgg 


ggctccgcgt 


ctgttcgctc tgggattaaa 


300 


ttcgcgtagg cactggggag 


gcgggagctg 


ccttcgcaga 


tatttagcat 


atgaggatcg 


360 


aaggccagtg ggaaccgtga 


ggagacgcac 


aaccgtggtt 


tgggeccagg 


ggcctggggg 


420 


gattgcgagg gggggtcagc 


tgccaagaag 


gecaaaaata 


geeggaeggg 


tgggggggga 


480 


ggcgggcaag gagaagaagc 


tgggcaatgg 


eggctggtag 


ttctgggtgc 


ttcctccggt 


540 


cccttcaacc ccacctccac 


eg 








562 


<210> 8671 

<211> 226 

<212> DNA 

<213> Homo sapiens 












<400> 8671 
cggccgccct tttttttttt 


tttttttttt 


tttttttttt 


tttttttttt 


tttttttttt 


60 


tttttttttt tttttttttt 


tttttttttt 


ttttttaaaa 


aaaaaaggct 


ttaatttttt 


120 


ataatggatt caagccaaca 


aaggtgttca 


aaaaaaattc 


aaaaaggaaa 


aaaggtcaaa 


180 


atttaaaaat aggggggaaa 


ttttcagttt 


gaaagggtaa 


aaggat 




226 


<210> 8672 

<211> 226 

<212> DNA 

<213> Homo sapiens 












<400> 8672 
cctttttttg tttttttttt 


taaggatatg 


tttttattgc 
1374/1427 


taccagaggg 


ttttatcttc . 


60 
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agtatacatg cgttgactgg caatacctgt gttcagactg cagagggagc tcaggatgca 120 
gaagtcatgt taagaaacat aaggctgggg aggggggggg agtaagttct attagaaaat 180 
gccaatagct taacaaacct gagggtatta cattcagtta taccat 226 

<210> 8673 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8673 

agcttttttt tttttttttt tttttttttg gattttattt taaagtttta ttaagaaaaa ■ 60 

aaaaaaaatt aaatggggta ttcatggttt tggaaaaaga gaaaaaaaag ggaaggggaa 120 

caatcccata agggaacatt attctttggg ttaaataata ttaattatgg aaatgaaaac 180 

taataacata acaagggaaa ttaaaaaaaa taaattaaga aaaaggaaaa gagaagggga 240 

aaaggattct gaatatggga gaaatgtgtg ttatggaaaa agattcgggg ttcagggtaa 3 00 

tttcctggag aatttctggc tttgaagcgg ttaagtca 338 

<210> 8674 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8674 

gaaggaacag atggactcat acactccacg atgtaagctg gactagtcca acttccaacg 60 
tccgtataac gccatatgta tcttattgct gtatatagtg gcaaatagaa tagacaacaa 120 
gtgagaggta cgactaatag gggagaaaag gaacacatat gtgataggtg atgagctctg 180 
acatctgatg aaataggtga cgaacttcta ccatgaacaa aatgtgttgc cccacttcag 240 
ataggttcat catcttag 

258 

<210> 8675 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8675 

tgattgtgga gttattcaat atataaaaag ggatattcga gatgacttga atgagctgtc 60 

ttattattcg tgtactgaga tgaatgttca acgcataagt agtatatgag ttcatacaag 120 

tgatggctga agtgctgtca gcagctaata tgg*gagcga aaaggagtca gatggtgttt i 80 

cgaggtcgaa gagcatccga gttaatggtg gtcctgcgcg ccagattcga attggaaata 240 
tc 

242 
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<210> 8676 

<211> 418 

<212> DNA 

<213> Homo sapiens 

<400> 8676 

gggtcctgac gcccaggatg ggagtttctg tgaaggcact ttcagataaa cattaatatt 60 

ttaatttgat tcaaaaagga aaatggaggg gctataaacc tgattttttt aattaattta 120 

ttttaaaaag tcaccaggga taataagttc ggacagttac ggaaatattt ttaccataca 180 

aaataaaaag ataattcaaa aaatttctta tgggaattga cgtccagaat ttaggtccat 240 

gttcactagc taacccactt agtagggtgg ggcgagcaca aactctacct tcccatttct 300 

aggcctgttc ctccctcctt aaggggggaa taaatattaa cagggtggtg gtgaggttta 360 

attgagataa agatttatct actaaaataa ctcagtgata ctttatggtt atagtcaa 418 

<210> 8677 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8677 

gtacgggcca ggctcctaat ctttgggatt cattggcaaa taatttaagt gtggtgtatt 60 

attaaataga caaaaggtaa gttgcaaggt tgaaggatca cttgataagt gagactggtg 120 

atgaacattg atgcgcttaa aagtgaagat gcttacagaa taaatgaaga gcagctgtcc 180 

ttctttcctc cttctagatg ttcatgctgt ggcatgctca gaggttcctg catggatagg 240 

agatgggagc ggagtgat 258 

<210> 8678 

<211> .226 

<212> DNA 

<213> Homo sapiens 

<400> 8678 

ggttcggggg ggaggaggta atcccttcat atttcaatgt tttctttttg cttatttttt 60 

gtattctggt gtatggcgta agtacagata atgcttcatc tcgaatggtc gtttttatat 120 

aatttttttt tttctcttat catcatgatt catttaacaa aatgtttcaa gcttactcag 180 

gtatgctata gtgtactaca gatgaatgtt gggttaaata tagagg 226 



<210> 8679 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8679 

agcttttttt tttttttttt tttttttttt ctttttaagt tttcttttta aaacacacaa 60 
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aattcaattt ttttttcctt ttttttgcaa cagaaaaaaa gaattgaaat tggacctccc 120 
ccttagggaa actttttctt ttggttaact tattttaatt attgaaaata acacttatat 180 
aaataacagg gaca 



<210> 8680 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<210> 8681 

<211> 162 

<212> DNA 

<213> Homo sapiens 



<210> 8682 

<211> 210 

<212> DNA 

<213> Homo sapiens 



<210> 8683 

<211> 194 

<212> DNA 

<213> Homo sapiens 



<400> 8683 

gattatggaa attgaagtta tttaggggtt tttaaattaa gggaagtgga ggtatttttt 
ttagggaaaa agaatattaa ttaaaaaaat agttggtttt tgtgtattta aaaagaatta 
aaaaggaatg gttataatta atattttatg gttagaaaag gtttagtgtt gggtttttat 
aaataaagtg tgga 



194 



60 



<400> 8680 

cttcgttttg ctttctcttc ctttcttcgt acaacaccat gtatatgcag gtgaaagaga 
tgaccaagac tagtaggctg aattagaaat ttatgctgac tctatctaat aataattatg 120 
ttggtttatg tttatctcta ttaaatagtg cttttgggga at 



162 



<400> 8681 

gtgtacgcag gagtccctgc gttgttcagc tcctgtgctt gctgtatttt tgcactttct 60 
cacagaccta tatcatcaaa cgctcataac tactgtgcta ttgagtggta actttgctga 12 0 
tagggctgct caattcatgt atgatggaga taatgctcac gg 



162 



<400> 8682 

aaatatgaat gttaatatat aaagataaag tattgggaaa aagaattata attaaatgtc 60 
acatataaaa tggattgatg ggaagaaatg agaaacaggg taaagtataa aatggaagtg 
gatcaagaat aaaaaaaaga gaattatgaa caaaaaagga aagaaatata tagtcgggat 
tacaagaaag aaatgaagtc aaataaaaaa 



120 
180 
210 



60 
120 
180 
194 
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<210> 8684 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8684 

ataagaggat aaaaaacttc gaaagtaaag acacagaaat gacgaagctg aaggctgaga 60 

gtctcccttc tcacttactc catgctttat ttagcattcc ctaaacggtg aggaggcagc 120 

ggctgttatg gtgtgggaca aaaccagcca ccgggagatg at 162 

<210> 8685 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8685 

gtctctgtta gaggatgtga ctgtgtggat ggactatata tagagaagat gggtgtctag 60 

agcttagtgc taagagccta tgcgcgcaag agatatctca aattcatagt tagatgaaat .120 

gcgaggaatg tgctgctatg attgacaaga ggagtagaaa tgatgtactc atcctcttct 180 

acacgacata atgcaaaata ggatgacata gattgtggga atggat 226 

<210> 8686 

<211> 546 

<212> DNA 

<213> Homo sapiens ■ 

<400> 8686 

tattattatc gcactcgagt ctaagaggct gcactcaaag caataagctg tgtcaacggt 60 

gtccgaggag ggtaatagtt gatcagagga cattgaaaat gaatcttgct gcttcatggt 120 

atattaatat ctgaatagtc agacaactgt aatattatgg aataaacaca tcgtcaaata 180 

tatcattaat atcataagga taggtacaca tggaacgtta tgtacctcgg acgatactga 24 0 

ctgttatcac tattgtatcc ggagacgtgt gcgcgtcgac catatctgag agcgcggacg 300 

gtgtaggatg catatgtaga ctatgctata ttgtcgtcta catagttgga catattcatg 360 

gtcatagctg tcttctgtgt gatattgtta tctgttcact atatcactcg acatacgagt 42 0 

cgtaatcata gagtgctgtg tgtgaggtgt ctactgagtg agctaactca catatatggc 48 0 

gtggcgctct ctgctggctt gcctgtcgtg actcctgatc tgagccagct gcattaatga 54 0 

gtcgtc 546 



<210> 8687 

<211> 562 

<212> DNA 

<213> Homo sapiens 
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<210> 8689 

<211> ■ 194 

<212> DNA 

<213> Homo sapiens 



<400> 8689 

aagctttttt tttttttttt tttttttttt tttttaagtt tttaaacttt ttatttgcat 
attaaaaaaa tagggcattg caataattaa aatcgtttga acaaaaaaaa aaatgggact 
ctgattaaac tgcattacag cctggaggac accttgggcc agctgggcgt taaccaagat 
ttcacgggcc gccc 



<210> 8690 
<211> 194 



60 
120 



<400> 8687 

tggccagatt acgaagcgca atgttgagat tgagaatttg tctatagaga gtacatattc 
gttcagcacc atgatcactc tcatcaacga tgtttattga gaggatggtt gtccacctta 
tacaggctca tggacctata ataacgcttt ccaattctac acatacgtgt agacgaggta 180 
gtctatatac tcagaacatc tagcctgctc tgtatctaca gtgcatgagt aagtatatgt 240 
atatgtatga catagaattc catatcgaag aggtcgtgca agtacactgg tgctgatgct 300 
gtggtgctcg aggaatatcg gctgctaata cacgtatatc tattgaattg tatcagatga 360 
tatgtcacat cagttgtgat catcactgtc gtaggaatgt tagatagaat attatatgtc 420 
atctctctat gactaggctt gtactcctgg tgcataggat actgctgtgt gtggtagctg 480 
tccgtgcgga cgctcgacat cactagagaa tgcacggata gagtgtaagt cgagcagatg 540 
gtagagatct gagcgcagtg ag 



562 



<210> 8688 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<400> 8688 

tggggagcta tggagtctgg tatggtcttt gagattccct gcttgagctg ggaagggggt 60 

gggttctcgc taggtttaat tgtactgcaa cgtatcagag caggcgccac tagtcttaga 120 

gagccagagc gtcatctgtt gtagccactc ggctcagacg tggttgtgtg gaagcgactg 180 

tggatgacac acaaagtgtg cagtgttgtg ttcctatgta actttattta tggatcttga 240 

attttgaata tatactgtac ctgaccgggc ggccgttcga catgactact gaattcgctg 300 

gggagtgtag gtcgactata tgtgagagtt agaaacgcgt tggatgaata atcgagtgtg 360 
tgatagtgat ggctatatac cgtggagtac tcatggtagt ag 



4 02 



60 
120 
180 
194 
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<212> DNA 

<213> Homo sapiens 

<400> 8690 

ggctgcggga cgtgatagac gattaaggta tgattgaata attatactga tatagtgtgt 60 

aagatctctt agagagagct gtgtaattat tcatctatat atttttacta actaacgtga 120 

aagaaaggat gctggatgag cttgttctga gagtatctac ttgaggctgg gatgatactc 180 

caagggttga tgag 194 

<210> 8691 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8691 

gcgggccgag gatatcatga ctagatttat atgtaatatt tattattagg gaaagttaag 60 

aaggaacaga agactagaaa agaagtaaaa actttgatga agagaggggt gtaagaacag 120 

gatcaagaca cattaatgcc taataccaac aacgagcagt gg 162 

<210> 8692 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8692 

aaagaagata caagctgacc tgaataaaat ttgtgcagga ggcgaagaaa ataagggtat 60 

aattatttgg agaccatggg aacacgcaaa cattatgcag aaatctatgt tgtggataaa 120 

agtataaatg attatgatgt taaaaaaatg gggattgaac ataaaggaca agtgtgtgtg 180 

atgaaccaca gaggaagtaa aagcttaagc catgaaatta ctaaaa 226 



<210> 


8693 


<211> 


194 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1)..(194) 


<223> 


n = A, C, T i 


<400> 


8693 



ccgcgggcca ggctactaag gtgcaagtat atgtaaattg ttttgatacc tttanagtga 60 

agggagcctt ttgagaaaag ttggtggagt gcatcgtatc ataaagcggg taggtagtac 120 

atgtaggcag taaatattat ttaaaaatgt ggatagtata ctgtgaagtt ggttggtcta 180 

gaaataccag tttc 194 
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<210> 8694 

<211> 242 

<212> DNA 

<213> Homo sapiens 

<400> 8694 

cacctgccga ttgcctatgc ccatgtgcct gcccttccgg gggaacaagg ggtcggtggg 60 

ggatgacggc gatggaacgg acgcacagaa cgctagccga tgatcataac atcgttgatg 120 

agaaaaatga tatgcatgac aggagtagag gttggcgatt gtattaggat cattgagatc 180 

aaaccacatc acccatgtgc cacactgcca cgactcataa agggtgttgg tatgtggatg 240 

* fc 242 

<210> 8695 

<211> 402 

<212> DNA 

<213> Homo sapiens 

<400> 8695 

ccatgctatt tgattttcct catttcaact gttttgtatg aaaatcttaa tacctatgta 60 

tatggtccta actataggcc gcacatttct tttataattc ctgttggaga gagaggggag 120 

ggaaatttat gtgaatacct ggtgaccttc cttgactttc caggtttcct gatgtcattc 180 

attgattatg ttctccttca ttatttttat actaacttaa aaattgagta tttggagaag 240 

gttttatagt atttattgat gaatatattt agcatatcaa aatttttggt tttaaaaact 300 

gagtaatatt aaagactata agcaaacaaa atttatagaa ccggtcatta agtaattgct 360 

taaaacatgg agcccattac tctaaccttt ataaaaatta ac 402 

<210> 8696 

<211> 274 

<212> DNA 

<213> Homo sapiens 

<400> 8696 

gagtacaagc tttttttttt tttttttttt ttttgtattt tattttaaag tattattatg 60 

aaaacacaca aaatcaaaga gttatccatg gatttgcaac agcagagaaa cagtgacaag 120 

agagaccatc acccataagg gggaacactt atccctttgg cgttaactta atataaaata 180 

attgggaaat gatcacccta aatatcaata gacacgggca cataaaaaaa aagattaaaa 240 

ttaaagaaaa agggaccagg aaactggcgg gaga 274 

<210> 8697 

<211> 770 

<212> DNA 

<213> Homo sapiens 
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<400> 8697 
ggtttttttt tttttttttt 


ttttttggtt 


ttgaaccttt 


aataaaagta 


aaaaatgaat 


60 


gcaaaaagaa cacaatgttg 


aaaacttagt 


atgaatgtga 


acctcactag 


atgttcaaat 


120 


ctggtagagt gcaaattttg 


ttcatactat 


tttacatttt 


tacaaactca 


aatcactttg 


180 


gttcatatat tttctataaa 


ctattggcaa 


aaaaatcctc 


aaatttacat 


tcttttggct 


240 


acattatttc taacagatat 


agatttactt 


ccggtttcgg 


agagaaagac 


ttattgtgtg 


300 


tgcgtgatca agtctgtttt 


aaagattcac 


tcgctgcttt 


catctaataa 


cttctgggtt 


360 


ttcataaaat gctgacatct 


tcattggaaa 


tttttttcat 


gtaactggtt 


tcattttcag 


420 


aaaatatata agggggtcat 


tccaaagttc 


agaatgatcc 


tattttttta 


aaaaacaaaa 


480 


ttcctgtaaa acaaattaac 


tccaggaact 


taaaatttac 


tccaagacat 


ttccctcaaa 


540 


acaaagcaaa aaaccccagc 


aaagatcggt 


acatcacaaa 


aacaaacaca 


aagaccagcg 


600 


ctcacaggca agttcctctt 


agcttccatt 


ctgctgactg 


ggggcttcca 


tttaaaaaga 


660 


ggcttttaat caagccactt 


tcacagaatt 


taaaacaaaa 


caaacacatg 


ttaattgcaa 


720 


aaaacaaaaa aggaaaatta 


ttagaaaaaa 


agaacaaaac 


ccaaaaaacg 




770 


<210> 8698 

<211> 178 

<212> DNA 

<213> Homo sapiens 












<400> 8698 
tagcctcagc ggggaccctc 


agcacatgaa 


tacttcctca 


ttcctggccc 


cctcccttgg 


60 


cccttctgcc tctcttcact 


gccatacaat 


tgtgtgaagg 


atgtagggaa 


gtggaaggaa 


120 


ttaaataaag aaggaaccag 


cggtgaaggc 


ccccccgccc 


cccacagact 


aggtcggc 


178 


<210> 8699 

<211> 178 

<212> DNA 

<213> Homo sapiens 












<400> 8699 
aacactatgc attacataca 


cacaaacaca 


caccacagtc 


ataaagccct 


aatgatgtgc 


60 


tgattacagg tcaatattca 


ggtgagcatt 


ctttattaat 


ttatcaaatg 


aaaagctttt 


120 


tgctacctct gccattcatg 


aaagacagct 


atggaaaaaa 


ggaacctggt 


accaatat 


178 


<210> 8700 

<211> 370 

<212> DNA 

<213> Homo sapiens 












<400> 8700 
tggctggact gcagtacagc 


ggataaaaca 


gggaaacgta 


aaaagtaatc 


agatgactgt . 


60 
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tatcgagatg gagagcatac cagtaaaggt agcactgact gcaatatttg taatataaat 120 
ctaaagttta tatgttaatg aatatcaata tatatatggg gtatatataa ttacactaat 180 
cagtgacaga agcacttata atagcgactt ctgagtaatg aagaagagaa atgatgaata 240 
tatgtattat ctatagggcc tatatacggt gactgcctca ctatgatcct atgggttgtg 300 
agtaattatg caaggctgtg tgaatgcaca gctgtatctg aaggggcaac tacgcagtgc 360 
tgcctaagca 

370 

<210> 8701 

<211> 209 

<212> DNA 

<213> Homo sapiens 

<400> 8701 

gcccggagga tgagcatgag cataaaggaa gtgtggtagg acagatcaaa gggaagtaca 60 

tggaatgtac gaggtttttc aattaggaat caaaaaagaa acgaggagac ttcgaaaagc 120 

tgactaatta ttagggaact gacttggatg ctgtaagcaa agctatacat gatctgatac 180 

aagagatggg cggactggcg ttagcatgt 209 

<210> 8702 

<211> 322 

<212> DNA 

<213> Homo sapiens 

<400> 8702 

tgattacaaa gctgtatgtc atgggccaac tatgcaataa acctaaacta gagctatggg 60 

ctgtgagtgg atttcacttg atgataccat gaagactgat ttatgatgtg atactatcca 120 

ttcttctgtc ggtatgaagt tatgcatgac aaaatgatgg agtgcttaaa tgggatgtca 180 

tatggacaaa gaccgtgtga agtgaccctg atgatagcat atcatttcag gataactaat 24 0 

gactggcagg ttgcaaggat tgttgacgac tgggactgga catgcgcgga taggtgattg 300 

ctcacggaca tgctcgagaa aa 322 

<210> 8703 

<211> 578 

<212> DNA 

<213> Homo sapiens 

<400> 8703 

atcttggtga gaatctcagc aaaccaccaa gtgatcctga ggctaaccct gaagtttcag 60 

agagaaagct gccaactgag gaagagcctg cacctgtggt ggaacaatca gggaaaagga 120 

agtcaaaaac caaaactatt gtggagccac cgaggaaaag gcagacaaag accaaaaata 180 

tagtggagcc accaaggaaa aggcagacaa agaccaaaaa tatagtggag ccactgagga 240 
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agaggaaggc gaaaaccaaa 


aatgtatctg 


tgacacctgg acataagaag cgtgggcctt 


300 


Cdcicty day dd dCCLyytyta 


rrnaaaanUrf 
yCddddy c uy 


2^a33 rTtna 3 naphannacf* t~ 3 3 3 +~ it /■*» :a 
aadaaLyL-da ydtLdyyaCU tUUdddLyCd 


jdu 


aagtccctgg atgtttcttg 


caagaccttg 


aaaagtcaaa gaaatactct ggaaaaaatt 


420 


taaagcgaaa taaggatgaa 


ttggttcaga 


gaatctacga cctgtttaac agatccgtct 


480 


gtgataaaaa gctgccagag 


aaactacgca 


taggctggaa taacaagatg gtgaaaactg 


540 


gtggcttatg cagcactggg 


gaggagaggg 


gggcccgg 


■ 578 



<210> 8704 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8704 



aactggtgct gaagataatg 


acatcagcaa 


ccgagactaa ggcaatacgt 


cattgacacc 


60 


aatacaatga gcctgtgtgt 


gatgggtctg 


ttcgtgctag tgctcgattt 


tggattttga 


120 


tctctatcag tatcattggg 


cttggactct 


gacactgcca gcggctgctg. ttacactgat 


180 


agggagagga atcggactgg 


ggaggtagag 


gacaatgaca acgagaacat 


cagctcctgc 


.240 


tcacaggcgg ctgtggtaag 


caaagaaggc 


cacgctgtac gcactgtacc 


ctgcgagcag 


300 


ggagtcctgc aggggcggcc 


tgggcggtct 


actcatgaat ctgaggtcga 


ttgt 


354 



<210> 8705 

<211> 226 

<212> DNA 

<213> Homo sapiens 



<400> 8705 



tggtattggt aataaaattt 


tgatctctaa 


gaagattaaa 


agaagtaggg aagcgtgatg 


60 


ttagaagcga tggcgatttt 


ctggtaagcg 


gtctatggtc 


tgttttatta taaactagga 


120 


aaagaacata acagctcaca 


ggacccaact 


tattgatgaa atgaactgga gtgctgacag 


180 


atactaggga tagaaataga 


tgaagaaggg 


acggaaacaa 


ttacta 


226 



<210> 8706 

<211> 498 

<212> DNA 

<213> Homo sapiens 



<400> 8706 



agcatacacg gcagatatgc 


accatgcaat 


gcccgagtga agcactgcct gaggacaaag 


60 


agggcttgaa tgtcaggagt 


gtgtgatgga 


aggatggacg gcgcggctgc gaagatgctg 


120 


acagatggac agacccacca 


gaggaatgag 


gaggctgcaa tggtcaagag agtatccgga 


180 


acgatccagg gcgaagaaac 


gccggctatg 


catctgcatt ggagtggcac aggggtcaca 


240 



1384/1427 



WO 02/057414 



PCT/US01/47856 



ttgcatgcga gagacggtga gcgtggggag aaataagatc gccgtactgg aaagatgctg 300 

gaagagggcc ggaaaccatg gaagtctggt gaggctgcaa tggtagatgt ggatcatggc 360 

tagtccatgt gagctgagta gttaatcaga ctaggcacat cggggtcgca actgctgtgc 42 0 

gtgatatgac acagacagtt gctgtgggcg tactgaatga tgaggacaaa gaagcggatg 48 0 

gccctgataa agaaagga 4gg 

<210> 8707 

<211> 226 

<212> DNA 

<213> Homo sapiens 

<400> 8707 

tgtacacggg ggtgtcttgc gcatgtccat cgggaggtag ggggactggg tggtagcgcg 60 

agttatacac gatgaaggcg aactggacac gttaatgtgc ttggacccca tgccgatcgc 120 

gacatacggg ctagctggag gagggaaacg gcgatgatgg ggcaggatga aggggcaaaa 180 

ataggggcgt ggtgagcaga aaataactgc tggccttatt ttatgt 226 

<210> 8708 

<211> 498 

<212> DNA 

<213> Homo sapiens 

<400> 8708 

tttttttttt tttttttttt tttttttttt gggtttgaac ctttaataaa agtaaaaaat 60 

gaatggaaaa agaacacaat ggtgaaaact tagtatgaat gtgaacctca ctagatgttc 120 

aaatctggta gagtgcaaat tttggtcata ctattttaca tttttacaaa ctcaaatcac 18 0 

tttgggtcat atattttcta taaactattg gcaaaaaaat cctcaaattt acattctttt 24 0 

ggctacatta tttctaacag atatagattt acttccggtt tcggagagaa. agacttattg 300 

tgtgtgcgtg atcaagtctg gtttaaagat tcactcgctg ctttcatcta ataacttctg 360 

gtttttcata aaatgctgac atgttcaatg gaaatttttg tcaaggaact ggtttcattt 42 0 

tcagaaaata tataaagggg gcaatccaaa gttcagaaag atgctattgt tttaaaaaac 48 0 

aaaaatcctg taaaaaca 4gQ 

<210> 8709 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> miscJEeature 

<222> (1) . . (162) 

<223> n = A, C, T or G 
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<400> 8709 

cgagagatga cgttccaaga catctgagca ncccgcgggg ctatacaacc atgtaaccaa 



60 



agcctcaccc cttcccgcag ttggaaaaaa atttatggaa caagaaaagt tatcatttga 120 



<210> 


8710 


<211> 


194 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) (194) 


<223> 


Q s A, C, T < 


<400> 


8710 



tgaagactag ataggagtgg naagactgga cgtatgctct gaaggagcat aggagacata 60 

agtaaaagcg ggcagtaaac tgtcgtctga tgattatgag accatgggaa aaagcatgag 120 

acaggtaaaa catagtaatg ggcatgttac aagccactga cgtatgcctg cactattgta 180 

cagcaccttt cacc 194 



<210> 8711 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8711 

tctttttgtt ttatttatgt tgtattgtaa gatgtcaaag agtaatacgc aaggcacaaa 60 

agatcatatt gttagcttgt atggttgaca gagacagtga atattatcaa ggaaacatca 120 

catctgaagg acttagcatt gcaacacaca atttataaga ac 162 



<210> 8712 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8712 

gctggtgtgt tatttatttg tggtacattt agaggaaaga acggtaggga gccatatatg 60 

acgaagaggg taagaaggca catgtagtaa gaagaataac aagtgacacg ccacagtggg 120 

tcagtggcgc aagataacgc gagatcatta actgacatgg taacaatctg gtacatatca 180 

ctgtgtatac atggagagaa actgacgtga 210 



<210> 8713 
<211> 178 



aatttaaaag ggtgggcaga acattggtcc caaggaaata tt 



162 
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<212> DNA 

<213> Homo sapiens 

<400> 8713 

cggttgtgct gttattttta tttttgtgta ttttaagaat gcaaatatct gttaaagcga 60 

gcaatatatg atcaaagaag gcgaacgaat ggtaggggca ggaggtagaa tcaacaagga 120 

ccactgccac ttggggatca gtggcgcaag gtaacggagc tagattaacc tgatatgg 178 

<210> 8714 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8714 

ggtgggcgtt tatttcttta atgttaggtt taagaggaaa gtagctggga tagaaggcat 60 
gcataataca gaaggctatg aatgctatgg caagaagaag ggataatacg tgcgcgtgcc 120 
acatgggtgt taggggtaga agataaccgt gagcagaact gtatggtata gttggtccat 180 
agtctgctta ttag 

<210> 8715 

<211> 514 

<212> DNA 

<213> Homo sapiens 

<400> 8715 

caagcccccg ccgcacccac ctccaccccc ccccaaaagg aaaaacaaca aggaagaacg 60 

tacccaggca gggccaccac aaaaggggag catcaaccga gcccacgagc gggcaaaggg 12 0 

aaacgagcgg ggcgggggga gacggacagg gcgccagaca caccaccagc agagcacagc 180 

agacgggccg aagccgggcc cgggggccgg cctggacacg ccccccgggc gcaggacccc 24 0 

ccgcccatgc ccccgacccc gcccgccacc cacgcggccg gcggaccagc acagaccccc 300 

aggccacggc ggggaacaaa accagcacaa cccccgagga ggcagaccca caccaccgcc 360 

cccaaggagc ccccccggca ggcgccggcc ccgaccccgc caaccggcag cccgcgggca 420 

gcgaggctcc aacaggcccc cccacgcgac acccaccccc tacacccccc accaagcacg 480 

cagcgaaaaa acacacgcca agggagggca agcc 514 

<210> 8716 

<211> 306 

<212> DNA 

<213> Homo sapiens 

<400> 8716 

ccctttcttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 60 
ttaaaataaa attaaaaacc aatgaaattt attgggttac agggaataac cgggcacaaa 120 
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^jj y y y y l. L-dci. 


ctctL-ctcty Lt La 




Ci uuaL. den— ' — 


c^yyyyyy uy 


1 RO 

-LOU 


acaaatttgg aagcgggggg 


tacttaaaaa 


aacggcatcg 


aaaaacaaac 


cactaaaaat 


240 


tcgcgaaatc aaaaaaataa 


cttctttctt 


ctttaaaaaa 


ggagggggaa 


gaagtcgttg 


300 


ggttat 










306 


<210> 8717 

<211> 194 

<212> DNA 

<213> Homo sapiens 












<400> 8717 
aggtaacaag gctctttttt 


uttXCu uc tt 


tccttttttt 


fcfctttacccg 


tttaaaaata 


60 


acatttttta ttatttcccc 


aggcccgatc 


cacagccctg 


aaacaaaagc 


attctgatac 


120 


acatttgtca gtgctggggg 


gtttggttgc 


catgactgcc 


tacacaggcg 


cgatgaacag 


180 


ccaccccggg ttgg 










194 


<210> 8718 

<211> 242 

<212> DNA 

<213> Homo sapiens 












<400> 8718 
tgggcaaact gactggtgat 


ggcaagagtg 


gtgtctatga 


agaeggacta 


cacagcatgg 


60 


cacatacaat aaacactgcg 


agactctatg 


cgattacctg 


gctactacac 


acatttatac 


120 


ccaacataac ttcatgaatt 


gatgccacca 


tgtgcaataa 


actgcgccgt 


ctggtgctca 


180 


gaggaacacc aggcgctgca 


acctgcagct 


ctatcaggac 


gcccagactc 


cgecattagg 


240 


gg 










242 


<210> 8719 

<211> 466 

<212> DNA 

<213> Homo sapiens 












<400> 8719 
tgctatcaca aatattctac 


ttgtaactat 


tcaactgcat 


cgctgacata 


acatggttga 


60 


acgattggga taatggcact 


aagcactagg 


tgtagatatg 


attatgacta 


taatacatgg 


120 


gtaaaggtgc tgataataaa 


acaaactcta 


ccatactaga 


tacactgagt 


caatgtatat 


180 


ataatgtggg atacgataat 


gaactcacaa 


ctaatatggc 


agggacacat 


atatgaaaca 


240 


caatatatcc tgtatttgcg 


atataagcat 


cattataaga 


tcataagtag 


attgtgcgaa 


300 


gaatcctatg tatgccggac 


tgttttatcc 


tgacccaacc 


catatgactt 


gtcccagtgg 


360 


atccgggaga agagatatga 


atgacatgta 


gccggactga 


gcctacacag 


ttacaccccc 


420 
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<210> 8720 

<211> 450 

<212> DNA 

<213> Homo sapiens 

<400> 8720 

tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt tttttttttt 60 

tttttttttt tttttattta aaagttttat tataaaaaca cagggaataa aggggggaat 120 

ccaggttttg ggaacagaaa aaaaaaaggg aaaggggacc ctccccatag gggacactta 180 

tccttggggt aaactaaaaa aaaaaaggga aaaaacacca aaaacaaaaa aaaagaccaa 240 

aaaaaaaata aatttaaaaa aaaaaacagg aacgggggga gggagaccgg ggtagggggg 300 

aaaagggggc aagggaaaaa catcaaggct aggggggcct cccctgaaaa attgcgggct 360 

tggggaagtc aaggtcggtg gcagggacaa acccgtgccc ggcccgcggg ggggagggga 420 

ggggaagggg gggggggggc ggggtgaggg 450 

<210> 8721 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8721 

tgcaaatgaa tgaaaatggt ttaaaataga cacaagacat gggccaacat acgttctact 60 

gacgatgcag aggaactggg accctaccca gctggactgg gaatgggagg ggtgccgcca 120 

tgctggaaag tggcgcggga gtggcttagg atgccaagta catccttacc atgacataca 180 

ccaacgccac tgatgagatg tgcacgaagg 210 

<210> 8722 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8722 

acaagctttt tttttttttt tttttttttt tttgctcaca tttaattttt attttgattt 60 

tttttaatgg tgcacaacac aatatttatt tcatttggtt cttttatttc attttatttg 12 0 

tttggtgctg gtggtttatt tatttttact gaaagtgaga gggaactttt gggggctttt 180 

ttcctttttc tgtaggccgg cttaagcttt ctaaatttgg aacatctaag caagctgaag 24 0 

gggaaagggg ggttcgcaaa aacactcggg ggaagggaaa gggggctttg ttaatcatgc 3 00 

cctatggggg gtgagtaact ggttgggccc tgccgggggc gcgggggggg gC gg 354 

<210> 8723 
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<211> 162 
<212> DNA 
<213> Homo sapiens 

<400> 8723 

gttggccccg taggttacta gtctagtgtc ttcagtatgt aactactgtg acctcatgct 60 

ggtcaagggt ctaagtttaa ctagcaacta tgtattccag taaaatcaga tgtaaagtat 120 

actactttgg tactaggtac ctaagtaggt cactttcact tg 162 



<210> 8724 

<211> 354 

<212> DNA 

<213> Homo sapiens 

<400> 8724 



gctgcagtga 


catgagacag aacagcgcgg agggcgccac aaaagcagcg 


gacaagaaag 


60 


ccgcaggagc 


aggcaaggcc accaagccag cccagaaagc ccagaaggcc 


aaacgaacac 


120 


caccccaaac 


accagccacc ccacacacaa acagcggagg aagaacggtc 


tcagaaccgc 


180 


aagcatcaac 


cggccataca agaagagcag caaaagacag gacaacgaca acaacgcatc 


240 


gcaaaacccc 


cagaaggaaa ggagaacgcc gcgaggacca ccccggcaac 


cccactcgcg 


300 


tgcggcagca 


taaagccaca agtaaccaaa accagtacgc tgccgggact 


gcaa 


354 


<210> 8725 

<211> 578 

<212> DNA 

<213> Homo sapiens 






<400> 8725 

ctggtctttg tgtatggttt tgtgatgtaa cgatctttgc tggggttttt 


tgctttgttg 


60 


tgagggaaat 


gtcttggagt aaatgttaag ttcctggagt taatgtgttt 


tacaggaatt 


120 


ttgtttttta 


aaaaaatagg atcattctga actttggaat gaccccctta 


tatatgatct 


180 


gaaaatgaaa 


acagttacat gaaaaaaata tccaatgaag atgtcagcat tttatgaaaa 


240 


accaaaagtt 


attagatgaa agcagcgagt gaatctttaa aacagacttg atcacgcaca 


300 


cacaataagt 


ctttctctcc gaaaccggaa gtgaatctat atctggtaga 


aataatgtag 


360 


ccaaaagaat 


gtataattga ggattttttt gccaatagtt tatagaaaat 


atatgaacca 


420 


aagtgatatg 


agtttgtaaa aatgtaaaat agtatgaaca aaatttgcac 


tctaccacat 


480 


ttgaacatct 


agtgaggggc acattcatac taaggtgtga acaatgtgtg 


tctttttgca 


540 


ctcatttttt 


acgttttatt. aaaagagcaa aaaacaaa 




578 



<210> 8726 
<211> 498 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> misc_feature 

<222> (1)..(498) 

<223> n = A, C, T or G 

<400> 8726 

ctgatattgt gtagacgaaa agatgatctg caagatgata aagatctgga atatggccat 60 

aaactgtaga anggtggtga agctgtcatt gctgatgatg ctgccgtcga gcacatgggt 120 

gctgacgagc ccatatacta tgcaaccttg tgacactatg cagcttcgga tatgatacat 180 

acacgtgatg tgagagacac aaaagcagtg gacgagatag cagcagggag acggcaaggc 240 

tgccggatct ggccaggaca ccaagaatgc tcaaagaaca ttatacgcta tacgaatcac .300 

atcactaata accaccggcg gaataacagt cacaggagtg agaactgcaa tagaacagtt 360 

aggttcaata ggccaataca ggttaatgat aacaaagcgt cgtatgacca caatacagaa 420 

aagaaaatgc ataatgaaac gataatgttt tgtggaccac gtgtggtagc tttaatgcat 480 

gaggcagtaa tatcagat 4g8 

<210> 8727 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8727 

aatgctcaac gcattacatt acatgaactc acccatgtga tggtagtaac tgttcttcat 60 

cactaaaaca tggaagcgaa aaatgagtca gatgctgttt cgaggctcga acaccatccc 120 

agcaatggta gccctgcctg caatcttcga ctttaatacc ca 162 

<210> 8728 

<211> 258 

<212> DMA 

<213> Homo sapiens 

<400> 8728 

gtagagtagg acagagacaa gaaaaatata atgcacacac acattggatg gttgtacttg 60 

caaactagct aataacacta gggaagaaca aaggatccaa aagcaggtgg agagcataaa 120 

agaacacatg aatgggaagt cctgcaagag ctacatgaat atacgagatg actctataaa 180 

agctgactaa tcattatgta tatgactgga atgatcaaca cacagaacta catgaaactc 240 
atccattgta ggctgatc 



258 



<210> 8729 
<211> 194 
<212> DNA 
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<213> Homo sapiens 



<400> 8729 
atggatgtta attgaataat 


gatggtaaaa 


gggtagatta 


ttggttgtat tttgattgat 


60 


gttataatga ggaggtttgt 


ggataggagt 


gaataaagtg 


attggatgag tgggcgaaat 


120 


attatgagtt gatgatggga 


tatatggagg 


atggggataa 


gtggagagga gaagatggga 


180 


aagtggaggg aaaa 








194 


<210> 8730 

<211> 402 

<212> DNA 

<213> Homo sapiens 










<400> 8730 
gtgcaccgag acgcgcggag 


gcagaggctc 


gggtgcgtgc 


aagacacaac tacaccggta 


60 


gcaccaccga catgagccga 


agaaggcatc 


gtgactggac 


gtgtaaggga ggtaaacact 


120 


aratcraraa a a era at* at* a a 




aaaana pana 
QddclU.ctL.ciy cl 


uyycdcycicc dcgugaaaca 


XoU 


agatatgatg acggacactt 


atacaagcga 


caatggcaac 


tccgtgtact agcatcgaag 


240 


tgaggaagag acgtatgtat 


gaacaagaca 


gtgctggtag 


gacggactga gactgaacag 


300 


acactatcat actatctcca 


agggcgatga 


cgacaagaaa 


cagggagaat gagatatgac 


360 


ttagttaact ggacagaagg 


gggaaaacaa 


gtatatggtc 


gg 


402 


<4 JLU> O / j JL 

<211> 498 
<212> DNA 
<213> Homo sapiens 










<220> 

<221> misc_feature 
<222> (1) . . (498) 
<223> n « A, C, G or 


T 








<400> 8731 
tacactaaat acaaagtgac 


aagggtgtct 


gtgtgctatg 


ctcactacaa caaacccttc 


60 


acctaaaaaa caaatggaag 


aaaaagagaa 


acagctgcaa 


atagttaaaa gcactatagt 


120 


aacacataac aaaatgtgag 


agatgagaga 


atagaaagag 


tagaaaatat aactacttgc 


180 


tgtgaaccta tggtagttac 


gctctgtcag 


tctgtagcat 


acataccata ccatataaac 


240 


acagcacaag agtaagacaa 


caacacatgg 


tgaagctaga 


ctatgtgcag gatacatgat 


300 


gcgtgataac atctgcaaca 


tgagacaaac 


gtagaagaga 


actgaggcaa taaataaaag 


360 


tgatacctat agacggatac 


agtgatataa 


cgttgggaca 


ctgggtggaa gcgcgggata 


420 


ggagcggtat gtgcatcact 


gctgagcaca 


ctaatatgaa 
1392/1427 


tgtagtaaat ggaccacgtc 


480 
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cagggtagat gactgnag 4gg 

<210> 8732 

<211> 178 

<212> DNA 

<213> Homo sapiens 

<400> 8732 

ctgtagttta agatgttaga caccagactc tcacgcttga tccaaacatc tttactcaac 60 

cacacaacaa atgaggtaat atctgtgtgt aagtttcacc ttttgtcatt taccttctcc 12 0 

tctcggtaaa aatgtaaaga aaaaagtgta tatgcttctc cttgctccac tgtaaata 178 

<210> 8733 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8733 

tgttatatta gtgatagata tctattatag attgtgaatc aaaattatga atcttcagat 60 

tgatgtggtt gtcgtgaata tggttcagaa gatgtcgata agtagtagga ctgcaagttt 120 

aggttactta tgctaggact gatgtttgtt tgaatatttg taagtgcttg gttattgaaa 180 

gtgattgcct ttaatccaag acttatagtg 210 

<210> 8734 

<211> 338 

<212> DNA 

<213> Homo sapiens 

<400> 8734 

aggtacttta tgaatatgcc agaaatatgt tacataagca attataagac gtgcaagtat 60 

ggaatggatt acctcgtctc cgctcaaaaa cactgatctc tgaaggaaga tggatttata 120 

tgtggatatg caagtctgat cataaggttc attgtgagat gatggggaac atgtaactta 180 

gttatagagc taagaggagt tattgtgcag tgtggagtac tcaagctttc ttatctagat 240 

gtactcagtc atctggctac ctcggtgcgt gaaccaatct aattattaat ggattagcgg 300 

ccgtctggag gtcgatcata taggagaagt ccgtgcgc 338 

<210> 8735 

<211> 210 

<212> DNA 

<213> Homo sapiens 

<400> 8735 

ggcccggggg caaggtacct aattttggct ttcatggatt tacatttttt taagggggcg 60 

tttaaggtga atttattgtt atttaataat gtcctggaga taactttggg gtataagatt 12 0 

ccaattttaa tgtaattacc tactattatt tttgtgttgt cgttttgcaa agaaagataa 180 
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tgattcctgg gggcttgggg aaatattaat 210 

<210> 8736 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8736 

tacagctttt tttttttttt tttttttttt tggttttaag ttttattatt gaaaaaacaa 60 

aaattcaatg gtttattcat gtttttggca aaagaaaaaa acaggggacg ggggaccttc 120 

ccctaaggga aaattattct ttgggttaaa ttatattaat tatgggaatt gaaacttatt 180 

aaattaaccg ggaaattaaa aagaattaat taagaaaaag ggaaaggaac gggggggaag 240 

gggtcttgat ttgtggga 258 

<210> 8737 

<211> 370 

<212> DNA 

<213> Homo sapiens 

<400> 8737 

gtatacgtgt attatttgtt tttgttttgt tctgtgggaa tgaagaaata ttttagtaaa 60 

gtgtggggag cgggatgatg ttcaatctca caacttttgg aaatgcttct tggtgctgtc 120 

agccgttggt gatctttatc ttatttaaat gcactgtatt gtgcagaggt ctggtctcgc 180 

gtgttgtgac cattatttat atctggatat ccctaagata ggtggacagg tgtgcgtgtg 240 

gtggcggtcg ctctatctct gttgtggatt atacgtcgga tgcagatgag atatatgggt 300. 

gtgctcataa tgcgttggat gcataacatg agtattatat aatgtaaaca aaatagcttg 360 

gggtcggtat 370 

<210> 8738 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8738 

actgcacact gatctgtaac tcatcgcatg ttgttatttt gttttatctt cataccaggt 60 

catattatct ttatgaacag actggtgtat ctactaaaaa atatatttat ttctgagagc 120 

tatgtttttg gctgggagga gtgatatctc ttcatactta aatgttttat tatatgctta 180 

attattgtat tctgggtgtt tggttgtatg tacttgctgc gaggtggtgc tgagatgtca 24 0 

ctactgggtg cgccgctgca tgtcagtcga acatatggga gagcttgcaa gtcgtcggtt 300 

ggatagctct actattctat agtgtgaata taatagctgt ctataatcgt ggtcttaatt 360 

gtttgctgtt gtgatattgt tttcct 386 
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<210> 8739 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8739 

tggcgcctcg ggtagtgatc catgagaaag ccatgtcagt tcgaacgata gatcgttaag 60 

actcatgaga gaaactgacg agtttaatct gaatctccta gttctttgga gatggagatg 120 

aatcgtgaat acagctgaga tctagtagat attattaggt agcaaatgaa attgtagttg 180 

gtggtggttg gaatgctata ataatctttg ttcfcccgtgt ctcagttgaa atctttacac 240 

aaattataag gctgggtg 25Q 

<210> 8740 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8740 

aggtaggagc attgtgccca ttatttctta tggtcgatag agggttcagg gggtgctaat 60 

acggtatata ccggccgtat cttcatgatg gctaaggaaa gttatttgag gaatatcgag 120 

catgaacgtg tgttttgttg gggagatact gtaccattga gtgtatttta ctgacgcggc 180 

tgtgttctga tgaaagtggt tgggtattta cgtcttggaa aagtgtttgt ctttcaatct 240 

gatgtgttgc cagctcatat gtgcgaggtg ttgtgctatg tgttcattat cagaatgggg 300 

gtttccatat gccatatctg acgtggtggc ctgtctatat caatgaatgt gtcgcagctg 360 

aatgacacgt tgaaaatatt ggagag 386 

<210> 8741 

<211> 386 

<212> DNA 

<213> Homo sapiens 

<400> 8741 

aaatgtttga tctgttattg aattgatctg tacagagtca tgatattttt ttggtatgta 60 

tgagtaacat gaatgcttct gtatgaaaca gttgttatat atactctaga tttatatact 120 

aacattctgg tttggctatt tatgtgatat tgatggtgtt atatattata gtattatgtg 180 

ttcattccat aaattttatg aatataaatt cattgatttc tgtcttctat ggtgatggtg 240 

ggtgactagt gtttggatgg agtctaatat taaatgattg tagcgattga ttatgtatgg 300 

aattaatatc tatctcatat aagacgcaaa aaaaacaagg aaagaataat accaaatgta 360 

gtggaggaag agggagggaa cgaaag 386 
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<210> 8742 

<211> 322 

<212> DNA 

<213> Homo sapiens 



gtacaagctt tttttttttt 


tttttttttt 


ttggtttaaa 


atttttttat 


taaaaaaaaa 


60 


aaaattcaat ttttttatca 


atttttttgc 


aacatataaa 


aatcatggac 


gttgaaccat 


120 


cccaataggg aaatcttttc 


tttgggttaa 


attattttaa 


ttatgggaaa 


tgatatttat 


180 


tacaataaca aggaatttaa 


aaaaatataa 


ttaaaaaaaa 


gggataggaa 


ttggggaaag 


240 


gattctttat tttggaggaa 


ttgtgtctct 


tgtaaaagca 


tccgggttca 


ggcaaccttc 


300 


cttgaaaatt tcttgtttct 


aa 








322 


<210> 8743 

<211> 386 

<212> DNA 

<213> Homo sapiens 












<400> 8743 
taggtatcgt gtgtggcgct 


gacgtcctcc 


tctgaagcat 


gggatctctg 


atttgctagg 


60 


tcctggttgc ttcagttgcc 


tgattagtct 


ccgaggccgt 


gttagcagtc 


agtagatgtc 


120 


cgtactagat cctgtgaggt 


agggtggtgg 


gtactgggag 


atgagtagat 


agagatgcca 


180 


gtaacatgtt gtcttcctaa 


acaagagagg 


tcgggaggta 


tgtgtgtggg 


ggaagtgagg 


240 


agtgggtcca gaaatatgtc 


agagagctgg 


tgttgagtga 


ctgatgggta 


taaagatgta . 


300 


ggtgtaagac tcagggtgtc 


agtggggagg 


agcacgagcc 


tgagctcgtg 


gggagcatga 


360 


cgtgatgatc gtcgtaggag 


acgtta 








386 


<210> 8744 

<211> 594 

<212> DNA 

<213> Homo sapiens 












<400> 8744 
ggtactgatt ttggattttt 


gatttttttt 


ttgggtgtga 


acttatactt 


gattgatata 


60 


tatcatatat aaafcaattta 


aa <**a t* a taa t~ 






dL.yL.dU. cty a. l. 


ion 

X 6 u 


tgtcaactta tatttggaat 


gtaataagta 


tgtattcttc 


tgttaatgct 


atgttctcct 


180 


ggtgttcatc tgacacatgg 


aatttgtgtc 


tgatgtgcca 


ttagagcggt 


gtctcatatt 


240 


gtccgcatat cttgatcgag 


gtagtgaatt 


ggatcgtatc 


ttttgattta 


taagtgttca 


300 


ttgtatgatt ctgtgagtta 


tacataccac 


ggatgggatg 


ttgcttatgt 


tggctgccta 


360 


tttggtctgt gagattgagc 


gtttttatca 


catacatttg 


cctaatttgt 


cataatacaa 


420 


tggattagat gacacctctg 


tcgcgaacat 


tcttatctgt 


attgtattcg 


tggtggactt 


480 
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cacgtcgaat atgtgggaga tctcctatcg cgatgagatg tgtagcttga tgttgctata 540 
gcggtcccta aatggctcga cgtcatcatt atcatggttg tttccagggt gtag 594 

<210> 8745 

<211> 514 

<212> DNA 

<213> Homo sapiens 

<400> 8745 

gcaggtactg attatggagt caatgaatat atggaagggt cattcatgat atatgatgta 60 

ggatggtatg ttttcatatg gatcaacgta gaatcattca agttatgtat ggtatgctgt 12 0 

gtatacaatg gctcatatag tgagatgata tctataaatg tatatgctga ataatattac 180 

tttatgtttt tatgtacatt gtttgattag gtgaaataag tacataacgc atgggatctt 240 

gcgtaggtcg gctgtctaga tggactctga cataaagtct tgttttcgga tagcatagat 300 

tgattagtgg catctaatag gattatctga gacagtcagg ggatatagga ttcataaatc 360 

atacttgtat ctagtcatat gcatgcttat ctacacaaaa gtagatatta tatatactta 420 

tctgattgat gagatctctc atatctctcc catatttatt atgttgtata tcaatttatg 480 

gatttttatc tggaatttga agatagcacg ttcg 514 

<210> 8746 

<211> 306 

<212> DNA 

<213> Homo sapiens 



<210> 8747 

<211> 430 

<212> DNA 

<213> Homo sapiens 



60 



<400> 8746 

agtgattatg gaaacatgaa gctatttaag ggtttattac ccctaaagga atggaaagta 
atctataata tggataaaag acatttatta aaaaaaataa ttgttgtctg tgtatagaaa 12 0 
agcagcttac aatgaatatg ttatcaataa atatctatgc ttagaaagtg caaccttctt 180 
ggtcttataa acaaaaagtg ggcattggtt atcctttgat aacttacggc cagggggttc 240. 
attaggaaat ccaccccatc atgatggaag tttggcggcc ccatcttccg ttatggttaa 300 
aaaaaa 



306 



<400> 8747 

aggagttcat cagcggtcag tctgtggtgt ttgtggccat tgccttcatc accatgatga 60 

ttatctcgtt agcctggcta atattttact atatacagcg tttcctatat actggctctc 120 

agattggaag tcagagccat agaaaagaaa ctaagaaagt tattggccag cttctacttc 180 
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atactgtaaa gcatggagaa 


aagggaattg 


atgttgatgc 


tgaaaattgt 


gcagtgtgta 


240 


ttgaaaattt caaagtaaag 


gatattatta 


gaattctgcc 


aatgcagcat 


atttttcata 


300 


gaatatgcat tgacccatgg 


cttgtggatc 


accgaacatg 


tccaatgtgt 


aaacttgatg 


360 


tcatcaaagc cctaggatat 


gggggagagc 


ctggggatgt 


acctcggccg 


gcgacacgct 


420 


aatgactagt 










430 


<210> 8748 

<211> 178 

<212> DNA 

<213> Homo sapiens 












<400> 8748 
cagtcagttt acgagtgttt 


ctagattagg 


ttgtataatt 


tatgatggat 


tggcagaggt 


60 


gcatacatta aatgtaactt 


gttttttgtc 


ctctcccatt 


atacataatg 


gagtgatgat 


120 


atactgaatg tgtgggaaga 


ataatgaaag 


agattgaatt 


tctacatcta 


gtgcatca 


178 


<210> 8749 

<211> 194 

<212> DNA 

<213> Homo sapiens 












<40Q> 8749 

tactaataat ggtgttggct 


tagctatgat 


ggattcaaca 


tgaaaaatgt 


gaagctgtga 


60 


taggtcattg taatgtaaaa 


tttgttaaga 


caacaacatc 


agtttttggg 


cggatatgat 


120 


atttattgtg taaatttgct 


gatggaggac 


aggaccagag 


acagaatcag 


caatatacat 


180 


gctataggga agga 










194 


<210> 8750 

<211> 402 

<212> DNA 

<213> Homo sapiens 












<400> 8750 
aggtgcatgc tggatgatag 


gatgaatttg 


aatgaatggt 


atctcctgag 


aatgggcaga 


60 


cactagaaca tgaccttctg 


gacttacaga 


ctggcgatgt 


gaatacaaaa 


taatgtgtcg 


120 


ana trrtrra t* c na.r , aat~nn'ha 


l. LLtvdL uy cty 


yyy '- c *^' 


y i-v^ctyct^ctdy 


ahalrta /"^na a 
ct L.ctuyct<_ycici 




gatgtgtgag ggagtgggga 


ggaagatgag 


aaagtagtgg 


tattatccga 


acacagtaga 


240 


attggtgcaa tttgctgata 


tgaaatggtg 


gatacatgct 


agattcaagt 


gtgatgagaa 


300 


ttggtactag ggatggaaag 


tcactgctaa 


gattgcaagt 


gagtgagagt 


ggtgagccag 


360 


atgctctgga ctgcgtcata 


acatggactt 


gtgcaaatga 


ta 




402 
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<210> 8751 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8751 

cagaattata taatactaat gcgtatgtga tgtgagacgg tagctgctgt cagacggcat 
, cactgtgaat tcagatgcaa agaggaactg ttgatcttga tgcccatacc tctgatcaga 
atcttgacat actgtcatga gacactatag ggtacgttat ca 

<210> 8752 

<211> 194 

<212> DNA 

<213> Homo sapiens 

<400> 8752 

agataactat gggttaaaag agagagtgga ttttttatac atgattggat acagtgggat 
tgaccatcag ctgactagga gataatataa caggctgttg aaagtgattg ttttttgaag 
atagaggata tgagattttc tgctgatctt ataatggtgt gatgtctgat atcttgtgtt 
cgctgttatt gtta 



60 
120 
180 
194 



<210> 8753 

<211> 162 

<212> DNA 

<213> Homo sapiens 

<400> 8753 

acacactgcc actggctttt gctgtccacg gccatgacag accgacgcag cgagctttct 60 

ctcaaaagca atgcttaaat tttattcata atatactgac tgcaacaaca tcatgaaaat 120 

acaaaaaaaa aaaaaaaaaa gacttgtaca tgaacagagg eg 162 

<210> 8754 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<400> 8754 

ggtcatacaa agagggcact acaccagctt ctfcggcctca aagaagctct tgaggtgacg 60 

catctgccag atgccagtga ggatgaggat gacagtctga gcaatggacc accataggta 120 

cctctggttg gtgctctcgc tegtcagteg gaagegctet tcacgatacc tttggtaatc 180 

ctgctccttc tgaatctgtt ccacctgatc aagcaactgg egggagegga gctgtagctc 240 

cgacagatta tcttttgaag aaatctcagg gtagtagtag gaatgctccc caaactggat 300 

gtagagatga caccgaagtt tgacaacaga gaagagagee atcctgatag aataggagtg 360 

aagacagata tgatggtcac cgggagtgtg ggaggtgaaa gtgaagagga actcagagca 420 
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gataatgacc gggaggaaga acgaaataaa tagagaataa gaagac 466 



<210> 8755 

<211> 496 

<212> DNA 

<213> Homo sapiens 

<400> 8755 

gagtgagcct cctcacccct ctctgctctg ctgatggggg cttttggaca gcaaggcata 
gagcagaaaa cgtgaacact gctacccctg gtgaaaaact gtgtgacctt gagcaagtcg 
gtctcgctca gtctctttcc tcagctgggg ataaaattcc tacttcacag gactgtaaag 
attaagcaag gcaagggata tgaaagtgct tagcacataa taggggaaca atatatcctg 
tatctgagta tggataggag tgtggagatc atccaggttg agagggagaa gagtggatta 
aagacagtca gtgggattaa gtgtctaccc tgaccttgct tctctacatt tccttttcat 
cttgaaagaa gttggaggtg gcaaaaatat taagaaggtg gatcagaatg acttggggac 
tgaaatttgt gagggaagag acaggctgtg caccttctag aatggattta tctcttttat 
gactaccaag aaggga 



<210> 8756 

<211> 258 

<212> DNA 

<213> Homo sapiens 

<400> 8756 

cataggtgct tactatactg ttttgtttct gaatttggaa tttctcaaaa ttaaaaaaat 60 

atctactgag gagcttttcg ttttaactgg tggggaatgg gttctgggtg gttttgcccc 120 

ttgttttttt agattcaaga aatccatggt gaaaggtttg gtattctatg aagaatagga 180 

ggataaagtg atcaaggaga tggcagctca gatgcgcgag gtggagcaga gccgacagga 240 

agtgggcgtg tccgctct 258 



<210> 


8757 


<211> 


551 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


misc feature 


<222> 


(1) . . (551) 


<223> 


n = A, C, T < 


<400> 


8757 



aggtacacat tgccatgaga tggcactttc tgaggatact cactaaaact gagtttcttc 60 
attagaaaaa tctcactttt tatcatcatc tcagtgcctg gtattggtgc ccttangtct 120 



60 
120 
180 
240 
300 
360 
420 
480 
496 
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gtgaacagca ttgcgttatg ccagtaaatg aatacttaaa tcaataattg cattctcagc 180 

agtcctctta gtctttgttt gtttgtttgt ttttcacagt tgaattgcaa tgtagctgtt 240 

tggcagaggc attaacattt ttgccctaac cctggcctgg tgcctangct caggggagta 300 

aaattagagc caggagccag ngagctgagg agaccactta aaaggcatgc tagcatttga 360 

taagtaaggg gttactttgt gaggaaaaga aactttatat gctttaagca agcctcttta 420 

tgaggaagaa aaggtcagct actgaagcgg ggtcccaact actgctgggt ctgtagagga 4 80 

gagagacacc cccaaaatcc agatgtttta gttaacaatc agacacagac ttgtctctgg 540 

tttcttacag g 551 

<210> 8758 

<211> 466 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1) . . (466) 

<223> n = A, C, T or G 

<400> 8758 

cgggncagnn tacatggntg nantggagnc ctnncctcca cccctctctg gctctgnctg 60 

nnatgggggn cttttggnac agccaaggnc ataggancag gaaaacgtga acactgctac 120 

ccctggtgaa aaactgtgtg accttgagca agtcggtctc gctcagtctc tttcctcagc 180 

tggggataaa attcctactt cacaggactg taaagattaa gcaaggcaag ggatatgaaa 24 0 

gtgcttagca cataataggg gaacaatata tcctgtatct gagtatggat aggagtgggg 300 

agaatatcca ggttgagagg gagaaaaatg gattaaagga caagcagggg gattaaatgt 360 

ttaacctgac cttggttgtg tatattttgt tttgaattag aaagaaattg gtggtgggaa 420 

aaatattagg aagggtgaac agaaagacat gggggcaggc atatgt 466 

<210> 8759 

<211> 450 

<212> DNA 

<213> Homo sapiens 

<400> 8759 

tgatttctaa agtaagcctc agaatttcca aaccaattca tccacagctg tttctgggct 60 

ggttttaaag tagctgctac agaatcatga ggctttccct ttttatcaaa tacgaaaaac 120 

atttttaaaa ttctgcacac ccagtgatca tcttttgtgc gggaaagcaa gatgatgatg 180 

gatgatttta ttcatccttt tagtaaagac acaaaacatt tttctcaaca tttgtacagt 24 0 

tctgaaaaaa acctggtcac caaaaatatc ttctctgcta attcagcaat tcttgggctc 300 
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cagttagggg agctgggggc tcactttctc ccaggattgt gggcttctct ggaagtgaag 360 
ggtgaggaat gagtggggtg tcgagcccag ccctggctgc ctgtgggttt gggggaggga 42 0 
gcgagggatg aggtgccctg gcagatggca 45 0 

<210> 8760 

<211> 530 

<212> DNA 

<213> Homo sapiens 

<400> 8760 



gcagcttccc cgagctgatg 


ccattcgttc 


acgtctcatc 


gatactttct 


ctctcatcga 


60 


gcatttgcaa ggcttgagcc 


aagctgtgct 


gcgacacact 


atcaggagtt 


acttgatcct 


120 


tcccgccaga agaaacttat 


gttgggagat 


caacaccagc 


tagtgggcgt 


ctctataaag 


180 

a 


cctcaacgta tagaacagat 


ttcacatgcc 


cagaggctgt 


tgagcaggct 


tcatgtgcgc 


240 


tgcagtcaga ggccacctct 


ttctttgtgg 


gccggatggg 


tccttgagtg 


tatcctttca 


300 


tgtcactcat ttttatcctg 


gctgttgatc 


atctgcctaa 


tgaattattt 


tttgcttccc 


360 


aaactccatt gtctcattct 


caatgcttat 


gttattgctc 


ttattatttc 


cgctgcataa 


420 


atcagaaaga actcaaaaaa 


aaaaaaaaaa 


aaaaaattgg 


ggggcggaag 


cttattccct 


480 


ttagtgaagg ttaattaaag 


cttgggactg 


gccggaggtg 


tacaaagtcg 




530 



<210> 8761 

<211> 690 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1) . . (690) 

<223> n = A, C, T or G 

<400> 8761 



taagcgtgtc 


cagaattggt 


gggtctcact 


gacttcaaga 


atgaagccgc 


ggaccctcct 


60 


ggcggaattc 


tccacgagtt 


ttgagcagcc 


tcggttttcc 


caccacctcc 


aaatcatgca 


120 


agacacaggg 


taagagcaaa 


gacaatgtgg 


ctgtggccga 


tgtccaccct 


ctcggggcgt 


180 


cccttctctt 


ctctcctcct 


tgagcaggga 


gaccatcggg 


gtgcaacctg 


gttggggcgg 


240 


ggaggaggtg 


cagggcctgg 


ccagagcggg 


cctggccacg 


ggcaagggac 


agcgaccccc 


300 


gggccaggac 


aggtgagagc 


ggcgcaggcc 


cgggcccggc 


gtggcggagg 


tgcgcgtgag 


360 


cggncagcag 


agggcgccag 


agagccagga 


gcggcccgca 


gaggagcccg 


cgccggcccc 


420 


ggtgcccacc 


tccgcgccgc 


gcggaccctc 


cgagcccgcg 


ctcagacgcc 


ccagctccgc 


480 
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cgagagggcg cttgcgccgg gtccttctcc cccaaatgca ggcagagccc ccggagccat 540 

gggcaggcct tccggcagct ccaaagccac tggcaagccc cgaaggcagg atggccggcc 600 

caggagggag gaggacgacg tcccctcccg aagagaagaa gctgcggctc ttgctggtag 660 

gggggaagcg cacagcccca ggaactggaa 690 

<210> 8762 

<211> 418 

<212> DNA 

<213> Homo sapiens 

<400> 8762 

atagattttc aaaatgtcta aaaagtgcag tttgaattgt tacatgttaa tacacagttg 60 

ctttattcag atgtgtttgt gttgacggac taacagtgcc ttctggatct gtgcaaataa 12 0 

tggtacccct ccctgcaaag aaaaaaagag tcattaaagc actacaatat tacacataaa 180 

ctgatccatc taggtcagct ttagtcagga ccggagaatc agcaaacata agaaaaacaa 24 0 

aacctaggaa tacatacaaa agctctcatg gggtgctaga accctcttag actggtgatg 300 

tatgtggagg gcattaagag ctggaaaggc gtatatgggt aactaccgtt aactatattc 360 

tacagcaagg gctggggggg cagaacaagg tgaaggtggg tggttattag ggttggga 418 

<210> 8763 

<211> 632 

<212> DNA 

<213> Homo sapiens 

<400> 8763 

aatgaatgaa aataaagttt tacctcccaa gtcaatttca cataattcta attcctttta 60 

actagagaat atcttgttta gaaggatcat taagctaggt caaggtaaaa aacaggttat 120 

aagacaaatg catatgaaat ctacaactta taaggaaaga aaataccaaa ttagttctat 180 

cagtcctcta aactacagaa gaacattatt tttacctagt gtgcatgtac acacacacac 240 

acacacacac acacaaatat ttaatgcttt taagtacatt tttaaaaaaa atctaaacaa 300 

tactttgact agtcttttcc tcctaatatt atatatagac tgaagttttt gaaaataaaa 360 

gtagctgagc caatgaaatg ctttagcatt gtatttttac catcaagcac tgtttagcag 420 

gctgtatttc ccacttttct tcattgatat caggagcaag cactagaaat atagaaaata 480 

aatataaaat aatcacaagt tcttaacctt atttttttca gtctttatca gcttcacgta 540 

gagagctgct cactgtgtta tagcactttt taagttgcaa agccttgtca tatacattat 600 

aatttgtatt cctctaagca agtcaagggg eg 632 

<210> 8764 
<211> 450 
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<212> DNA 

<213> Homo sapiens 

<400> 8764 

tgcagacctc ggaagggagc ggatagcggc acccggagcc gcccgcagag caaagcgcgg 60 

ggaaccaagg agacgctcct ggcactgcag ataacttgtc tgcatttcaa gaacaaacta 120 

ccagagacct tacctgttca cttggctctc ccaaccaatg gagatggctc caatggtggc 180 

acaaaccagg gaagggaaat ctgaggttta attcctttat gcctcattct ctgagtgctg 24 0 

aaggcttgct gtaggcctgt atgcctgtta aatgctaaat tgtgataggg gtttttgcct 3 00 

tccaatgaac tcccacatat ttacatttta ccagtgtatg atgccctgtt actagcattg 360 

acatgggaac aaaattgctg ccggggggag gatgaacaaa gaaagtcatg aagttacccc 420 

ttgtctggga taaaactata gtactttcaa 450 



<210> 8765 

<211> 562 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (1) . . (562) 

<223> n = A, C, T or G 



<400> 8765 

ggggtaccat tttacacacc tccgncggtg gnaaatcctt gnaaagnaaa gcagcaccag 60 

ctgctgactg caggcctctc tgccacctct gcctgcccgc ctcactgact gcttcatctg 120 

ccagcctcgc atgcacttct gacaacacac ctgtccatca cagacactgc cagctgctct 180 

gtgtgtatcc atgtgtgtga gccagtggtg ctggcgggca gcggaacgat cgtccgtgat 24 0 

gctagaccga acatgcacgg gcacgcatct cctggcgtgt gagtggaggc tgtcagaggg 300 

gcggacggga gtgagggcat gtgtctgcat gggactgata gggacagaga aacagtggca 360 

gacttgggcg atacatagct caccagacaa acatgcaccg tcagatagat agagggtaga 42 0 

aagatcaggg agaagagaga gcccagcaaa catgcacacc angcagtggc gggagaggca 4 80 

cgctcactac ataggaagaa tgaacagacg gcacacgcac gcagggcatg gactgcagca 540 

catctaacca accatgccta ga 562 



<210> 8766 

<211> 594 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc feature 
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<222> (1)..(594) 

<223> n = A, C, G or T 

<400> 8766 

cattgccatg agatggcact ttctgaggat actcactaaa actgagtttc ttcattagaa 60 

aaatctcact ttttatcatc atctcagtgc ctggtattgg tgcccttang tctgtgaaca 120 

gcattgcgtt atgccagtaa atgaatactt aaatcaataa ttgcattctc agcagtcctc 180 

ttagtctttg tttgtttgtt tgtttttcac agttgaattg caatgtagct gtttggcaga 240 

ggcattaaca tttttgccct aaccctggcc tggtgcctan gctcnaggga gtaaaattag 300 

agccaggagc caggangctg aggagaccac ttaaaaggca tgctagcatt tgataagtaa 360 

ggggttactt tgtgaggaaa agaaactttt atatgcttta ngcaagcctc tttatganga 42 0 

agaaaaagtc agctactgaa cggggtccca actactgctg ggtttgtaga ggagagagac 4 80 

acccccataa tccagaggtt cagttaacaa tcagacacag acttgtctct ggtttcttac 540 

agggtgacag cagtattcgc tattttgaga tcaccgatga aaaccccggc accc 594 

<210> 8767 

<211> 754 

<212> DNA 

<213> Homo sapiens 

<220> 

< 2 2 1 > mis c_f e at ur e 

<222> (1)..(754) 

<223> n = A , C, T or G 

<400> 8767 

actatattta ggcaccactg ccataaacta ccaaaaaaaa aatgtaattc ctagaagctg 60 

tgaagaatag tagtgtagct aagcacggtg tgtggacagt gggacatctg ccacctgcag 120 

taggtctctg cactcccaaa agcaaattac attggcttga acttcagtat gcccggttcc 180 

accctccaga aacttttgtg ttctttgtat agaatttagg aacttctgag ggccacaaat 240 

acacacatta aaaaaggtag aatttttgaa gataagattc ttctaaaaaa gcttcccaat 300 

gcttgagtag aaagtatcag tagaggtatc aagggaggag agactaggtg accactaaac 360 

tccttcagac tcttaaaatt acgattcttt tctcaaaggg gaagaacgtc agtgcagcga 420 

tcccttcacc tttagctaaa gaattggact gtgctgctca aaataaagat cagttggagg 480 

tangatgtcc aagactgaag gtaaaggact agtgcaaact gaaagtgatg gggaaacaga 540 

cctacgtatg gaagccatgt agtgttcttc acaggctgct gttgactgaa attcctatcc 600 

tcaaattact ctagactgaa gctgcttccc ttcagtgagc agcctctcct tccaagattc 660 

tggaaagcac acctgactcc aaacaaagac ttagagccct gtgtcagtgc tgctgctgct 720 
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tttaccagat tctctaacct tccgggtaga agag 754 



<210> 8768 

<211> 730 

<212> PRT 

<213> Homo sapiens 

<400> 8768 

Met Asp Gly Leu Gly Arg Arg Leu Arg Ala Ser Leu Arg Leu Lys Arg 
15 10 15 



Gly His Gly Gly His Trp Arg Leu Asn Glu Met Pro Tyr Met Lys His 
20 25 30 



Glu Phe Asp Gly Gly Pro Pro Gin Asp Asn Ser Gly Glu Ala Leu Lys 
35 40 45 



Glu Pro Glu Arg Ala Gin Glu His Ser Leu Pro Asn Phe Ala Gly Gly 
50 55 60 



Gin His Phe Phe Glu Tyr Leu Leu Val Val Ser Leu Lys Lys Lys Arg 
65 70 75 80 



Ser Glu Asp Asp Tyr Glu Pro lie lie Thr Tyr Gin Phe Pro Lys Arg 
85 90 95 



Glu Asn Leu Leu Arg Gly Gin Gin Glu Glu Glu Glu Arg Leu Leu Lys 
100 105 110 



Ala lie Pro Leu Phe Cys Phe Pro Asp Gly Asn Glu Trp Ala Ser Leu 
115 120 125 



Thr Glu Tyr Pro Ser Leu Ser Cys Lys Thr Pro Gly Leu Leu Ala Ala 
130 135 140 



Leu Val Val Glu Lys Ala Gin Pro Arg Thr Cys Cys His Ala Ser Ala 
145 150 155 160 



Pro Ser Ala Ala Pro Gin Ala Arg Gly Pro Asp Ala Pro Ser Pro Ala 
165 170 175 



Ala Gly Gin Ala Leu Pro Ala Gly Pro Gly Pro Arg Leu Pro Lys Val 
180 185 190 



Tyr Cys lie lie Ser Cys lie Gly Cys Phe Gly Leu Phe Ser Lys lie 
195 200 205 
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Leu Asp Glu Val Glu Lys Arg His Gin lie Ser Met Ala Val He Tyr 
210 215 220 



Pro Phe Met Gin Gly Leu Arg Glu Ala Ala Phe Pro Ala Pro Gly Lys 
225 230 235 240 

Thr Val Thr Leu Lys Ser Phe He Pro Asp Ser Gly Thr Glu Phe He 
245 250 " 255 



Ser Leu Thr Arg Pro Leu Asp Ser His Leu Glu His Val Asp Phe Ser 
260 265 270 



Ser Leu Leu His Cys Leu Ser Phe Glu Gin He Leu Gin He Phe Ala 
275 280 285 



Ser Ala Val Leu Glu Arg Lys He He Phe Leu Ala Glu Gly Leu Arq 
290 295 300 



Glu Glu Glu Lys Asp Val Arg Asp Ser Thr Glu Val Arg Gly Ala Gly 
305 310 315 



320 



Glu Cys His Gly Phe Gin Arg Lys Gly Asn Leu Gly Lys Gin Trp Gly 
325 330 335 



Leu Cys Val Glu Asp Ser Val Lys Met Gly Asp Asn Gin Arg Gly Thr 
340 345 350 



Ser Cys Ser Thr Leu Ser Gin Cys He His Ala Ala Ala Ala Leu Leu 
355 360 365 



Tyr Pro Phe Ser Trp Ala His Thr Tyr He Pro Val Val Pro Glu Ser 
370 375 3 8 o 



Leu Leu Ala Thr Val Cys Cys Pro Thr Pro Phe Met Val Gly Val Gin 
385 390 395 400 



Met Arg Phe Gin Gin Glu Val Met Asp Ser Pro Met Glu Glu He Gin 
405 410 415 



Pro Gin Ala Glu He Lys Thr Val Asn Pro Leu Gly Val Tyr Glu Glu 
420 425 430 



Arg Gly Pro Glu Lys Ala Ser Leu Cys Leu Phe Gin Val Leu Leu Val 
435 440 445 
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Asn Leu Cys Glu Gly Thr Phe Leu Met Ser Val Gly Asp Glu Lys Asp 
450 455 460 



lie Leu Pro Pro Lys Leu Gin Asp Asp lie Leu Asp Ser Leu Gly Gin 
465 470 475 480 



Gly lie Asn Glu Leu Lys Thr Ala Glu Gin lie Asn Glu His Val Ser 
485 490 495 



Gly Pro Phe Val Gin Phe Phe Val Lys lie Val Gly His Tyr Ala Ser 
500 505 510 



Tyr lie Lys Arg Glu Ala Asn Gly Gin Gly His Phe Gin Glu Arg Ser 
515 520 525 



Phe Cys Lys Ala Leu Thr Ser Lys Thr Asn Arg Arg Phe Val Lys Lys 
530 535 540 



Phe Val Lys Thr Gin Leu Phe Ser Leu Phe lie Gin Glu Ala Glu Lys 
545 550 555 560 



Ser Lys Asn Pro Pro Ala Glu Val Thr Gin Val Gly Asn Ser Ser Thr 
565 570 575 



Cys Val Val Asp Thr Trp Leu Glu Ala Ala Ala Thr Ala Leu Ser His 
580 585 590 



His Tyr Asn lie Phe Asn Thr Glu His Thr Leu Trp Ser Lys Gly Ser 
595 600 605 



Ala Ser Leu His Glu Val Cys Gly His Val Arg Thr Arg Val Lys Arg 
610 615 620 



Lys lie Leu Phe Leu Tyr Val Ser Leu Ala Phe Thr Met Gly Lys Ser 
625 630 635 640 



lie Phe Leu Val Glu Asn Lys Ala Met Asn Met Thr He Lys Trp Thr 
645 650 655 



Thr Ser Gly Arg Pro Gly His Gly Asp Met Phe Gly Val He Glu Ser 
660 665 670 



Trp Gly Ala Ala Ala Leu Leu Leu Leu Thr Gly Arg Val Arg Asp Thr 
675 680 685 
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Gly Lys Ser Ser Ser Ser Thr Gly His Arg Ala Ser Lys Ser Leu Val 
690 695 700 

Trp Ser Gin Val Cys Phe Pro Glu Ser Trp Glu Glu Arg Leu Leu Thr 
705 710 715 720 

Glu Gly Lys Gin Leu Gin Ser Arg Val lie 
725 ~ 730 

<210> 8769 

<211> 674 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (201) . . (201) 

<223> n = A, C, G or T 

<220> 

<221> mis cofeature 

<222> (477) . . (538) 

<223> masked repetitive sequence 

<400> 8769 

taaaagcagg ctgtgcacta gggacctagt gaccttacta gaaaaaactc aaattctctg 60 

agccacaagt cctcatgggc aaaatgtaga taccaccacc taaccctgcc aatttcctat 120 

cattgtgact atcaaattaa accacaggca ggaagttgcc ttgaaaactt tttatagtgt 180 

atattactgt tcacatagat nagcaattaa ctttacatat acccgttttt aaaagatcag 240 

tcctgtgatt aaaagtctgg ctgccctaat tcacttcgat tatacattag gttaaagcca 300 

tataaaagag gcactacgtc ttcggagaga tgaatggata ttacaagcag taatgttggc 360 

tttggaatat acacataatg tccacttgac ctcatctatt tgacacaaaa tgtaaactaa 420 

attatgagca tcattagata ccttggcctt ttcaaatcac acagggtcct agatctnnnn 480 

nnnnnnnnnn nnnnnnnnnn rmnnnnnnnn nnnnnnnnnn nnnnnnnnnn nnnnnnnnac 540 

tttgggattc ctatatcttt gtcagctgtc aacttcagtg ttttcaggtt aaattctatc 600 

catagtcatc ccaatatacc tgctttagat gatacaacct tcaaaagatc cgctcttcct 660 
cgtaaaaagt ggag 



<210> 8770 

<211> ioio 

<212> DNA 

<213> Homo sapiens 

<220> 



674 
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<221> misc feature 



<222> (1) . 


. (1010) 








<223> n = 


A, C, T or 


G 






<400> 8770 








cggacaggta 


cctaaaagca 


ggctgtgcac 


tagggaccta gtgaccttac tagaaaaaac 


60 


tcaaattctc 


tgagccacaa 


gtcctcatgg 


gcaaaatgta gataccacca cctaaccctg 


120 


ccaatttcct 


atcattgtga 


ctatcaaatt 


aaaccacagg caggaagttg ccttgaaaac 


180 


tttttatagt 


gtatattact 


gttcacatag 


atnagcaatt aactttacat atacccgttt 


240 


ttaaaagatc 


agtcctgtga 


ttaaaagtct 


ggctgcccta attcacttcg attatacatt 


300 


aggttaaagc 


catataaaag 


aggcactacg 


tcttcggaga gatgaatgga tattacaagc 


360 


agtaattttg 


gctttggaat 


atacacataa 


tgtccacttg acctcatcta tttgacacaa 


420 


aatgtaaact 


aaattatgag 


catcattaga 


taccttgggc cttttcaaat cacacagggt 


480 


cctagatctg 


nnnnnnnnnn 


nnnnnnnnnn 


nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn 


540 


nnnnnnnnnn 


nactttggat 


tcttatatct 


ttgtcagctg tcaacttcag tgttttcagg 


600 


ntaaattcta 


tccatagtca 


tcccaatata 


cctgctttag atgatacaaa cttcaaaaga 


660 


tccggctctc 


cctcgtaaaa 


cgtggaggac 


agacatcaag ggggttttct gagtaaagaa 


720 


aggcaaccgc 


tcggcaaaaa 


LvacLc *-yy 


v^ctwctciL>ctyy d UL>y cict L.ct uct l. cn_ ctyci<_y i~ uy 


/ o u 


attgagcgtt 


ttgctccatc 


ttcacttctg 


ttaaatgaag acattgatat etaaaatget 


840 


atgagtctaa 


ctttgtaaaa 


ttaaaataga 


tttgtagtta tttttcaaaa tgaaatcgaa 


900 


aagatacaag 


ttttgaaggc 


agtctctttt 


tccaccctgc ccctctagtg tgttttacac 


960 


acttctctgg 


ccactccaac 


agggaagctg 


gtccagggcc attatacagg 


1010 



<210> 8771 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8771 • 

atgtggccgc ttctgaaaaa c 21 



<210> 8772 
<211> 19 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8772 

tcatggggtg gggacgggg 19 



<210> 8773 
<211> 20 
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<212> DNA 

<213> Human cytomegalovirus 

<400> 8773 
gtacgcgctg ctgggtcatg 



<210> 8774 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8774 

tcataccccg ctgaggttat g 



<210> 8775 

<211> 20 

<212> DNA 

<213> Human cytomegalovirus 

<400> 8775 
cacggacgac gacgctgacg 



<210> 8776 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8776 

gtacggcaga aaagccggct c 



<210> 8777 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8777 

caccaaagac acgtcgttac ag 



<210> 8778 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8778 

tcagacgttc tcttcttcgt eg 



<210> 8779 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8779 

cagcggcgct caacatttca c 
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<210> 8780 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8780 

tcagcatgtc ttgagcatgc gg 22 



<210> 8781 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8781 

cctccccaac tactactacc g 21 



<210> 8782 
<211> 23 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8782 

ttactcgagc ttattgagcg cag 23 



<210> 8783 
<211> 20 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8783 

cacgtcgggc gttatgacac 20 

<210> 8784 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8784 

tcaacctcgg tgctttttgg g 21 



<210> 8785 
<211> 20 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8785 

ctgtctgctc attctggcgg 20 



<210> 8786 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8786 

ttactcgggg aacagttggc g 21 
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<210> 8787 

<211> 20 

<212> DNA 

<213> Human cytomegalovirus 

<400> 8787 
atgatgaccg accgcacgga 



<210> 8788 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8788 

tcacggtggc tcgatacact g 



<210> 8789 
<211> 23 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8789 

aagcttcctt acagcataac tgt 



<210> 8790 
<211> 27 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8790 

ccttataaca tgtattttga aaaattg 



<210> 8791 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8791 

atgatacacg actaccactg g 



<210> 8792 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8792 

ttacgagcaa gagttcatca eg 



<210> 8793 

<211> 19 

<212> DNA 

<213> Human cytomegalovirus 
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<400> 8793 

ctgcgtgtcc tcgctgggt 19 

<210> 8794 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8794 

tcacgagtcc actcggaaag c 21 

<210> 8795 
<211> 20 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8795 

ctcgtcttct tcggctccac 20 



<210> 8796 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8796 

ttaatcgtcg aaaaacgccg eg 

<210> 8797 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8797 

gatgcttgta aegaaggegt c 



<210> 8798 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8798 

ttactgagac ttgttcctca gg 



<210> 8799 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8799 

gtagectaca ctttggccac c 



<210> 8800 
<211> 22 
<212> DNA 
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<213> Human cytomegalovirus 
<400> 8800 

ttactggtca gccttgcttc ta 



<210> 8801 

<211> 18 

<212> DNA 

<213> Human cytomegalovirus 

<400> 8801 
acgtccctgg tagacggg 



<210> 8802 
<211> 24 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8802 

ttataagaaa agaagcacaa gctc 24 



<210> 8803 
<211> 28 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8803 

atgtattgtt ttcttttttt acagaaag 



<210> 8804 
<211> 27 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8804 

ttatattatt atcaaaacga aaaacag 



<210> 8805 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8805 

cttctccttt ccttaatctc gg 



<210> 8806 

<211> 20 

<212> DNA 

<213> Human cytomegalovirus 

<400> 8806 
ctatacggag atcgcggtcc 



<210> 8807 
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<211> 
<212> 
<213> 



22 
DNA 

Human cytomegalovirus 



<400> 8807 

atgcatacat acacgcgtgc at 



22 



<210> 8808 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8808 

ctaccatata aaaacgcagg gg 22 



<210> 8809 
<211> 20 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8809 

atgaaagcaa gaggcagccg 20 



<210> 8810 
<211> 23 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8810 

tcataaggta acgatgctac ttt 23 



<210> 8811 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8811 

atggactggc gatttacggt t 21 



<210> 8812 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8812 

ctacattgtg ccatttctca gt 22 



<210> 8813 
<211> 23 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8813 

atgaacaatc tctggaaagc ctg 23 
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<210> 8814 
<2ll> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8814 

tcagcacacg aaaaaccgca tc 22 



<210> 8815 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8815 

atgaagccgg tgttggtgct c 21 



<210> 8816 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8816 

ttaaataaat cgcagacggg eg 22 



<210> 8817 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8817 

atggatctct tgattegtet eg 2 2 



<210> 8818 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8818 

teaggageca caaegtcgaa tc 22 



<210> 8819 
<211> 20 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8819 

cgcaaaacgc tactggctcc 20 



<210> 8820 

<211> 22 

<212> DNA 

<213> Human cytomegalovirus 

<400> 8820 
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tcaccactgg tccgaaaaca tc 22 



<210> 8821 
<211> 20 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8821 

tacggctggt ccgtcatcgt 20 



<210> 8822 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8822 

ttacaacaag ctgaggagac tc 22 



<210> 8823 
<211> 26 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8823 

atgaccacct ctacaaataa tcaaac 26 



<210> 8824 
<211> 22 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8824 

gtagaaacaa gcgttgagtc cc 22 



<210> 8825 
<211> 19 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8825 

cgttgcggtg tctcagtcg * 9 



<210> 8826 
<211> 21 
<212> DNA 

<213> Human cytomegalovirus 
<400> 8826 

tcatgctgtg gtaccaggat a 21 



<210> 8827 

<211> 5252 

<212> DNA 

<213> Homo sapiens 
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<400> 8827 



ctctctccca 


gaacgtgtct 


ctgctgcaag 


gcaccgggcc 


ctttcgctct 


gcagaactgc 


60 


acttgcaaga 


ccattatcaa 


ctcctaatcc 


cagctcagaa 


agggagcctc 


tgcgactcat 


120 


tcatcgccct 


ccaggactga 


ctgcattgca 


cagatgatgg 


atatttacgt 


atgtttgaaa 


180 


cgaccatcct 


ggatggtgga 


caataaaaga 


atgaggactg 


cttcaaattt 


ccagtggctg 


240 


ttatcaacat 


ttattcttct 


atatctaatg 


aatcaagtaa 


atagccagaa 


aaagggggct 


300 


cctcatgatt 


tgaagtgtgt 


aactaacaat 


ttgcaagtgt 


ggaactgttc 


ttggaaagca 


360 


ccctctggaa 


caggccgtgg 


tactgattat 


gaagtttgca 


ttgaaaacag 


gtcccgttct 


420 


tgttatcagt 


tggagaaaac 


cagtattaaa 


attccagctc 


tttcacatgg 


tgattatgaa 


480 


ataacaataa 


attctctaca 


tgattttgga 


agttctacaa 


gtaaattcac 


actaaatgaa 


540 


caaaacgttt 


ccttaattcc 


agatactcca 


gagatcttga 


atttgtctgc 


tgatttctca 


600 


acctctacat 


tatacctaaa 


gtggaacgac 


aggggttcag 


tttttccaca 


ccgctcaaat 


660 


gttatctggg 


aaattaaagt 


tctacgtaaa 


gagagtatgg 


agctcgtaaa 


attagtgacc 


720 


cacaacacaa 


ctctgaatgg 


caaagataca 


cttcatcact 


ggagttgggc 


ctcagatatg 


780 


cccttggaat 


gtgccattca 


ttttgtggaa 


attagatgct 


acattgacaa 


tcttcatttt 


840 


tctggtctcg 


aagagtggag 


tgactggagc 


cctgtgaaga 


acatttcttg 


gatacctgat 


900 


tctcagacta 


aggtttttcc 


tcaagataaa 


gtgatacttg 


taggctcaga 


cataacattt 


960 


tgttgtgtga 


gtcaagaaaa 


agtgttatca 


gcactgattg 


gccatacaaa 


ctgccccttg 


1020 


atccatcttg 


atggggaaaa 


tgttgcaatc 


aagattcgta 


atatttctgt 


ttctgcaagt 


1080 


agtggaacaa 


atgtagtttt 


tacaaccgaa 


gataacatat 


ttggaaccgt 


tatttttgct 


1140 


ggatatccac 


cagatactcc 


tcaacaactg 


aattgtgaga 


cacatgattt 


aaaagaaatt 


1200 


atatgtagtt 


ggaatccagg 


aagggtgaca 


gcgttggtgg 


gcccacgtgc 


tacaagctac 


1260 


actttagttg 


aaagtttttc 


aggaaaatat 


gttagactta 


aaagagctga 


agcacctaca 


1320 


aacgaaagct 


atcaattatt 


atttcaaatg 


cttccaaatc 


aagaaatata 


taattttact 


1380 


ttgaatgctc 


acaatccgct 


gggtcgatca 


caatcaacaa 


ttttagttaa 


tataactgaa 


1440 


aaagtttatc 


cccatactcc 


tacttcattc 


aaagtgaagg 


atattaattc 


aacagctgtt 


1500 


aaactttctt 


ggcatttacc 


aggcaacttt 


gcaaagatta 


attttttatg 


tgaaattgaa 


1560 


attaagaaat 


ctaattcagt 


acaagagcag 


cggaatgtca 


caatcaaagg 


agtagaaaat 


1620 


tcaagttatc 


ttgttgctct 


ggacaagtta 


aatccataca 


ctctatatac 


ttttcggatt 


1680 


cgttgttcta 


ctgaaacttt 


ctggaaatgg 


agcaaatgga 


gcaataaaaa 


acaacattta 


1740 


acaacagaag 


ccagtccttc 


aaaggggcct 


gatacttgga 


gagagtggag 


ttctgatgga 


1800 
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aaaaatttaa 


taatctattg 


gaagccttta 


cccattaatg 


aagctaatgg 


aaaaatactt 


1860 


tcctacaatg 


tatcgtgttc 


atcagatgag 


gaaacacagt 


ccctttctga 


aatccctgat 


1920 


cctcagcaca 


aagcagagat 


acgacttgat 


aagaatgact 


acatcatcag 


cgtagtggct 


1980 


aaaaattctg 


tgggctcatc 


accaccttcc 


aaaatagcga 


gtatggaaat 


tccaaatgat 


2040 


gatctcaaaa 


tagaacaagt 


tgttgggatg 


ggaaagggga 


ttctcctcac 


ctggcattac 


2100 


gaccccaaca 


tgacttgcga 


ctacgtcatt 


aagtggtgta 


actcgtctcg 


gtcggaacca 


2160 


tgccttatgg 


actggagaaa 


agttccctca 


aacagcactg 


aaactgtaat 


agaatctgat 


2220 


gagtttcgac 


caggtataag 


atataatttt 


ttcctgtatg 


gatgcagaaa 


tcaaggatat 


2280 


caattattac 


gctccatgat 


tggatatata 


gaagaattgg 


ctcccattgt 


tgcaccaaat 


2340 


tttactgttg 


aggatacttc 


tgcagattcg 


atattagtaa 


aatgggaaga 


cattcctgtg 


2400 


gaagaactta 


gaggcttttt 


aagaggatat 


ttgttttact 


ttggaaaagg 


agaaagagac 


2460 


acatctaaga 


tgagggtttt 


agaatcaggt 


cgttctgaca 


taaaagttaa 


gaatattact 


2520 


gacatatccc 


agaagacact 


gagaattgct 


gatcttcaag 


gtaaaacaag 


ttaccacctg 


2580 


gtcttgcgag 


cctatacaga 


tggtggagtg 


ggcccggaga 


agagtatgta 


tgtggtgaca 


2640 


aaggaaaatt 


ctgtgggatt 


aattattgcc 


attctcatcc 


cagtggcagt 


ggctgtcatt 


.2700 


gttggagtgg 


tgacaagtat 


cctttgctat 


cggaaacgag 


aatggattaa 


agaaaccttc 


2760 


taccctgata 


ttccaaatcc 


agaaaactgt 


aaagcattac 


agtttcaaaa 


gagtgtctgt 


2820 


gagggaagca 


gtgctcttaa 


aacattggaa 


atgaatcctt 


gtaccccaaa 


taatgttgag 


2880 


gttctggaaa 


ctcgatcagc 


atttcctaaa 


atagaagata 


cagaaataat 


ttccccagta 


2940 


gctgagcgtc 


ctgaagatcg 


ctctgatgca 


gagcctgaaa 


accatgtggt 


tgtgtcctat 


3000 


tgtccaccca 


tcattgagga 


agaaatacca 


aacccagccg 


cagatgaagc 


tggagggact 


3060 


gcacaggtta 


tttacattga 


tgttcagtcg 


atgtatcagc 


ctcaagcaaa 


accagaagaa 


3120 


gaacaagaaa 


atgaccctgt 


aggaggggca 


ggctataagc 


cacagatgca 


cctccccatt 


3180 


aattctactg 


tggaagatat 


agctgcagaa 


gaggacttag 


ataaaactgc 


gggttacaga 


3240 


cctcaggcca 


atgtaaatac 


atggaattta 


gtgtctccag 


actctcctag 


atccatagac 


3300 


zirif-* a a r* a i"*r+* ft 

cty l. a a L. dy L.y 




ctut Lyy dciy t_ 






awadL L. L. L. uy 


J juU 


attcctccta 


aagatgaaga 


ctctcctaaa 


tctaatggag 


gagggtggtc 


ctttacaaac 


3420 


ttttttcaga 


acaaaccaaa 


cgattaacag 


tgtcaccgtg 


tcacttcagt 


cagccatctc 


3480 


aataagctct 


tactgctagt 


gttgctacat 


cagcactggg 


cattcttgga 


gggatcctgt 


3540 


gaagtattgt 


taggaggtga 


acttcactac 


atgttaagtt 


acactgaaag 


ttcatgtgct 


3600 
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tttaatgtag tctaaaagcc aaagtatagt gactcagaat cctcaatcca caaaactcaa 3660 

gattgggagc tctttgtgat caagccaaag aattctcatg tactctacct tcaagaagca 3720 

tttcaaggct aatacctact tgtacgtaca tgtaaaacaa atcccgccgc aactgttttc 3780 

tgttctgttg tttgtggttt tctcatatgt atacttggtg gaattgtaag tggatttgca 3840 

ggccagggag aaaatgtcca agtaacaggt gaagtttatt tgcctgacgt ttactccttt 3900 

ctagatgaaa accaagcaca gattttaaaa cttctaagat tattctcctc tatccacagc 3960 

attcacaaaa attaatataa tttttaatgt agtgacagcg atttagtgtt ttgtttgata 4020 

aagtatgctt atttctgtgc ctactgtata atggttatca aacagttgtc tcaggggtac 4080 

aaactttgaa aacaagtgtg acactgacca gcccaaatca taatcatgtt ttcttgctgt 4140 

gataggtttt gcttgccttt tcattatttt ttagctttta tgcttgcttc cattatttca 4200 

gttggttgcc ctaatattta aaatttacac ttctaagact agagacccac attttttaaa 4260 

aatcatttta ttttgtgata cagtgacagc tttatatgag caaattcaat attattcata 4320 

agcatgtaat tccagtgact tactatgtga gatgactact aagcaatatc tagcagcgtt 4380 

agttccatat agttctgatt ggatttcgtt cctcctgagg agaccatgcc gttgagcttg 4440 

gctacccagg cagtggtgat ctttgacacc ttctggtgga tgttcctccc actcatgagt 4500 

cttttcatca tgccacatta tctgatccag tcctcacatt tttaaatata aaactaaaga 4560 

gagaatgctt cttacaggaa cagttaccca agggctgttt cttagtaact gtcataaact 4620 

gatctggatc catgggcata cctgtgttcg aggtgcagca attgcttggt gagctgtgca 4680 

gaattgattg ccttcagcac agcatcctct gcccaccctt gtttctcata agcgatgtct 4740 

ggagtgattg tggttcttgg aaaagcagaa ggaaaaacta aaaagtgtat cttgtatttt 4800 

ccctgccctc aggttgccta tgtattttac cttttcatat ttaaggcaaa agtacttgaa 4860 

aattttaagt gtccgaataa gatatgtctt ttttgtttgt tttttttggt tggttgtttg 4920 

ttttttatca tctgagattc tgtaatgtat ttgcaaataa tggatcaatt aatttttttt 4980 

gaagctcata ttgtatcttt ttaaaaacca tgttgtggaa aaaagccaga gtgacaagtg 5040 

acaaaatcta tttaggaact ctgtgtatga atcctgattt taactgctag gattcagcta 5100 

aatttctgag ctttatgatc tgtggaaatt tggaatgaaa tcgaattcat tttgtacata 5160 

catagtatat taaaactata taatagttca tagaaatgtt cagtaatgaa aaaatatatc 5220 

caatcagagc catcccgaaa aaaaaaaaaa aa 5252 

<210> 8828 

<211> 5252 

<212> DNA 

<213> Homo sapiens 
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<220> 

<221> misc_f eature 

<222> (3967) . . (3988) 

<223> Masked repetitive sequence from Repeat Masker 



<400> 8828 
ctctctccca gaacgtgtct 


ctgctgcaag 


gcaccgggcc 


ctttcgctct 


gcagaactgc 


60 


acttgcaaga 


ccattatcaa 


ctcctaatcc 


cagctcagaa 


agggagcctc 


tgcgactcat 


120 


tcatcgccct 


ccaggactga 


ctgcattgca 


cagatgatgg 


atatttacgt 


atgtttgaaa 


180 


cgaccatcct 


ggatggtgga 


caataaaaga 


atgaggactg 


cttcaaattt 


CCaqtqqctq 


240 


ttatcaacat 


ttattcttct 


atatctaatg 


aatcaagtaa 


atagccagaa 


aaaqqqqqct 


30 0 


cctcatgatt 


tgaagtgtgt 


aactaacaat 


ttgcaagtgt 


ggaactgttc 


ttggaaagca 


360 


ccctctggaa 


caggccgtgg 


tactgattat 


gaagtttgca 


ttgaaaacag 


gtcccgttct 


420 


tgttatcagt 


tggagaaaac 


cagtattaaa 


attccagctc 


tttcacatgg- 


tgattatgaa 


480 


ataacaataa 


attctctaca 


tgattttgga 


agttctacaa 


gtaaattcac 


actaaatgaa 


540 


caaaacgttt 


ccttaattcc 


agatactcca 


gagatcttga 


atttgtctgc 


tgatttctca 


600 


acctctacat 


tatacctaaa 


gtggaacgac 


aggggttcag 


tttttccaca 


ccgctcaaat 


660 


gttatctggg 


aaattaaagt 


tctacgtaaa 


gagagtatgg 


agctcgtaaa 


attagtgacc 


720 


cacaacacaa 


ctctgaatgg 


caaagataca 


cttcatcact 


ggagttgggc 


ctcagatatg 


780 


cccttggaat 


gtgccattca 


ttttgtggaa 


attagatgct 


acattgacaa 


tcttcatttt 


840 


tctggtctcg 


aagagtggag 


tgactggagc 


cctgtgaaga 


acatttcttg 


gatacctgat 


900 


tctcagacta 


aggtttttcc 


tcaagataaa 


gtgatacttg 


taggctcaga 


cataacattt 


960 


tgttgtgtga 


gtcaagaaaa 


agtgttatca 


gcactgattg 


gccatacaaa 


ctgccccttg 


1020 


atccatcttg 


atggggaaaa 


tgttgcaatc 


aagattcgta 


atatttctgt 


ttctgcaagt 


1080 


agtggaacaa 


atgtagtttt 


tacaaccgaa 


gataacatat 


ttggaaccgt 


tatttttgct 


1140 


ggatatccac 


cagatactcc 


4— ^% ^ «-» «-» y^r A— 

tcaacaacty 


aattgtgaga 


cacatgattt 


aaaagaaatt 


1200 


atatgtagtt 


ggaatccagg 


aagggtgaca 


gcgttggtgg 


gcccacgtgc 


tacaagctac 


1260 


actttagttg 


aaagtttttc 


aggaaaatat 


gttagactta 


aaagagctga 


agcacctaca 


1320 


aacgaaagct 


atcaattatt 


atttcaaatg 


cttccaaatc 


aagaaatata 


taattttact 


1380 


ttgaatgctc 


acaatccgct 


gggtcgatca 


caatcaacaa 


ttttagttaa 


tataactgaa 


1440 


aaagtttatc 


cccatactcc 


tacttcattc 


aaagtgaagg 


atattaattc 


aacagctgtt 


1500 


aaactttctt 


ggcatttacc 


aggcaacttt 


gcaaagatta 


attttttatg 


tgaaattgaa 


1560 


attaagaaat 


ctaattcagt 


acaagagcag 


cggaatgtca 


caatcaaagg 


agtagaaaat 


1620 
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tcaagttatc 


ttgttgctct 


ggacaagtta 


aatccataca ctctatatac 


ttttcggatt 


1680 


cgttgttcta 


ctgaaacttt 


ctggaaatgg 


agcaaatgga gcaataaaaa 


acaacattta 


1740 


acaacagaag 


ccagtccttc 


aaaggggcct 


gatacttgga gagagtggag 


ttctgatgga 


1800 


aaaaatttaa 


taatctattg 


gaagccttta 


cccattaatg aagctaatgg 


aaaaatactt 


1860 


tcctacaatg 


tatcgtgttc 


atcagatgag 


gaaacacagt ccctttctga 


aatccctgat 


1920 


cctcagcaca 


aagcagagat 


acgacttgat 


aagaatgact acatcatcag 


cgtagtggct 


1980 


aaaaattctg 


tgggctcatc 


accaccttcc 


aaaatagcga gtatggaaat 


tccaaatgat 


2040 


gatctcaaaa 


tagaacaagt 


tgttgggatg 


ggaaagggga ttctcctcac 


ctggcattac 


2100 


gaccccaaca 


tgacttgcga 


ctacgtcatt 


aagtggtgta actcgtctcg 


gtcggaacca 


2160 


tgccttatgg 


actggagaaa 


agttccctca 


aacagcactg aaactgtaat 


agaatctgat 


2220 


gagtttcgac 


caggtataag 


atataatttt 


ttcctgtatg gatgcagaaa 


tcaaggatat 


2280 


caattattac 


gctccatgat 


tggatatata 


gaagaattgg ctcccattgt 


tgcaccaaat 


2340 


tttactgttg 


aggatacttc 


tgcagattcg 


atattagtaa aatgggaaga 


cattcctgtg 


2400 


gaagaactta 


gaggcttttt 


aagaggatat 


ttgttttact ttggaaaagg 


agaaagagac 


2460 


acatctaaga 


tgagggtttt 


agaatcaggt 


cgttctgaca taaaagttaa 


gaatattact 


2520 


gacatatccc 


agaagacact 


gagaattgct 


gatcttcaag gtaaaacaag 


ttaccacctg 


2580 


gtcttgcgag 


cctatacaga 


tggtggagtg 


ggcccggaga agagtatgta 


tgtggtgaca 


2640 


aaggaaaatt 


ctgtgggatt 


aattattgcc 


attctcatcc cagtggcagt 


ggctgtcatt 


2700 


gttggagtgg 


tgacaagtat 


cctttgctat 


cggaaacgag aatggattaa 


agaaaccttc 


2760 


taccctgata 


ttccaaatcc 


agaaaactgt 


aaagcattac agtttcaaaa 


gagtgtctgt 


2820 


gagggaagca 


gtgctcttaa 


aacattggaa 


atgaatcctt gtaccccaaa 


taatgttgag 


2880 


gttctggaaa 


ctcgatcagc 


atttcctaaa 


atagaagata cagaaataat 


ttccccagta 


2940 


gctgagcgtc 


ctgaagatcg 


ctctgatgca 


gagcctgaaa accatgtggt 


tgtgtcctat 


3000 


tgtccaccca 


tcattgagga 


agaaatacca 


aacccagccg cagatgaagc 


tggagggact 


3060 


gcacaggtta 


tttacattga 


tgttcagtcg 


atgtatcagc ctcaagcaaa 


accagaagaa 


3120 


y dd^ddy ddd 






yyk— LuLciciy^ uciuciyciLy^a 


^— \m* W \+ CI L* U- 


3180 


aattctactg 


tggaagatat 


agctgcagaa 


gaggacttag ataaaactgc 


gggttacaga 


3240 


cctcaggcca 


atgtaaatac 


atggaattta 


gtgtctccag actctcctag 


atccatagac 


3300 


agcaacagtg 


agattgtctc 


atttggaagt 


ccatgctcca ttaattcccg 


acaatttttg 


3360 


attcctccta 


aagatgaaga 


ctctcctaaa 


tctaatggag gagggtggtc 


ctttacaaac 


3420 
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ttttttcaga 


acaaaccaaa 


cgattaacag 


tgtcaccgtg 


tcacttcagt 


cagccatctc 


3480 


aataagctct 


tactgctagt 


gttgctacat 


cagcactggg 


cattcttgga 


gggatcctgt 


3540 


gaagtattgt 


taggaggtga 


acttcactac 


atgttaagtt 


acactgaaag 


ttcatgtgct 


3600 


tttaatgtag 


tctaaaagcc 


aaagtatagt 


gactcagaat 


cctcaatcca 


caaaactcaa 


3660 


gattgggagc 


tctfctgtgat 


caagccaaag 


aattctcatg 


tactctacct 


tcaagaagca 


3720 


tttcaaggct 


aatacctact 


tgtacgtaca 


tgtaaaacaa 


atcccgccgc 


aactgttttc 


3780 


tgttctgttg 


tttgtggttt 


tctcatatgt 


atacttggtg 


gaattgtaag 


tggatttgca 


3840 


ggccagggag 


aaaatgtcca 


agtaacaggt 


gaagtttatt 


tgcctgacgt 


ttactccttt 


3900 


ctagatgaaa 


accaagcaca 


gattttaaaa 


cttctaagat 


tattctcctc 


tatccacagc 


3960 


attcacnnnn 


nnnnnnnnnn 


nnnnnnnngt 


agtgacagcg 


atttagtgtt 


ttgtttgata 


4020 


aagtatgctt 


atttctgtgc 


ctactgtata 


atggttatca 


aacagttgtc 


tcaggggtac 


4080 


aaactttgaa 


aacaagtgtg 


acactgacca 


gcccaaatca 


taatcatgtt 


ttcttgctgt 


4140 


gataggtttt 


gcttgccttt 


tcattatttt 


ttagctttta 


tgcttgcttc 


cattatttca 


4200 


gttggttgcc 


ctaatattta 


aaatttacac 


ttctaagact 


agagacccac 


attttttaaa 


4260 


aatcatttta 


ttttgtgata 


cagtgacagc 


tttatatgag 


caaattcaat 


attattcata 


4320 


agcatgtaat 


tccagtgact 


tactatgtga 


gatgactact 


aagcaatatc 


tagcagcgtt 


4380 


agttccatat 


agttctgatt 


ggatttcgtt 


cctcctgagg 


agaccatgcc 


gttgagcttg 


4440 


gctacccagg 


cagtggtgat 


ctttgacacc 


ttctggtgga 


tgttcctccc 


actcatgagt 


4500 


cttttcatca 


tgccacatta 


tctgatccag 


tcctcacatt 


tttaaatata 


aaactaaaga 


4560 


gagaatgctt 


cttacaggaa 


cagttaccca 


agggctgttt 


cttagtaact 


gtcataaact 


4620 


gatctggatc 


catgggcata 


cctgtgttcg 


aggtgcagca 


attgcttggt 


gagctgtgca 


4680 


gaattgattg 


ccttcagcac 


agcatcctct 


gcccaccctt 


gtttctcata 


agcgatgtct 


4740 


ggagtgattg 


tggttcttgg 


aaaagcagaa 


ggaaaaacta 


aaaagtgtat 


cttgtatttt 


4800 


ccctgccctc 


aggttgccta 


tgtattttac 


cttttcatat 


ttaaggcaaa 


agtacttgaa 


4860 


aattttaagt 


gtccgaataa 


gatatgtctt 


ttttgtttgt 


tttttttggt 


tggttgtttg 


4920 


ttttttatca 


tctgagattc 


tgtaatgtat 


ttgcaaataa 


tggatcaatt 


aatttttttt 


4980 


gaagctcata 


ttgtatcttt 


ttaaaaacca 


tgttgtggaa 


aaaagccaga 


gtgacaagtg 


5040 


acaaaatcta 


tttaggaact 


ctgtgtatga 


atcctgattt 


taactgctag 


gattcagcta 


5100 


aatttctgag 


ctttatgatc 


tgtggaaatt 


tggaatgaaa 


tcgaattcat 


tttgtacata 


5160 


catagtatat 


taaaactata 


taatagttca 


tagaaatgtt 


cagtaatgaa 


aaaatatatc 


5220 


caatcagagc 


catcccgaaa 


aaaaaaaaaa 


aa 






5252 
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<210> 8829 

<211> 841 

<212> DNA 

<213> Homo sapiens 

<400> 8829 



tttttttttt ttttcttaaa tagcatttat 


tttctctcaa 


aaagcctatt atgtactaac 


60 


aagtgttcct ctaaattaga aaggcatcac 


tactaaaatt 


ttatacatat tttttatata 


120 


agagaaggaa tattgggtta caatctgaat 


ttctctttat gatttctctt aaagtataga 


180 


acagctatta aaatgactaa tattgctaaa 


atgaaggcta 


ctaaatttcc ccaagaattt 


240 


cggtggaatg cccaaaaatg gtgttaagat 


atgcagaagg 


gcccatttca agcaaagcaa 


300 


tctctccacc ccttcataaa agatttaagc 


taaaaaaaaa 


aaaaaaagaa gaaaatccaa 


360 


cagctgaaga cattgggcta tttataaatc 


ttctcccagt 


cccccagaca gcctcacatg 


420 


ggggctgtaa acagctaact aaaatatctt 


tgagactctt 


atgtccacac ccactgacac 


480 


aaggagagct gtaaccacag tgaaactaga 


ctttgctttc 


ctttagcaag tatgtgccta 


540 


tgatagtaaa ctggagtaaa tgtaacagta 


ataaaacaaa 


ttttttttaa aaataaaaat 


600 


tatacctttt tctccaacaa acggtaaaga 


ccacgtgaag 


acatccataa aattaggcaa 


660 


ccagtaaaga tgtggagaac cagtaaactg 


tcgaaattca 


tcacattatt ttcatacttt 


720 


aatacagcag ctttaattat tggagaacat 


caaagtaatt 


aggtgccgaa aaacattgtt 


780 


i 

attaatgaag ggaacccctg acgtttgacc 


ttttctgtac 


catctatagc cctggacttg 


840 


a 






841 



<210> 8830 

<211> 841 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (94).. (121) 

<223> Masked repetitive sequence 



<220> 

<221> misc_feature 

<222> (569) 1 . (604) 

<223> Masked repetitive sequence 



<400> 8830 

tttttttttt ttttcttaaa tagcatttat tttctctcaa aaagcctatt atgtactaac 60 
aagtgttcct ctaaattaga aaggcatcac tacnnnnnnn nnnnnnnnnn nnnnnnnnnn 120 
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ngagaaggaa tattgggtta caatctgaat ttctctttat gatttctctt aaagtataga 180 

acagctatta aaatgactaa tattgctaaa atgaaggcta ctaaatttcc ccaagaattt 24 0 

cggtggaatg cccaaaaatg gtgttaagat atgcagaagg gcccatttca agcaaagcaa 300 

tctctccacc ccttcataaa agatttaagc taaaaaaaaa aaaaaaagaa gaaaatccaa 360 

cagctgaaga cattgggcta tttataaatc ttctcccagt cccccagaca gcctcacatg 420 

ggggctgtaa acagctaact aaaatatctt tgagactctt atgtccacac ccactgacac 480 

aaggagagct gtaaccacag tgaaactaga ctttgctttc ctttagcaag tatgtgccta 540 

tgatagtaaa ctggagtaaa tgtaacagnn nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn 600 

nnnncctttt tctccaacaa acggtaaaga ccacgtgaag acatccataa aattaggcaa 660 

ccagtaaaga tgtggagaac cagtaaactg tcgaaattca tcacattatt ttcatacttt 72 0 

aatacagcag ctttaattat tggagaacat caaagtaatt aggtgccgaa aaacattgtt 780 

attaatgaag ggaacccctg acgtttgacc ttttctgtac catctatagc cctggacttg 840 

a 841 



<210> 8831 

<211> 63 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> T7T24 Primer 

<400> 8831 

ggccagtgaa ttgtaatacg actcactata gggaggcggt tttttttttt tttttttttt 60 
ttt 63 



<210> 8832 

<211> 1010 

<212> DNA 

<213> Homo sapiens 

<220> 

< 2 2 1 > mi s c_f ea tur e 

<222> (213) . . (213) 

<223> n = A, C, G or T 



<220> 

<221> misc__f eature 

<222> (491) . . (551) 

<223> masked repetitive sequence 



<220> 

<221> misc__f eature 
<222> (601) . . (601) 
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<223> n = A, C, G or T 
<220> 

<221> mis c_feature 

<222> (761) . . (761) 

<223> n = A, C, G or T 



<400> 8832 








cggacaggta 


cctaaaagca 


qqctqtqcac 


tagggaccta gtgaccttac tagaaaaaac 


60 


tcaaattctc 


tgagccacaa 


gtcctcatgg 


gcaaaatgta gataccacca cctaaccctg 


120 


ccaatttcct 


atcattgtga 


ctatcaaatt 


aaaccacagg caggaagttg ccttgaaaac 


180 


tttttatagt 


gtatattact 


gttcacatag 


atnagcaatt aactttacat atacccgttt 


240 


ttaaaagatc 


agtcctgtga 


ttaaaagtct 


ggctgcccta attcacttcg attatacatt 


300 


aggttaaagc 


catataaaag 


aggcactacg 


tcttcggaga gatgaatgga tattacaagc 


360 


agtaattttg 


gctttggaat 


atacacataa 


tgtccacttg acctcatcta tttgacacaa 


420 


aatgtaaact 


aaattatgag 


catcattaga 


taccttgggc cttttcaaat cacacagggt 


480 


cctagatctg 


nnnnnnnnnn 


nnnnnnnnnn 


nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn 


540 


nnnnnnnnnn 


nactttggat 


tcttatatct 


ttgtcagctg tcaacttcag tgttttcagg 


600 


ntaaattcta 


tccatagtca 


tcccaatata 


cctgctttag atgatacaaa cttcaaaaga 


660 


tccggctctc 


cctcgtaaaa 


cgtggaggac 


agacatcaag ggggttttct gagtaaagaa 


720 


aggcaaccgc 


tcggcaaaaa 


ctcaccctgg 


cacaacagga ncgaatatat acagacgctg 


780 


attgagcgtt 


ttgctccatc 


ttcacttctg 


ttaaatgaag acattgatat ctaaaatgct 


840 


atgagtctaa 


ctttgtaaaa 


ttaaaataga 


tttgtagtta tttttcaaaa tgaaatcgaa 


900 


aagatacaag 


ttttgaaggc 


agtctctttt 


tccaccctgc ccctctagtg tgttttacac 


960 


acttctctgg 


ccactccaac 


agggaagctg 


gtccagggcc attatacagg 


1010 
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